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Message of thd’residentof the Congress

It is a great honour for me to invite you to the 2
International Congress of Microbiology to be held fr
the 2729 of August 2019 in Kerman, Iran. The main g
of the congress is to provide apportunity to exchang
scientific ideas, update information and become fam
with the developments in the different fields
microbiology. In order to achieve this, the scient
committee has endeavoured to gather national

internatonal experts from both clinical medicine a
microbiology. | would like to thank all researchers w
have shared with us their valuable viewpoints and acti
engaged in the planning and execution of this cong
The presence of microbiologistbnicians, and healtl
authorities  in the 20th International Congress
Microbiology will undoubtedly enhance the ability

participants and executives of the country to sen
healthier human life. | strongly hope that this congi
through itsscientific programs makes solid inputs ir
improving the quality of our knowledge. | also wish y
all a pleasant stay in Kerman seasoned with unforget
memories of its historical and monumental places.

Dr. Hamidreza Rashidinejad
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Message of the Scientific Secretary of the Congress

Onbehalf of the scientific committee | would like to inv
you all to join us and participate in the 20th Irar
International Congress of Microbiology that will be h
from the 2729 of August 2019 in Kerman, Iran. Our airn
to offer you highquality research works along wit
exceptional presentations by competent internatiol
recognizednicrobiologist keynote lecturers.

We will do our greatest to provide you opportunities
collaborating and sharing knowledge with other scier
and to familiariz you with significant discoveries in tl
field of microbiology and the latest developments in var
topics of clinical and other related subjects in Microbiol:
and Human Health areas.

During this congress many oral and poster communica
will be presented and will cover many hot topics. Sev
practical workshops are also planned for fresher collee
and beginners in the field.

Your participation in this event will be valuable for us ¢
would improve the scientific quality of the congress.
We look forward to meeting you in Kerman with ¢
warmest regards.

Prof. Shahla Mansouri
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Message of thd’resident of the Iranian Society of Microbiology

The Iranian Microbiology Society commemorates yo!
the 20th International Congress Microbiology, Iran,
Kerman and wish you a happy stay, along with acade
achievements. Special thanks to the organi.
authorities, especially the President and the Boar
Kerman University of Medical Sciences. Without {
university's scientific and dministrative support, i
would not have been possible to hold a conferenc
Kerman. We also welcome the presence of internati
speakers in Congress. New science and technology |
on microbiology is emerging with new insights into n
concepts andinderstandings of microbes' ability to L
in different fields of biology, medicine and the functic
of these organisms in their pathogenicity or health.
role of microbiologists in the evolution of these attitu
has been of primary importance anceréfore more
attention to the field of microbiological knowledge w
bring valuable achievements. | seize the opportunity
thank you very much for the hard work of our colleagt
especially the Congress Secretary, Professor St
Mansouri as the Saific Secretary and Dr. Davoo
KalantarNeyestanaki as the Executive Secretary of
Congress and their colleagues in the secretariat.

Prof. Mohammad Mehdi Feizabadi
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1stday, Tuesday, August 27
Opening Ceremony

8:15- 8:20 Quran Recitation
8:20- 8:30 Anthem of Islamic Republic of Iran
8:30- 8:40 Kerman at a glance

Dr. Hamidreza Rashidinejad: The president of congreg
8:40- 8:50 Welcome Speech and the chancellor of Kerman University of Medic
Sciences, Kerman, Iran
Prof. Mohammad Mehdi Feizabadi: Head of Iranian
Society of Microbiology

8:50-9:00 Opening Speech

Prof. Shahla Mansouri: Scientific Secretory of thg
Congress

Session 1
Oral Presentation -
Board of Directors: Prof. Mohammad Reza Pourmand, Prof. Shahla Mansouri, Prof. Fereshteh Shahc

Prof. Rasoul Yousefimashowrof Gholamreza Irajian.
9:15- 9:40 Dr. Ali Eshaghi, Head ofRazi Vaccine and Serum Research Instjtlren:

9:00-9:10 Overview of Congress

9:40- 10:05 Prof. Leonardo Antonio Sechj University of Sassari, Italy:Infections and
autoimmunity

10:05- 1030 Dr. Kurt G. Naber, Technical University of Munich, Germany:
Nortantibiotic treatment of uncomplicated UThuo Vadis?

Break and Poster Visiting
10:30-11

Session 2

Oral Presentation

Board of Directors: Prof. Mohammad Reza Pourmand, Dr. Abbas Abdollahi, Prof. Fereshteh Shahch
Prof. Rasoul Yousefimashouf, Pr@édholamreza IrajiarProf. Nour AmirMozafari.
. . Prof. Ali Zarei Mahmoudabadi: The potency of Luliconazole, against Clinicatla
11:00-11:10 : . -
EnvironmentalAspergillus NigetComplex
Sahar Serajian: Prevalence, antimicrobial susceptibility, serotyping and virulg
11:10-11:20 determination ot.isteria monocytogenedrains at a tertiary care hospital in Tehr
Iran
. . Samaneh Saedi: Multilocus Sequence Analysis (MLSA) oMycobacterium
11:20-11:30 . . .
tuberculosidrom Clinical Isolates in Northeast of Iran
11:30- 11:40 Mortaza Haghighi Hassan Abad:Vertical Transmission o€hlamydia trachomatis
\ ’ at Birth Time and Eye Colonization in Nevorns
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Panel 1
11:40-12:40

Antimicrobial Resistance and Control of Nosocomial Infections

Coordinator: Prof. Mohammad Reza Pourmand
Panel Staff: Dr. Abbas Abdollahi, Prof. Fereshteh Shahcheraghi, Prof. Rasoul Yousefima
Prof. Gholamreza IrajiarDr. Kurt G. Naber, Prof. Nour AmiMozafari

Prof. Mohammad Reza Pourmand:An overview on sttegies for control of nosocomial infection

Prof. Gholamreza Irajian: The organization and team of nosocomial infection control committee in Irg

Prof. Rasoul YousefimashoufBarrier to success in control of nosocomial infection

Dr. Abbas Abdollahi: Using Bioinformatics to Prediction Hospital Acquired Infections

Prof. Fereshteh Shahcheraghilmpact of rapid diagnosis of carrier patients on prevention and control
healthcareassociated infections (HAIs), A case report

12:20- 12:40 Discussion, Question and Answer

Praying, Lunch and Poster Visiting
12:40-14:00

Session 3
Oral Presentation

Board of Directors: Prof. Mohammad Mehdi Feizabadi, Dr. Rostam Yazdani, Dr. Seyed Ali Mohan
Arabzadeh, Dr. Mehrdad Farrokhnia, Dr. Nader MosaWanf. Azar Dokht KhosraviDr. Keyvan Tadayon
Dr. Saeed Zaker Bostanabad, Dr. Saeed Sharafi.

Dr. Seyed Alimohammad Arabzadeh: Mycobacterial infection in HIV infecteq
patients

14:20- 14:30 Masoud Keikha: The PI3KAkMTOR signalling pathway and tuberculos
pathogenesis; the first system biology report

14:00- 14:20
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Panel 2
14:30-15:30

Mycobacteria & Acid-Fast Bacteria

Coordinator: Dr. Nader Mosavari

Panel Staff: Prof. Mohammad Mehdi Feizabadi, Prof. Leonardo Antonio Sechi, Dr. Rostam Yazdai
Seyed Ali Mohammad Arabzadeh, Dr. Mehrdad fedthnia,Prof. AzarDokht Khosravj Dr. Nahid Mojgani,
Dr. Saeed Zaker Bostanabad, Dr. Saeedafhar

Dr. Nader Mosavari: Isolation and Identification of Mycobacterium from Captured Cats and Mice Belof
to Tuberculosis Infected Farms

Dr. Rostam Yazdani: Case report: a 48 years old male with bilateral pulmonary consolidation and p
AFB of BA

Dr. Mehrdad Farrokhnia: Latent Tuberculosis

Dr. Nahid Mojgani: Isolation and purification of ESAT6/CFP10 complex antigen secretétiybgbacterium
tuberculosisstrains C

Dr. Saeed Zaker Bostanabad:Molecular Characterization of Epidemiology of MDR Mycobacteri
tuberculosis isolated from tuberculosis patients resistant to Ofloxacin and Ciprofloxacin

Dr. Saeed Sharafi Tuberculosis in Iran: current situation and the role of medical laboratoriesirague
national network in control of disease

15:10- 15:30 Discussion, Question and Answer

Break and Poster Visiting
15:30-15:50

SESSIR
Oral presentation
Board of Directors: Prof. Reza Ghotaslou, Dr. Amin Talebi Bezmin Abadi, Dr. Omid Tadjrobehkar,

Fereshteh Saffari, DiSoheilaMoradi Bidhendi Prof. Mohammad ousef Alikhanj Dr. Davood Darban
Sarokhalil, Dr. Seyed Sajad Khoramrooz.

Morteza Karami Zarandi: Identification of NonTuberculosis Mycobacterium
species in suspected patients to tuberculosis by Line Probe Assay method
Farideh Kamarehei: Designing a novel ELISA method based on CagA, Neé
16:00- 16:10 recombinant antigens tamdrease sensitivity and specificity bfelicobacter pylori
whole cell antigen detection

Mehrdad Hallaji: Comparison of prevalence of Microbial Surface Compon
16:10-16:20 Recognizing Adhesive Matrix Molecules (MSCRAMMSs) amofgaphylococcus
aureusisolates in a burn unit with nelourning units in Isfahan, Iran

Sara Hamzehee:Molecular identification ofCandida species, assessment of
16:20- 16:30 antifungal susceptibility and the genetic relationshigafdida albicanssolated from
immunocompromised patients in Kerman, Iran

Dr. Mehdi Fatahi Bafghi: Isolation and Identification of th&locardia spp from

15:50- 16:00

16:30- 16:40 L .
clinical specimens

16:40- 16:50 Ham!d Reza Hagh Ranjbar: Bioconversion of genistein to orobol by spore disp
tyrosinase

16:50- 17:00 Dr. Javid Sadeghi: Frequency ofStaphylococcus aureusolates collected from me

semen and women endocervix and detection of antibiotic resistance
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Panel 3
17:00-18:00

New Laboratory Methods for Diagnosing Infectious Diseases

Coordinator: Prof. Reza Ghotaslou

Panel Staff: Dr. Amin Talebi Bezmin Abadi, Dr. Omid Tadjrobehkar, Dr. Fereshteh SaffariSbineila
Moradi Bidhendi, Prof.Mohammad ousef Alikhanj Dr. Davood Darbai$arokhalil, Dr. Seyed Saja
Khoramrooz.

Dr. Seyed Sajadkhoramrooz: Optical Biosensors for Detection of Pathogenic Microorganisms

Dr. Davood Darban-Sarokhalil: Recent Updates on Laboratory Diagnosis of Tuberculosis

Dr. Amin Talebi Bezmin Abadi: Recent Advance in Diagnosis ldelicobacter pylori Invasive and Non
invasive Approaches

Prof. MohammadYousef Alikhani: Loop-Mediated Isothermal Amplification (LAMP) Test for Detection
of Brucellaspp

Dr. Soheila Moradi Bidhendi: Innovations in salmonella detection

17:40- 18:00 Discussion, Question and Answer
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8:00-8:10 Quran Recitation

Session 5

Oral Presentation

Board of Directors: Dr. Rainak GhaderProf. Iraj Sharifi, Dr. Gholamreza Hashemi Tabar, Dr. Ali Safar
Maken Ali, Prof. Taghi Zahraei Salehi, Dr. Mohammed Zeinali, Dr. Peyman KeibarKeivan Tadayon.

Dr. Helmut Holtzel, FriedrichLoeffler Institut, Germany:Chlamydophilal

8:10-8:35 psittaciand zoonotic infections, the German perspective
Mr. Daniel Feakes,Chief of Biological Weapons Convention Implementat
8:30- 8:55 Support Unit UN The Biological Weapons Convention (BWC), a histori
perspective
8:55- 9:20 Prof. Abbass Pardakhti: Lipid vesicular drug delivery systems in treatment
' ) intracellular infection: capabilities and challenges
Dr. Samaneh Babaee:Frequency of multi drug resistance and molec
9:20- 9:30 characteristics of resistance to colistin améemetobacter baumannsolated

from hospitalized patients in ICU of Qazvin& Maditaneshvari hospital, witl
ventilator associated pneumonia

Dr. Razieh Tavakoli: The role of resistance genes expression in meglut
9:30- 9:40 antimoniate nothealing and healing isolates of anthroponotic cutane
leishmaniasis due toeishmania tropica

Panel 4
9:40-10:40

Zoonotic Diseases

Coordinator: Prof. TaghiZahraei Salehi
Panel Staff: Prof. Iraj Sharifi, Dr. Gholamreza Hashemi Tabar, Dr. Helmut Hotzel, Dr. Ali Safar Maken
Dr. Nader MosavayiDr. Mohammed Zeinali, Dr. Peyman Keihabir. Keivan Tadayon, Dr. Rainak Ghade

Dr. Nader Mosavari: Design and optimization of diagnostic glanders cassette using immunaoblotting n
based on immunoreactive proteinsBafrkholderia mallei

Dr. Rainak Ghaderi: Comparative Molecular Characterization of wild Isolates and Vaccine Strain of
Mycoplasma agaletiaein Iran

Dr. Gholamreza Hashemi Tabar:The role of Veterinary Medicine in controlling of Crime&ongo
Hemorrhagic Fever (CCHF)

Dr. Mohammed Zeinali: Epidemiological situation of crimian congo haemorrhagic fever in 2388 in
Iran

Prof. Iraj Sharifi: Leishmaniasis as a zoonotic disease in Ira

Dr. Keivan Tadayon: Genetic structure of Mycobacterium bovis population a search for most globally
frequent clonal complexes in the Iran

Dr. Peyman Keihani: Molecular detection oBorrelia burgdorferisensulatm tick infested dogs in Isfahan
province, Iran

17:4071 18:00 Discussion, Question and Answer

Break and Poster Visiting
10:40-11:00
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Session 6

Oral presentation

Board of Directors: Prof. Majid Fasihi HarangDr. Pejvak Khaki Dr. Daniel Feaks, Dr. Mohammad Meh
Gouya, Dr. Mostafa SaleiMaziri, Dr. Mahdi Rohani, Dr. Saber Esmaeili, Dr. Mehttissanshahian.
Dr. Jalil Mehrzad: Investigation on the effects &almonella enteric&ubsp
11:00- 11:10 enterica serovar Typhimurium on the apoptosis/necrosis of avian macrey
like monocytes
. . Mahtab Alsadat Madani Borugeni:The effect rates of Staphylococc
11:10-11:20 : : o
bacteriophages on resistance clinical isolateStaphylococcus aureus
_ _ Fatemeh Gholami: Prevalence and characterization of toxin profiles
11:20-11:30 Clostridium perfringenssolates from infants and children irair
. . Sanaz Gharaei:Optimization of biosurfactant production by an-dégrading
11:30-11:40 P . :
Bacillusisolated from petroleumontaminated soil

Panel 5
11:40-12:40

Emerging & Re-emerging Infections

Coordinator: Prof. Majid Fasihi Harandi
Panel Staff: Dr. Pejvak KhakiDr. Mohammad Mehdi Gouya, Dr. Mostafa Satstaiziri, Dr. Mahdi Rohani,

Dr. Saber Esmaeili, Dr. Mehdi Hassanshahian.

Dr. Mohammad Mehdi Gouya: Preparedness against emerging areimerging infectious diseases: Are
we ready to meet the challenges?

Dr. Mostafa SalehiVaziri: Emerging Aede$orne viruses

Dr. Mahdi Rohani: Present status of Tularemia and Francisella infections in Iran

Dr. Saber Esmaelli: Genotyping of Coxiella burnetti in Iran

Dr. Pejvak Khaki: Leptospirosis in Iran

12:20- 12:40

Discussion, Question and Answer

Session 7
Oral presentation
Board of Directors: Dr. Mojtaba Nofelj Prof. Saeid Bouzari, Dr. Seyed Mohsen Zahraei, Dr. Seyed Re
Banihashemi, Dr. Mohammad Mahdi Mohammadi, Dr. Hamid Daneshvar, Dr. Seyed Fazlollah Mdosg

Praying, Lunch and Poster Visiting
12:40-14:00

Ali Afgar.
Y . Mojtaba Ali Molaei: Oral immunization withLactobacillus casevectored
14:00- 14:10 ; s . .
vaccines surfacexpressedlostridium perfringensoxoids
Ahmad Mehravaran: Encapsulation of Imiquimod Adjuvant and Soluk
14:10-14:20 Leishmania Antigen into Liposomes as a Vaccine in the Cutang
Leishmaniasis Model
e A Ali Mohammad Behroozikhah: DeterminationBrucella vaccine strains o
14:201 14:30 genetic typing with use VNTRCR HOOF RINT
Sajad Aslani: Dissemination of incompatible plasmid groups amon
14:30- 14:40 Klebsiella pneumoniaesuperbug" strains harboring New Delhi metal

lactamasel gene, Kerman, Iran
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Panel 6
14:40-15:40

New Approach in Immunization & Vaccine Technologies

Coordinator; Dr. Mojtaba Nofeli
Panel Staff:Dr. Sima RafatiDr. Seyed Mohsen Zahraei, Dr. Seyed Reza Banihashemi, Dr. Mohammad
MohammadiDr. Hamid Daneshvar, Dr. Seyed Fazlollah MoosB¥vi Ali Afgar.

Dr. Seyed Mohsen Zahraei:National vaccination program: promotions and new challenges

Dr. Ali Afgar: Application of microorganisms in the treatment of cancer

Dr. Seyed Reza Banihashemf#actors that may influence vaccine immune responses

Dr. Mojtaba Nofeli: Vaccine design & manufacturing approaches; challenges and solutions

Dr. Sima Rafati: Immunotherapy and Leishmania Vaccine Research

15:207 15:40 Discussion, Question and Answer

Break and Poster Visiting
15:40-16:00

Session 8
Oral presentation

Board of Directors: Dr. Reza Pilehchian Langroyddr. Mehrdad Shamsaddini Bafti, Dr. Hamid Hakimi,
Dr. Mohammad Moradi, Dr. Mojtaba Alimolaei, Prof. Mohammad Motamedifar, Dr. Mohsen Fathi Najz

Prof. Mohammad Motamedifar: Epidemiology, bacterial load, antibiot
16:00- 16:20 susceptibility and risk factor of toxigentClostridium difficilein hospitalized
patients in southwestern Iran

16:20- 16:30 Nasibeh Khodaverd: The association between fecal enterotoxige
Bacteroides fragilisvith colorectal cancer

Ali Razaei Kalavani: Prevalence oflostridium novyiin slaughterhouses ¢

16:30- 16:40 Alborz province using traditional methods and Polymerase Chain Reactio
Nagar Mohammadi: Frequency ofGardnerella vaginalisin patients with
16:40- 16:50 vaginosis in Isfahan by molecular method
Salman Odooli: Selective plate count and tuf gebased qPCR methods f
16:50- 17:00 quantification ofBifidobacterium animalisubsp. lactis BEL2 in commercial

probiotic yoghurts
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Panel 7
17:00-18:00

Anaerobic Infections

Coordinator: Dr. Mohsen Fathi Najafi.
Panel Staff: Dr. Mehrdad Shamsaddini Bafti, Dr. Hamid Hakimi, Dr. Mohammad Moradi, Dr. Mojtaba
Alimolaei, Prof. Mohammad Motamedifar, DReza Pilehchian Langroudi, Dr. Alireza Pardis.

Dr. Alire za Paradise: An investgation on Clostridial toxins effect on

cancerous cell

Dr. MohsenFathi Najafi: Use of Clostridial toxinsfor stoppng and killing
breast cancer cells

Dr. Hamid Hakimi: The preventive and therapeutic effects of enterotoxin
(CPE

Dr. Mehrdad Shamsaddini: Application of Clostridium perfringens
enterotoxin (CPE) in the treatment of gastrointestinal tumor cells

17:40 - 18:00 Discussion, Question and Answer
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8:00-8:10

Quran Recitation

Sessior®

Oral Presentation

Board of Directors: Prof. Gholamreza Irajigibr. Ali Hossininasab, Prof. Shahla Mansouri, Dr. Bijan
Nomanpour, Dr. Mohammad Javad Nasiri, Dr. Shabnam Razavi, Dr. Omid Pajand

Sedigheh Nakhaee: Dissemination pattern of multidrug resistant Carbapener
8:10- 8:20 Producing Klebsiella pneumoniae Isolates in Nemazee and Faghihi Referral hg
in Shiraz, Southwestern Iran

Dr. Zahra Farshadzadeh: Growth Rate and Biofilm Formation Abii of Clinical
and LaboratonEvolved ColistinResistant Strains of Acinetobacter baumannii

8:20-8:30

Panel 8
8:30-9:30

Qualitative Control in Microbiology Laboratories

Coordinator: Prof. Gholamreza Irajian
Panel Staff: Dr. Ali Hossininasab, Prof. Shahlansourj Dr. Bijan NomanpourDr. Mohammad Javad
Nasiri, Dr. Shabnam Razavi, Dr. Omid Pajand

Dr. Hosseini Nasab:The Importance of Experimental Drug Testing in Clinical Practice

Dr. Bijan Namanpour: Quality control of drug susceptibility testing in medical diagnostic laboratory

Dr.Shabnam Razavi:MIC and MBC quality control

Dr. Javad Nasiri: Quality control in drug susceptibility testing in Mycobacterium tuberculosis

Prof. Shahla Mansourii Prof..Gholamreza Irajian

ekl kel Discussion, Question and Answer

Board of Directors: Prof. Gholamreza IrajignDr. Ali Hossininasab, Prof. Shahla Mansouri, Dr. Bij
Nomanpour, Dr. Mohammad Javad Nasiri, Dr. Shabnam Razavi, Dr. Rayjatd

9:30- 9:40 Mozhgan Kheirandish: The study of ferritirbinding proteins inStreptococcus
) ) pneumoniag@roteome
9:40- 9:50 SoheilaGhaderi: Comparing structure and conformation of diphtheria toxin with
) ) nontoxic mutant (E3149K) at 300K using molecular dynamics simulations
9:50-10:00 Maryam Khaleghi: Antibacterial curcumirloaded hydrogel based on Hyaluror
) ) Acid-Polydimethylsiloxane (HAPDMS) for wound dressing perspectives
) ) Maryam Rahmani: Determination and comparison of antibacterial activity
10:00- 10:10 o .
Enterococcuspecies isolated from bredst neonates and adults feces in Kerma
| ) Tayebeh Saberi Shahmarvandiinvestigation of the quantity of crude oil degradi
10:10- 10:20 o : . -
bacteria in contaminated areas in Masjed Soleyman
Dr. Mahdi Askari Badouei: Molecular serotyping of Shiga toxjproducing
10:20- 10:30 Escherichia coli(STEC) from animal sources in Iran: Emergence of a potent
virulent 026: H29 strain

Break and Poster Visiting
10:30-11:00
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Sessionl0
Oral Presentation

Board of Directors: Dr. Hossein DabitiDr. Marzeih Hosseininezhad, Dr. Abbas Ali Imani Fooladi, Dr.
Mojtaba Boniadian, Dr. Mehdi Mirzaei, Prof. Fariba Sharififar, Prof. Asghar SharifiMojtaba Hedayati.

Dr. Roya Ahmadrajabi: Comparative analysis of virulence genes, antibiotic

11:0011:10 resistance and capsule locus polymorphistarderococcus faecalisolated from
canals of roatfilled teeth with different clinical infections and fecal flora
11:1611:20 Zahra Rajabi: Study the effect of extracted bacteriocinLectobacillus fermentum

with probiotic potential on biofilm formation of isolat&treptococcus mutarfisom
dental caries

Panel 9
11:20-12:30

Food, Industrial and Applied Microbiology

Coordinator: Dr. Hossein Dabiri
Panel Staff: Dr. Marzeih Hosseininezhad, Dkbbas Ali Imani Feladi, Dr. Mojtaba Boniadian, Dr. Mehdi
Mirzaei, Prof. Fariba Sharififar, Prof. Asghar Shardr. Mojtaba Hedayati.

methods

Dr. Mojtaba Hedayati: Detection of enterotoxigenic staphylococcal food poisonings by traditional and

following disasters

Dr.Hossein Dabiri: The role of microbiology laboratory in diagnosis and control of foodborne diseases

Dr. Marzeih Hosseininezhad An overview on the Industrial Challenges of Lactic Acid Bacteria as
Probiotics and Natural Food Preservatives

Dr. Mehdi Mirzaei: Chronobiology, the future of medicine

Dr. Mojtaba Boniadian: The importance oferotoxigenic E. coli as emerging foodborne infections

12:15-12:30

Discussion, Question and Answer

Praying, Lunch and Poster Visiting
12:30-14:00
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Panel 10
14:00-15:00

Medical ethics: Challenges in Research andublication

Coordinator: Prof. Hossein Safizadeh.
Panel Staff: Prof. Mohammad Khaksari, Prof. Aliakbar Haghdoost, Prof. ABlaadakhti, ProfAbbas
Abbaszadeh, Dr. Mohammad Setayesh, Dr. Firoozeh Mirzaie.

Prof. Abbass Pardakhti: Alternative in vitro and in silico methods in animal studies

Prof. Aliakbar Haghdoost: Science for science, is it ethical

Prof. Abbas AbbaszadehEthical Considerations in Publishing Research Works (Intellectual Property
Research Works)

Dr. Firoozeh Mirzaie: Training of research ethics

14:40- 15:00 Discussion, Question and Answer

Closing Ceremony

First section: One Best Oral/Poster Presentation will be selected from each day. The Certifig
Best Oral/Poster Presentation will be awarded.

Secondsection: Introducing and Appreciation for pioneering Microbiologists

The Gifts are Provided, On the BehalfDr. Seyed Abdolkarim ArabzadeFhe Pioneer in
Diagnostic Laboratories
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FirstName

NO. LastName

1 Ahmadrajabi

Roya

11:00-11:10

Third Day
8/29/2019

Comparative analysis of
virulence genes, antibiotic
resistance and capsule locus
polymorphism of Enterococcus
faecalis isolated from canals of
root- filled teeth with different
clinical infections and fecal flora

2 Ali Molaei

Mojtaba

14:0014:10

Second Day
8/28/2019

Oral immunization with
Lactobacillus casevectored
vaccines surfacexpressed
Clostridium perfringensoxoids

3 Arabzadeh

Seyed

Alimohammad

14:00- 14:20

First Day
8/27/2019

Mycobacterial infection in HIV
infectedpatients

Askari
Badouei

Mahdi

10:2010:30

Third Day
8/29/2019

Molecular serotyping of Shiga
toxin-producingEscherichia coli
(STEC) from animal sources in
Iran: Emergence of a potentially,
virulent O26: H29 strain

5 Aslani

Sajjad

14:3014:40

Second Day
8/28/2019

Dissemination of incompatible
plasmid groups among "
Klebsiella pneumoniasuperbug"
strains harboring New Delhi
metallolactamasel gene,
Kerman, Iran

6 Babaee

Samaneh

9:209:30

Second Day
8/28/2019

Frequency of multi drug
resistance and molecular
characteristics of resistance to
colistin amongAcinetobacter
baumanniiisolated from
hospitalized patients in ICU of
Qazvin& Masih Daneshvari
hospital, with ventilator
associated pneumonia

7 Behroozikhah

Ali
Mohammad

14:20:14:30

Second Day
8/28/2019

DeterminatiorBrucella
vaccine strains of genetic
typing with use VNTRPCR
HOOF PRINT
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FirstName

NO. LastName

Name Date

Growth Rate and Biofilm
Third Day | Formation Ability of Clinical and
8 Farshadzadeh| Zahra 8:20-8:30 LaboratoryEvolved Colistin
8/29/2019 | Resistant Strains of
Acinetobacter baumannii
First Day Isolation and Identification of th
9 Fatahi Bafghi | Mehdi 16:30- 16:40 8/27/2019 Nocgrdla spp from clinical
specimens
Comparing structure and
Third Day | conformation of diphtheria toxin
10 Ghaderi Soheila 9:40-9:50 with its nontoxic mutant
8/29/2019 | (E3149K) at 300K using
molecular dynamics simulations
S 30 Optimization of biosurfactant
econd Day : : :
11 | Gharaei Sanaz 11:3011:40 production by an oitiegrading
8/28/2019 | Bacillusisolated from petroleum
contaminated soil
S . Prevalence and characterizatiof
12 | Gholami Fatemeh 11:2011:30 of toxin profiles inClostridium
8/28/2019 | perfringenssolates from infants
and children in Iran
First Day | Bioconversion of genistein to
13 Hagh Ranjbar | Hamid Reza 16:4016:50 orobol by spore display
8/27/2019 terSinase
S Vertical Transmission of
. . Irs ay . . .
14 Haghighi Mortaza 11:3011-40 C.hlamydla trachoma‘tlat'Blrt'h
Hassan Abad 8/27/2019 | Time and Eye Colonization in
New-borns
Comparison of prevalence of
Microbial Surface Components
First Day | Recognizing Adhesive Matrix
15 Hallaji Mehrdad 16:1016:20 Molecules (MSCRAMMS)
8/27/2019 | amongStaphylococcus aureus
isolates in a burn unit with nen
burning units in Isfahan, Iran

32



&

Kerman University of Medical Sciences

20" International Congress of Microbiology
27- 29 August 2019 Kerman, Iran

NO. LastName FirstName NETE Date Title

16

Hamzehee

Sara

16:20:16:30

First Day
8/27/2019

Molecular identification of
Candidaspecies, assessment of
the antifungal susceptibility and
the genetic relationship of
Candida albicanssolated from
immunocompromised patients il
Kerman, Iran

17

Kalavani

Ali Razaei

16:3016:40

Second Day

8/28/2019

Prevalence o€lostridium novyi
in slaughterhouses of Alborz
province using traditional
methods and Polymerase Chair
Reaction

18

Kamarehei

Faride

16:0016:10

First Day
8/27/2019

Designing a novel ELISA
method based on CagA, NapA
recombinant antigens to increas
sensitivity and specificity of
Helicobacter pyloriwhole cell
antigen detection

19

Karami Zarandi

Morteza

15:5016:00

First Day
8/27/2019

Identification of Nor
TuberculosigMycobacterium
species in suspected patients tc
tuberculosis by Line Probe Ass:
method

20

Keikha

Masoud

14:2014:30

First Day
8/27/2019

The PI3BKAkt/mTOR signalling
pathway and tuberculosis
pathogenesis; the first system
biology report

21

Khaleghi

Maryam

9:50-10:00

Third Day

8/29/2019

Antibacterial curcumidoaded
hydrogel based on Hyaluronic
Acid-Polydimethylsiloxane (HA
PDMS) for wound dressing
perspectives

22

Kheirandish

Mozhgan

9:30:9:40

Third Day
8/29/2019

The study of ferritirbinding
proteins inStreptococcus
pneumoniagproteome

23

Khodaverd

Nasibeh

16:2016:30

Second Day

8/28/2019

The association between fecal
enterotoxigeni®acteroides
fragilis with colorectal cancer
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LastName FirstName NETE Date Title

The effect rates of Staphylococcu

Madani Mahtab _ _ Second Day | pacteriophages on resistance
24 . 11:1011:20 o
Borugeni Alsadat g/28/2019 | Clinical isolates ofStaphylococcus
aureus
Encapsulation of Imiquimod
Second Day | Adjuvant and Solubléeishmania
25 Mehravaran Ahmad 14:1014:20 Antigen into Liposomes as a
8/28/2019 | vaccine in the Cutaneous
Leishmaniasis Model
Investigation on the effects of
Second Day | Salmonella enteric&ubsp enterice
26 Mehrzad Jalil 11:0011:10 serovar Typhimurium on the
8/28/2019 | apoptosis/necrosis of avian
macrophagdike monocytes
Second Day | Frequency ofsardnerella
27 Mohammadi Nagar 16:4016:50 vaginalisin patients with vaginosis
8/28/2019 | in Isfahan by molecular method
Epidemiology, bacterial load,
Second Day | antibiotic susceptibility and risk
28 Motamedifar Mohammad | 16:00- 16:20 factor of toxigenic Clostridium
8/28/2019 | (jfficile in hospitalizedpatients in
southwestern Iran
Dissemination pattern of multidrut
Third D resistant Carbapenemase Produc
29 Nakhaee Sedigheh 810820 Klebsiella pneumoniae Isolates in
8/29/2019 | Nemazee and Faghihi Referral
hospitals in ShiraZouthwestern
Iran
Selective plate count and tuf gene
Second Day | based gPCR methods for
30 Odooli Salman 16:5017:00 guantification ofBifidobacterium
8/28/2019 | animalissubsp. lactis BBL2 in
commercial probiotic yoghurts
Lipid vesicular drug delivery
31 | Pardakhti | Abbas 8: 55- 9:20 systems in treafment o
g/28/2019 | intracellular infection:

capabilities and challenges

34



LastName

&

Kerman University of Medical Sciences

20" International Congress of Microbiology

27- 29 August 2019 Kerman, Iran

FirstName

Name

Determination and comparison of

Third Day | antibacterial activity of
32 Rahmani Maryam 10:0010:10 Enterococcuspecies isolated fron
8/29/2019 | preastfed neonates and adults
feces in Kerman
Study the effect of extracted
Third D bacteriocin of Lactobacillus
. _ _ Ird Lay | fermentum with probiotic potentia
33 Rajabi zahra 11:1011:20 8/29/2019 | on biofilm formation of isolated
Streptococcus mutans from dente
caries
_ Investigation of the quantity of
- Saberi Tavebeh A Third Day | ¢ryde oil degrading bacteria in
Shahmarvandi y ’ ’ 8/29/2019 | contaminated areas in Masjed
Soleyman
) Frequency of5taphylococcus
35 Sadeghi Javid 16:5017-00 FirstDay | 5ureusisolates collected from mer
g ' ' 8/27/2019 | Sémen and women endocervix ar
detection of antibiotic resistance
s Multilocus Sequence Analysis
irst Day :
36 Saedi Samaneh | 11:2011:30 (MLSA) of Mycobacterium
g/27/2019 | tuberculosifrom Clinical Isolates
in Northeast of Iran
Prevalence, antimicrobial
First Day | susceptibility, serotyping and
37 Serajian Sahar 11:1011:20 virulence determination dfisteria
8/27/2019 | monocytogenestrains at a tertiary
care hospital in Tehran, Iran
The role of resistance genes
expression in meglumine
38 Tavakoli Razieh 9:30:9:40 Second Day antimoniate nothealing and
' ' 8/28/2019 | healing isolates of anthroponotic
cutaneous leishmaniasis due to
Leishmania tropica
Zarei First Day | The potency of Luliconazole,
39 Mah dabadi Ali 11:0011:10 against Clinical and Environment:
ahmoudabadi 8/27/2019

Aspergillus NigelcComplex

35



Kerman University of Medical Sciences

20" International Congress of Microbiology
27- 29 August 2019 Kerman, Iran

Topic: Anaerobic Infections

Oral immunization with Lactobacillus casei vectored vaccines surfacexpressed
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Introduction and Objectives: Clostridium perfringens is a bacterium commonly found in ititestines of

humans and animals and causes food poisoning. In some conditions resident bacteria may grow rapidly and
produce large amounts of toxins that damage the intestines, facilitatiaigsiigtion of toxins to the bloodstream

and make toxemia. Vaccines and antitoxins can protect against these toxins. As a step toward developing
recombinant oral vaccines, we have explored the feasibility of surface expression of alpha, beta, andxefilon to
genes from C. perfringens by Lactobacillus casei.

Materials and Methods: Genet i cal ly engineered toxoid genes of U,
pTLINX expression vector and electroporated into L. casei ATCC 393. Expression of recontbioiaiston the

surface of L. casei was evaluated by immunoblotting, ELISA, and confirmed by immunofluorescence microscopy.
The safety and efficacy of these recombinant vaccines were evaluated in response to challenge with different
Minimum Lethal Dose (MLD of toxins.

Results: The results indicated toxoids were expressed well and general and mucosal immune responses elicited
by these vector vaccines were higher than those control groups.

Conclusions:In conclusion, these constructed vaccines are good candidates for stimofiddath mucosal and

humoral immunity against C. perfringens lethal toxins. Expressi@ perfringensntigens by.. caseimakes

it possible to study these recombinant strains as oral vaccines to prevent Clostridial infections.

Keywords: Clostridium perfingens,Lactobacillus casei, Toxoid, Oral Immunization
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Prevalence of Clostridium novyi in slaughterhouses of Alborz province using traditional

methods and Polymerase Chain Reaction

Ali Rezaee Kalvari, Lida Abdolmohammadi khiay Alireza Paradise
Department anaerobic bacterial vaccine Production and Research, Clostridia Research laboratory, Razi Vaccine

and Serum Research Institute, Agricultural Research, Education and Extension Organization (AREEO), Tehran,

Iran.

Introduction and Objectives: Clostridium oedematiensr novyi is classified into several typashich are
pathogenic for human and animafS. novyitype B is the causative agent of black disease in ovine and
occasionaily in bovine. Bacteria produgdarge amount of toxin such as alpha, beta, gamma, delta, epsilon and
zeta toxins. Therefore, the detection of toxin and isolation of bacteria from gastrointestinal contents are used to
diagnose of disease. In order to effective control of diseaseraeehcy ofC. novyiisolates from infected
animals is essential in IRAN. The aim of this study was to determine the prevaléha®weyi inslaughterhouses

of Alborz province.

Materials & Methods: In this study, 386 liver samples were collected from #faughterhouses, then the
bacteriological test (including culture in Blood agar and special medium, motility and gram staining) and
biochemical tests (including Fermentation of sugars, lecithinase, lipase, gelatinase, Indol, milk digestion and
catalaseyvere used for characterisation agging, the samples were confirmed using PCR. So, the Forward and
Revers primers were designed using teafipha sequences.

Result The results of this study showed that prevalende. afovyiin the slaughterhouses was 37 (9.5%) that 33
cases (89.18%) had concurrent contamination ®itmovyiand Fasciolg and were identified only in 3 cases
without Fasciolainfection.

Conclusion Due to the heavily economic losses, vaccination is very ufgeptevention of disease

Keywords: Clostridium novyj PCR, Diagnosis, toxialpha, Vaccination
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The potency of Luliconazole, against Clinical and Environmental Aspergillus Nigri

Complex

Ali Zarei MahmoudabadiSahar Hivary, Mahnaz Fatahinia, Sirfiaghipour,Marzieh Halvaeezadeh

Department of Medical Mycology, School of Medicinghvaz Jundishapur University of Medical Sciences,

Ahvaz, Iran

Introduction and Objectives: Black aspergilli arethemost causes of otomycosis afsdpergillus niger and A.
tubingensis are two more frequently isolates. Although, amphotericin B was a Gold standard for the treatment of
invasive fungal infection for several decades, it replaced by fluconazole and /or sadonluliconazole,
appears to offer the potential for in vitro activity against black aspergilli. The aim of the present study was to
compare the in vitro activity of a novel antifungal agent, luliconazole, with commonly used antifaggaist

clinical and environmental strains of black aspergilli.

Materials and Methods: Sixty-sevenstrains of black aspergilli were identified using morphological and

mo | e ¢ ul aTubulingene)sAntifubgal susceptibility test was applied according to CLSI M38 A2. T
results were reported as minimum inhibitory concentration (MIC) rangesdvMICgo and MIGsm.

Results: It was found that the lowest MIC randd]Cso, MICgo, andMICem was attributed to luliconazole in
clinical strains. Aspergillus niger was the commswlate followed by, A. tubingensis aBd.1% ¢€linical) and

30% (environmental) of isolates were resistant to caspofurigie. highest resistant rate was found in
amphotericin B for both clinical (86.5%) and environmen@.7%9 strains. Clinical strains of Aspergillus were

more sensitive to voriconazole (86.7%) than environmental strains (70.3%). On the other hand, 83.8% of clinical
and70% of environmentdkolates were resistant to posaconazole, respectively.

Conclusion:In conclusion, luliconazole compare to routine antifungals is a potent antifungal for A. niger complex
in vitro. The MIC range, Mlgs, MICgoand MIGswm of luliconazole against black aspergilli were the lowest among

the representative tested antifungals.

Keywords: Black aspergilli, Luliconazole, Clinical and environmental isolates, Antifungal profile
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The effect rates of Staphylococcus bacteriophages on clinical isolates of Staphylococcus

aureus

Mahtab AlsadaMadani borujeni, Mohammadreza Mahzounieh, Azizallah Ebrahimi

Department of pathobiology, Shahrekord University, Shahrekord, Iran

Introduction and objective: Staphylococcus aureus (S. aureis)considered one of the most important
pathogens, responsibler nosocomial infections. Many clinical isolates are resistant to commothastgrial

drugs. The widespread resistance to antibiotics push microbiologists to seek alternative therapeutic methods to
replace with ordinary methods for preventing and themifpbacterial infection. So, phage therapy and their
potential in killing of bacteria at the end of infectious cycle are becoming more interesting. Phage therapy could
be used as a chemotherapy alternative method. The aim of this study was to isotieatdpghages which had

Iytic effect on MRSA bacteria.

Materials and Methods S. aureuswere isolated from blood, sputum, urine, ear, eyes, nose, abscess, pleural
fluid, peritoneal fluid, Broncho Alveolar Lavage, trachea, throat, wound secretions samples, and hospital
environment of two education hospitals in Isfahan and Shiraz, Iran. Sis¢aree to methicillin was measured

and determined by disk diffusion method andcAgene, was detected by PCR meth8thphylophagewere

isolated from Isfahan urban sewage samples. Double Layer Agar method, was used to detection of lytic phages
and thedeveloping of plaque, was considered the sign of destructive phage against S. aureus. The identification
of phages was carried out based on morphology characteristics by TEM images.

Results: Out of 133 samples, 92.4% S. aureus isolates were Methicilistasswhich 88.7% of them carried
mecAgene. Fiftyeight samples were lysed by isolated phage cocktails and produced plaques. They were belonged
to families:Siphoviridae, myoviridae, Tecticovirida@prticoviridag andMicroviridae.

Conclusion: Differentbacteriophages in four phage cocktails had good lytic effects anreuglinical isolates.

As using of phage cocktails may have potential to be an alternative chemotherapy specially against antibiotic
resistant pathogenic isolates, it is necessarjuttydytic effects in animal models.

Keywords: Bacteriophages, Phage theraftaphylococcus aureusIRSA, mecA
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Dissemination of incompatible plasmid groups among " Klebsiella pneumoniasuperbug” strains

harboring New Delhi metallo-lactamasel gene, Kerman, Iran

Davood KalantaNeyestanaki Sajad Aslarfi Mohammad Moradj Ali Afgars, Ashkan Fariél

Department of Microbiology and Virology, School of Medicine, Kerman University of Medical Sciences,
Kerman,IR Iran.

Student Research Committee, School of Medicine, Kerman University of Medical Sciences, Kerman, IR Iran.

Research Center for Hydatid Disease in Iran, Kerman University of Medical Sciences, Kerman, IR Iran.

Introduction and objectives: New Delhi metallolactamase NDM producingK. pneumoniaéCRKP) strains
defined as superbugs. So far, tweahe variants oblanom gene have been described. Thapom-1 gene, is on
plasmid incompatibility (Inc) groups including IncX, IncH, IncFlIl, IncL/Mch, IncR, and IncHIBM/FIB-M.
Materials and Methods this study was done 087 clinical sample of nomuplicative NDMproducingK.
pneumoniastrain. The bacterial isolatasalyzed by PCRequencing and BioEdit 7.0.0, Lasergene 6 and MEGA
7.0 saftwares. After determination oftdénom variants PCRhased replicon typing (PBRT) methods (5 multiplex
PCR and 3 simplex PCRs) used for further evaluation of 18 distinct replimcdnding incompatible plasmid of

FIA, FIB, FIC, HI1, HI2, Ixlg, LIM, N, P, W, T, A/IC, K, B/O, X, Y, F and FIIA. Randomly Amplified
Polymorphic DNA (RAPD) typing used for Strains clustering and molecular typing

Results: all 37 NDM-carrying strains had viant of blapm-1 gene which weren the conjugative plasmid. The
frequency of plasmids were as ,FrepB (n=25[67.5%]), FIA(s) (n=11[29.7%]), FIA (n=5[13.5%])
,FIB(n=3[8.1%]) and for, Idg, L/M, A/C , Y ,P and FIC plasmids reported as (n=2[5.4%]), (b8 H%]),
(n=7[18.9%]) ,(n=3[8.1%]),(n=1[2.7%]) and (n=1[2.7%)]) respectively. In this study a strains was found that
simultaneously carried 11, L/M, Y ,FIC, A/C and FIIS plasmids . Based on typing by RAPD method, our strains
were divided into clusters tb 5. According to phylogenetic tree construction six strains belonged to cluster 1,
five strains to cluster 2, eleven strain to clusters 3, six strains to cluster 4 and finally six strains to cluster 5
Conclusion: The success of tHdanpm-1gene can ndbe attributed to a particular plasmid and a specific genus of
bacteria. The results obtained from this is and other similar studies showatiat -1 gene located on a wide
range of conjugative incompatible plasmid group that leading to quick spre&dbngii.i gene among
Enterobacteriaceaand other genus such Bseudomonaand Acinetobactethenceconsidering the fast rise of
superbugs and the danger they pose to human health worldwide, it is required to precisely monitor the molecular
epidemiology otheblanom-1gene as a powerful tool in superbagging, to make better counteractions and prevent
their spread.

Keywords: blanpm, incompatible plasmid, superbugs, PBRT, RAPOR
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Frequency of multi drug resistance andnolecular charachteristics of resistance to colistin among
Acinetobacter baumannii isolated from hospitalized patients in ICU of Qazvin& masih
daneshvari hospital, with ventilator associated pneumoniae

Masoumeh Aslanimehr

Introduction and Objectives: Antibiotic resistance is increasing among bacterial agents causing hospital infection.
Acinetobacter Baumannii has been considered as a pathogenic organism with multiple antibiotic resistance (MDR) .
Acinetobacter is the most common cause of pneumoniatiens who have been using the respiratory duct for more than 5
days. Today, Acinetobacter Baumannii is considered as one of the major pathogens in the ICU, which edmndaedifeng

due to the high drug resistance of this organism. Therefore, istthdy, we evaluated the frequency of multiple antibiotic
resistance and molecular properties of Clistin resistance in Acinetobacter Baumannii isolated from patients with pneumonia
associated with ventilator admitted to special intensive care units ofi asieshvari Hospitals and hospital.

Materials and Methods In this study, 200 isolates of AcinetobacteuBanni | were collected from Bronchoalvedkarage

and aspiration tracheal of patients admitted to the ICU of Messiah Daneshvari and Qazvin hospital, with vap from 2011 to
2019 All isolated isolates were identified by conventional biemical methods and then identified by the proliferation of the
OXA-51 gene

Determination of susceptibility of strains to different antibiotics by disk diffusion métimathipenem, ciprofloxacin, colistin,

TG cyclin, Gentamycin, Amikacin, co trimoxazd®iperacillin, Piperacillirtazobactam,Cefotaxim, Ceftazidim, Cefepim
disks. determination of antibacterial sensitivity ¢olistin by broth microdilution ,sequenced for mutation analysis in the

Pmr CAB,mcrl gens.

Result: Bacterial isolates were celtted from clinical specimens of broncho alveolar lavage (32%jractteal (84%)Most

of the samples in this study were isolated from Tehran (Mashhad Daneshvari Blogpitahg the 200 isolates of
Acinetobacter baumannii 199 (99/5%) isolates werdXD (0/5%) isolates was PDR. According to our results the higher
antimicrobial resistance rates were Imipenem, Ciprofloxacin, TG cyclin, Gentamycin, Trimetoprim
sulfometoxazol,Amikacin,Piperacillin, Piperacilifazobactam, Cefotaxim, Ceftazidim, Cefeil00%).In this study, MIC

was reported at concentrations of-85

80%of the isolates were sensitiveQdb g / ml concentration and responded to colistin antibiotic. Consequently. The result

of sequencing of PCR products by matching the NEIB and valid molecular databases on the genes studied shows, as
shown, the confirmation of mutation in the PMR CAB géltee result of sequencing of PCR products by matching the NCBI

site and valid molecular databases on the genes studied shows, astshaenfirmation of mutation in the PMR CAB gene

& The presence of the plasmid MCR1 was not confirmed.

Due to the presence of Colistiasistant Acinetobacter isolates in the samples and its increased MIC level, it shows a change
in the pattern of resiahce of these strains to colistin. Therefore, more careful monitoring and administration of antibiotics
along with improved infection control measutess essential in health systems to prevent the spread of resistant. strains
Therefore, greater monitoiy and control over the administration and use of antibiotics along with the improvement of

infection control measures in health systems is necessary to prevent the spread of resistant strains.
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Dissemination  pattern of multidrug resistant Carbapenemase Producing Klebsiella
pneumoniaelsolates in Nemazee and Faghihi Referral hospitals in Shiraz, Southwestern Iran

Zahra Hashemizad&hzahra HossinzadéhNegar Azimzadeh Sedigheh nakhaeMohammad Motamedifar
! Departmet of Bacteriology and Virology, Shiraz University of Medical Science, Shiraz, Iran

2 Department of Pathobiology, School of Veterinary Medicine, Shiraz University, Shiraz, Iran

3 Shiraz HIV/Aids Research Center, Institute of Health, Shiraz University of Medical Sciences, Shiraz, Iran

Introduction and Objectives: K. pneumoniais one of the most important causes of health care associated
infection Carbapenemases have increasirmgggn reported iEnterobacteriaceaespecially ink. pneumonia

The objective of this study was to determamgibiotic resistance patterresydmolecularepidemiology of multi

drug resistanK. pneumoniaésolates obtained from hospitalized patients in Shiraz, Iran

Materials and Methods In this study, 60K. pneumonia isolates wellected fromNemazeeand Faghihi
referral hospitals. Antibiotic susceptibility testing and MIC were performed by disksiiffutest and Hest,
respectively. Carbapenemases genes were identified by polymerase chain reaction and sequencing. Then, clonal
relationships were analyzed using PFGE.

Result: 33 out of 6(K. pneumoniasolates were resistant to carbapenehmsong the isolates, 86.6% were MDR
(Multi Drug Resistant)Polymyxin B (18.3%) and tigecycline (23.3%) was shown to be the most active agent
againsK. pneumoniasolates. In our study, the high prevalencblafiom (45%) andblaoxass (10%) was detected.
PFGE analysis showeld clusters and 45 pulsotypes (PTs) based on an 80% similarity level.

Conclusion: The results of this study revealed thiag carbapenemase genes are often located on the plasmids,
so it may be the reason of the spread of them. Also, PFGE analysis shovikdrthate similar genetic patterns
amongK. pneumoniasolates and these patterns were responsible for disseminatidaatfon in hospitals.

Keywords: Klebsiella pneumonia, pulsed field gel electrophoresis (PFGE), Carbapenemases.
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Comparison of prevalence of Microbial Surface Components Recognizing Adhesive Matrix
Molecules (MSCRAMMSs) among Staphylococcus aureus isolates in a burn unit with ndsurning

units in Isfahan, Iran

Mehrdad Halafi, Seyed Asgharavaet, Hossein Sedaghat

Department of Microbiology, School of Medicine, Isfahan Universitivleflical Sciences, Isfahan, Iran.

Department of Microbiology, Faculty of Medicine, Infectious Diseases Research Center, Kashan University of

Medical Sciences, Kashan, Iran

Introduction and Obijectives: Staphylococcus aurets one of the most important patiens in burn infections

that can be colonized in the nose and increase the risk of infections.

Materials and Methods A total of 85S. aureussolates were isolated from clinical and nasal hospitalized
patients and health care workers (HCWSs) in a buihamd nonburn units. Genes encoding penicillin binding
protein 2a(med) and adhesive surface proteins, including fibronectin binding prot&ibhs(fnbB, fibrinogen
binding proteinfib), laminin binding proteirgno, collagen binding proteifcna), elastin binding proteirfebps,
intracellular adhesion operditaA andicaD) were detected using PCR method.

Results: The rate ofmethicillin-resistansS. aureugMRSA) among burn and nelourn isolatesvere62% (18/29)

and 25% (14/56), respectively. The most prevalent MSCRAMMs genes in burn unitemeg®6%) andfib
(66%). The most common gene pattern in burn centeriggds-fib+eno.The frequency ofcaD, fib andebps

was higher in clinical samples thaasal samples. No relation was found between the MSCRAMMS genes in the
burn unit and notburn units.

Conclosion: The high prevalence dfIRSA in burn center can be a new challenge for clinicians. The higher
frequency ofcaD, fib andebfs in clinical isolates than nasal isolates may reflect the important role of these genes
in colonization and pathogenesisSfaureus

Keywords: Staphylococcus aureus, MRSA, Surface Prot&ifSCRAMM proteins
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Designing a novel ELISA method based orCagA, NapA recombinant antigens to increase
sensitivity and specificity ofHelicobacter pylori whole cell antigen detection

Farideh Kamarehgi Alireza Khabiri?, Massoud Saidijain Meysam Soleimafi Mohammad Yousef
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Introduction and Objectives: Helicobacter pyloriinfection as the worldwide problem is related to many
gastrointestinal disorders such as gastritis, gastric canceylcendisease, peptic ulcer disease and duodenal
ulcer.

Materials and Methods We produced and purified recombin&@agAand NapAantigens inEscherichia coli

and extracted their antibodies from a panel of positive sera specimens. We designed a novel enzyme linked
immunoassay direct method in combination with the whole cell for the qualitative and quantitative detection of
Helicobacter pyloriantigens in humant@ol. Assay performance was evaluated by histopathology staining and
urease activity.

Results The sensitivity and specificity of assay was determined as 91.7 [95% confidence intervab.89%3

and 93.1% [95% CI. 91-96.4%], respectively. Novel ELISAxhibits enhanced sensitivity and specificity of
Helicobacter pyloridetection in comparison with another commercially available kit.

Conclusion Combination of the recombinant antigens and whole cellalicobacter pyloriin immunoassay
designing is a newpproach about early diagnosis, treatment and fallowing up efdleobacter pylorinfected
patients, especially in peptic cancer cases.

Keywords: CagA protein,Helicobacter pylori Neutrophil activating protein A, Enzymked immunosorbent

assay.
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contaminated soil
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Depatment of Pharmaceutical Biotechnology, Faculty of Pharmacy, Kerman University of Medical Sciences,
Kerman, Iran

Pharmaceutics Research Center, Institute of Neuropharmacology, Kerman University of Medical Sciences,
Kerman, Iran

Introduction and Objectives Chemical surfactants are used in various industries. they are toxic and low
degradability. biosurfactants are potentially used in many commercial applicationsins. because of their low
toxicity, environmental compatibility can be a good altéusato surfactants, but due to the high cost of
production and low production rates, they can not compete with chemical surfactants in commercial use.
Therefore, finding new bacteria with a higher production rate in a shorter time, optimizing fermerttatitions

to increase production and reducing final costs is very important. The main objective of this study is to evaluate
the effect of some physical and chemical conditions on the duration and amount of biosurfactant production in the
in-vitro condition.

Materials and Methods Two-level fractional factorial design was employed to identify the most important
chemical composition and physical factors affecting on biosurfactant production. The investigated factors were
divided into two categories Physidactors included: temperature and chemical factors including: glucose (%),
glycerol (v/iv %), olive ail(v/v %) as a carbon source, yeast extract (g/l), peptone(g/l), NaNO3 (g/l) as a source of
nitrogen and ILCO percentage (v/v %).According to the fraetidactorial design, nineteen experiments were
performed regarding one replicate and three center points. Then the results were analyzed with the Design Expert
7.0.0 package.

Results: The highest amount of biosurfactant production was observed at teanpe2&tc® , glucose (1.25 %),
glycerol (3.3% v/v), olive oil (1.6 %v/v) , yeast extract (1.2 g/l), peptone(2 g/l), NaNO3 ( 0.6 g/l) and ILCO
percentage (0.5%v/v) And the production time decreased from 10 days to 32 hours.

Conclusion: The result of this sidy indicated the optimization of the conditions of cultivation on the production
and duration of the production has a significant effect. Therefore, this study is very important in research on
biosurfactants.

Keywords: BiosurfactantBiodegradation bacteria, Optimization, Experimental design
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Introduction and Objectives: The molecular dynamic simulations have provided detailed information on the
fluctuations and conformational changes of proteMstation of GLuU349 of diphthéa toxin (DT) to Lys inhibits

the molecular cytotoxicity in mammalian cells. In this work, we aim to evaluate the effect of the mutation on the
structure and the conformation of DT using the molecular dynamic simulation.

Materials and Methods: The protongion fixing process was done with the diphtheria toxin types, wild and
mutant (E349K) to prepare in the natural pH (6.5) by using H++ server which was the input for molecular
dynamics simulatiothe molecular dynamics simulations were done by GROMACS $&ckage.

Result: The results of our analysis indicated that amino acid residue fluctuations in catalytic domain(C) of DT
are more than those its mutant (E349%0, residue fluctuations in the region includihg344-val347,Tyr514

Ser525 and 1le538ys534 of DT were more than those of the mutant (E349K). However, residue fluctuations in
the region including Cys186ys201 and Glu34¥al351of DT were less than those of E349K.addition, the
disulfide bridge (Cys188Cys201) brmed in DT, whereas it was not observed in the mutant. The secondary
structure analysis showed that the beta sheet content of E349K decreased compared with DT. Also, the
conformation of DT was different from that of E349K in the hinge loop regions (Ald3¥386 and Tyr514
Ser525). Theadius of gyration (Rg) and the root mean square deviation (RMSD) of E349K were more than those
of DT.

Conclusion: The conformational stability and compactness of DT are more than those of EI34SHKnethod

can be used tevaluation conformational change of toxins and proteins as well as vaccine candidates. Because it
demonstrates structural details of the toxins that is an important aspect for predicting of activities of the receptor
binding and the catalytic domains.

Keywords: Theoretical biology; Secondary structure; Targeted mutagens
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Selective plate count anduf gene-based qPCR methoddor quantification of Bifidobacterium

animalis subsp. lactis BB12 in commercial probiotic yoghurts
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Introduction and Objectives: Development of easy, accurate, and rgmoceduregor qualitative and quantitative

control of probiotic products is necessary sipoabiotic bacteria require a minimum concentration ¢f@BU/ml to

exert their beneficial effects. Traditional culttdependent methods hageme limitations and disadvages. The

majority of quantitativeeattime PCR (qPCR) procedures, as an alternative cuitalependent method, are based on

the quantification of the 16S rRNA gene. However, the quantitative data obtained by 16SaR&AqPCR are
ambiguous because théS rRNA genes are present in the bacterial genome in multiple copies.

Materials and Methods: A new specific primer set targeting a highly conserved sequence of thecipgi@f gene

was designed fdBifidobacterium animalisubsplactis BB-12 and its specificity wasvaluatedhrough PCReactions

with DNAs extracted from prevalent probiotiéfiBlobacterial and Lactobacilli strainsufgenebased gPCR assay was
developed for the quantification of BR2. Finally, BB-12 was detected and enumerated throtuflyenebased PCR,

tuf genebased qPCR, and selective plate count during shelf life aad tak expiry date of commercial probiotic
yoghurts.

Results: Designedtuf genebased primer set was specific for BR. The obtained standard curve of tuf géased

gPCR reactions from #10°CFU/ml was linear (R2=0.98) with the efficiency®d.4%. Significantly decrease in the

BB-12 counts was observed through both selective plate count and qPCR methods durifg.dHelfever, these

counts were according to the CODEX standard (BU/ml) until the expiry date. The BB2 count decreasedpidly

and fell below the CODEX standard after the expiry date. Totsilipificant differences were observed between the
BB-12 counts derived from the gPCR and selective plate count, so that the bacterial counts obtained with the gPCR
were higher than $ective plate count.

Conclusion: Despite the fact that the new singlepytuf genebased qPCR assay developed here is a specific, rapid,
and easy method for quantification of both cultivable and dormart Beglls, it does not distinguish dead and viable
cells. Moreover, selective plate count method doesnodt
of enumeration method for probiotic bacteria may have a significant effect on the results of the analysis. So, gPCR
assessments cangers a complementary procedure for cuomeed methods, and traditional cultural methods must

still be used as a complementary golden standard for molecular approaches. For the sake of equitable judgment, we
propose the use of Propidium monoazide (a BiN#&rcalating dye that can selectively enter dead cells, covalently bind

to DNA, and inhibit the PCR) in combination with singlepy based gPCR (PMA4PCR), and subsequently comparing
obtained results with the respective singbpy based qPCR and selgetplate count.

Keywords: BifdobacteriumBB-12, Quantificationfuf gene, gPCR, Plate count, Probiotic yoghurt, Slifelf
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Molecular identification of Candida species, assessment of the antifungal susceptibility and the
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Introduction and Objectives: The goal of this study was tdentify thecandidaisolates to the species level
usingconventional as well as molecular methads to assess the vitro susceptibility ofC. albicangsolates.
Materials and Methods A total of 80 clinical samples of immunocompromised patients were colletsest
isolates were identified to the species lay@hgconventional as well as PGIRFLP methods. Also, four primers
were used for RAPD analysis @f. albicansstrains. All C. albicansisolates were tested for their in vitro
susceptibility to the Fluconazole, Itraconazole, Amphotericin B and Nystatin accaodithg CLSI M27A3
standard.

Results: Of the sixty-one Candidaisolates, the most common species @aslbicans(34.42%), followed byC.
glabrata (24.59%), C. parapsilosiscomplex (18.03%)C. krusei(14.75%),C. kefyr(3.27%), C. lusitaniae
(3.27% andC. dubliniensig1.63%). RAPD-PCR resulténdicatedC. albicangsolates allocate into three clusters

(A, B, C) with higher than 80% homology level. The antifungal susceptibility results sugge&t.dli@itans
isolates are the most susceptible to Amphoie® (100%) followed by Itraconazole (90.47%).

Conclusions:Our funding indicated that identification to species level is important for choosing proper antifungal
treatment mainly in immunocompromised patients. We also could observe that RAPD assay was able to identify
genetic variability among@. albicanssolates

Keyword: Candidaspp., RFLPPCR, RAPBDPCR,Antifungal susceptibility, Iran.
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Bioconversion of genistein to orobol by spore display tyrosinase
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Introduction and Objectives: Flavonoids are compounds with low molecular weight, which consist of 15
cabons with a structure of G63-C6, and two benzene rings that are bonded together by carbon chain.
Isoflavones are a group of flavonoids with a limited distribution in plants, especi8ipitionoideaesubfamily.
Soybeans are the main source of isaflaas.Genistein is the simplest isoflavone and Soybean is a rich source of
this compoundGenistein (4°,5,&rihydroxyisoflavone) comprises two phenolic rings linked to a toagbon

bridge, which in this case is an oxygenated heterocyclic ring with kiydr@xyl groups at carbons 47, 5, and 7.
Genistein has avide range ofbiological activities such as antioxidant, aimflammatory, anticancer and
antimicrobial effects. Bioconversion is a process which transforms a molecule into another moleculevwith ne
features.In this paper, we transformed genistein to orobol by spore displayed tyrosinase. Tyrosinase is an
oxidoreductase enzyme whichtalyze hydroxylation of a monophenol to diphenol and oxidation of diphenol to
the corresponding quinone.

Materials and Methods. Genetically modifiedBacillus subtilis DB104 (pSDJHcotEtyr) was used for
bioconversion of genistein to orobol. The production of orobol from genistein was confirmed by TLC and HPLC.
The different concentrations effect of genistein and orobol were investigated ofY M&teer cell line and ¢h
anticancer effect was determined by flow cytometry and MTT tests.

ResultsMTT test demonstrated concentrations of 3060 to 50
7 cells than genistein in the same concentrations. Flow cytometry analysis genistdin and orobol in 500

eM had 80 and 87 percent inhibitory effect respective
Conclusion:In contrast to genistein, orobol is not a hatural compound found in nature. Spore displayed tyrosinase
converts genistein (4°,5frihydroxyisoflavone) to orool (3°,4",5,7tetrahydroxyisoflavone) with more
anticancer effect by adding a hydroxyl group on 3" carbon.

Keywords: Orobol, Genistein, Spore displayed tyrosinase, MGiells
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Investigation of the quantity of crude oil degrading bacteria in contaminated areas in Masjed
Soleyman
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Introduction and O bjectives: Today, petroleum products such as gasoline and petrol have produced high levels
of environmental pollution in comparison with other chemicals and through accidents, oil industry activities in
the sea and in the coast, exploration and storadeebfhydrocarbons It is released into the environment and
causes oil pollution. Biodegradation of Crude oil contaminants by bacteria is an important economic approach to
the revival of oitpolluted sites.

Materials and Methods Sampling from 7contaminated areas including Bibiyan and the foreign school in
Masjed Soleyman. After determining the abundance of bacterial populations by CFU and MPN methods and
enrichment in BushnelHass medium, isolation and identification of bacteria were perfousied) biochemical

and molecular methods. And using the 16S rRNA sequence, the top strain of the parser was approved.

Results: After two weeks of screening for strain E belonging to the foreign school district and-dhrai
belonging to the Bibiyan digtt, they respectively belonged to the geAuthrobacter citreusandRhodococcus

jostii, which were identified as the superior degrading bacteria. The superior degradation after the sequential
treatment reduced the decomposition time from ten days tal&ys. Crude oil degradation was reported in a
mixture of more than 90%.

Conclusion: The mixed cultures of these bacteria with the help of nutrients showed a high ability to remove Crude
oil. The frequency of bacteria in the infected areas is high ancebyifiging the genes and enzymes involved in

the analysis of the genetic manipulation potential of these strains and the transfer of active genes to other

indigenous bacteria in the region to facilitate and accelerate degradation.

Keywords: Bacteria, Biodemadation, Oil pollution, Crudeib
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Determination and comparison of antibacterial activity of Enterococcus species isolated
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Introduction and Objective: The genusEnterococcus previously recognized as fecslereptococcysare
microbiota of the intestine of human and other animals. They usually exertssa@tial activities, in addition

their presence in breast milk helps maintain the baby's health. This bacterium is firs biacteria colonized in

the neonate intestine and meconium, it could emphasize on its importance. In this study we aim to determine the
antibacterial activity oEnterococcuspp. from fecal sample of neonates and healthy adults with comparison of
their activities on 10 different standard bacterial strains.

Material and Method: Totally, 87Enterococcustrains were collected from feces samples of bifeaisheonates

aged 3 to 7 days armgbalthy adults that had not used any antibiotics or probiatidyats. Conventional methods

were used for bacterial identification. Antibacterial testing was performed through spot test bilayer against
staphylococcus aureus, TCC25923listeria monocytogeneSCUG 15527 Enterococcus FecalliPTCC 1237,
pseudomonas aeginosa ATCC 27853, Escherichia coliATCC 25922, Enteropathogenic E. coli (EPEC)
ATCC1269 bfpE.coliO0157.H7 NCTC 1290, Enterotoxigenic E. coli (ETB€L0407,Enteroinvasive E. coli (

EIEC) 85b,klebsiella pneumonia@TCC 70063. Data of antimicrobial effescagainst indicator pathogens were
recorded according to the following scale: no inhibition zof)e,( i nhi bi ti on but no cl ear
inhibition zone (1 to 2, +).good inhibition zone (2 to 4, ++). high inhibition zone(4<, +++).

Result E.facum was the most commonly isolated species followedEfgcallis Many isolated exhibited
inhibitory activities against pathogenic strains. More than 50% oEtherococcussolate had good and high
antibacterial properties agairistmonocytogene&£PEC E.coli, E.fecalisandP. aeruginosaETEC was the least
inhibited pathogenEnterococcugsolated from neonates had significantly highetibacterial properties than
those isolated from adults-(ppal ue O 0. 05) .

Conclusion Enterococcussolates have good and high inhibitory activity especially ag&instonocytogenes

and at a lower level against EPEE¢oli, E.fecalisandp. aeruginosaMorein vitro andin vivo clinical data is
needed before any conclusion on the probiotic propestite isolates could be drawn.

Keyword: neonate, adult, enterococcus, antibacterial effects
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Study the effect of extracted bacteriocin of Lactobacillus fermentum with probiotic potential on

biofilm formation of isolated Streptococcus mutans from dental caries
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Introduction and Objectives: Dental caries is one the most common disease ingaeshn especially in children

and having lot of economic burden for people. Streptococcus mutans is the major organism in dental caries. and
despite all the efforts used in the production of oral hygiene products , tooth decay is still in force. So we study
the inhibitory effect o&xtracted bacteriocin of probiotic Lactobacillus fermentum on biofilm formation of isolated
Streptococcus mutarfiom dental caries.

Material and Method: Lactobacillus fermentum isolated from some traditional food and their probiotic potential
was done by heat ,acid and bile tolerance tests and molecular confirmation test done by sequencing of PCR
product of 16SrMA gene . Bacteriocin of isolated Lactobacillus fermentum extractegabtjal purification

with ammonium sulfate . Molecular weight of bacteriocin was assayed {paggds

Streptococcus mutans from dental caries was isolated by biochemical matdod®lecular confirmation done

by PCR for specific gene gtfD.

Studying the biofilm formation of Streptococcus mutans and inhibitory effect of bacteriocin , assayed by
TTC(Triphenyl Tetrazolium Chloride)n 96wellsdiffiusion plate.

Results: 3(13%) strains of 23 isolated Lactobacillus fermentum from traditional food had probiotic potential .
Partial purification with ammonium sulfate showed , 2 isolated of probiotic Lactobacillus fermentum had
potential for producing bacteriocin. Extracted bacténidad 63 and 35 Da molecular weight respectively.

Out of 100 samples afecayed dental, 39(39%) Streptococcus mutans was isolated . All of them could able to
form biofilm. Results shown that extracted bacteriocin can decrease the biofilm formation meretiebe and

had similar effect with each other. Cumulative of two bacteriocin had no significant effect compared to individual
mode.

Conclusion: Due to reducing role of bacteriocin on biofilm formation, using of them as natural product in dental
hygienesanitation can be effective and useful &nchn play a significant role in reducing the cost of treatment

for dental caries.

Keywords: Probiotic, Bacteriocin, Biofilm, Streptococcus mutans, Dental caries
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Introduction and Objectives: The genus Mycobacterium consists of over 150 species and exceptthan
tuberculosiscomplex andVl. leperthe other species known as Noaberculosis Mycobacterium (NTM). NTM
infections are increasing due to increase in immune deficient individualsutagiop. Isolation and identification

of NTMs by conventional methods is time consuming and low efficient. New Molecular methods, such as Line
Probe Assay (LPA) are efficient tools for rapid and accurate detection of NTMs. By using this method
identification of NTMs can be performed under 14 days and this would be a good progress in treatment of life
threating NTMs infections in immune compromised patients.

Materials and Methods: Clinical samples including: sputum, BAL, blood, CSF, soft tissue and woumples

from suspected patients to mycobacterial infections were transferred to reference tuberculosis laboratory.
Decontamination was performed by Petroff method. Culture was performed on LJ medium and after incubation
in 37°c for 10 days. Conventional metls such as pigment production, growth rate, tween 80 hydrolysis,
guantitative catalase, nitrate hydrolysis and niacin production were used for identification of NTMs. Bacterial
colonies of culture positive samples were collected and suspended in 1Xdi=DNA extraction was performed

by using DNA extraction kit. LPA was performed according to LPA kit manual.

Results: NTMs rate among total samples was 1.1% and totally 40 NTMs isolates were isolated by culture. By
using LPA method all of the isolatesittified to species levall. simiag M. fortuitum M. kansasiiM. abscessus

andM. aviumrespectively were the most common isolated species. While, Conventional methods results were
inaccurate and misleading and for most of the isolates conventiosalvist unable to identify the exact species.
Conclusion: NTMs infections rate are life threating in susceptible patients and according to similar clinical
manifestation of NTMs infection by tuberculosis diagnosis of this infection is very challenginger@iomal
laboratory methods are very inaccurate and time consuming for identification of NTM species. LPA method is a
reliable and accurate method that can identify exact NTM species in acceptable time.

Keywords: (NonTuberculosis Mycobacterium) (Line Rre Assay)
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Frequency of Gardnerella vaginalis in patients with vaginosis in Isfahan by molecular method
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Introduction and objectives: Bacterial vaginosis is a common vaginal disorder characterized by a change in
bacterial vaginal microbiaomplexity from a normal to an inhomogeneous state containing a complex population
of organism mainly anaerobic and micro aero@iardnerella vaginaliss a gram variable coccobacilli and non
moving that can grow in micro aerobic. Selective treatmentGardnerella vaginosiss metronidazole and
clindamycin, both of which are available in the form of oral capsules and vaginal ointment, but antibiotic
resistance has been reported in recent years.

Materials and Methods: In this crosssectional study, 110 emen referring to Isfahan clinics for bacterial
vaginosis were studied. Patient satisfaction was obtained and a {speeific questionnaire was prepared,
diagnosis of the disease with 4 {idsed laboratory methods, whiff test, observation of clue wetlirect
incubation and secretion culture in specialty chocolate agar containing starch and extracts of heart and brain
containing starch. Confirmation of identification was carried out by biochemical tests. Also, all samples were
evaluated for molecularetection ofGardnerella vaginalis.

Results: Based on molecular identification from a total of 110 patients with bacterial vaginosis symptoms, 32
(29.09%) had bactericidal vaginosis dueardnerella vaginalisThe characteristics of patients with bacteria
vaginosis and noimfected individuals were compared. All women with this infection were married and most of
them (43.8%) belonged to the age group eBR5/ears old. Among the patients (59.37%), infected were resident

in the village and noinfected (%1.54%) in the city. There was no significant difference between the two groups

in terms of their place of residence. There was no significant difference in terms of education, occupation, number
of previous pregnancies, abortion rates, use of antibietiggnal ointment, and rate of secretion between the two
groups. The results of chuare test showed a significant difference between patients with positive clue cell in
both groups of infected and nimfected toGardnerella vaginaligP <0.01).

Conclusion: The relatively high frequency @ardnerella vaginalisn women with bacterial vaginosis indicates

the importance of the role of bacteria in the incidence of bacterial vaginosis. Also, in the studied region, bacterial
vaginosis is prevalent and has masomplications and it is necessary that people at risk be screened and if
necessary be treated.

Keywords: Gardnerella vaginalisclue cell, bacterial vaginosis
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Introduction and Obijectives: Mycobacterium tuberculosis still one of the most dangerous human pathogens.
Identification of the relationships between different clinical strains has remained a high priority for epidemiology
research. In this study, we used MLSA (Multilocus sequence analysis) to generdily adhigst phylogeny of

M. tuberculosisMLSA, based on single nucleotide polymorphism (SNP) was performed on five genes fragments
from theRpsl (302 bp),MprA (559 bp),LipR (322 bp),KatG (488 bp) and=gd1 (266 bp), in order to identify
polymorphic nucletide sites, and the discriminatory power of each locus for all genes was measured with Hunter
Gaston Index (HGI).

Materials and Methods: Twenty M. tuberculosigsolates were selected from pulmonary tuberculosis patients,
during 2017 in the Regional Reggrce Tuberculosis Laboratory, in neghst of Iran. H37RV (ATCC27294) was

also included as a reference strain in this study. These genes were amplified with the primers designed, using
Primer3 software and DNA sequencing was performed on the ABI 3730XA Bialyzer. SNP data analysis
including sSNPs (synonymous) and nsSNPs {syaronymous) were analyzed, using the Vector NTI software.
Results: The sequencing results were multiple aligned, using MEGA Software, and compared with the reference
sequence H37R\n final analysis of the sequencing data and phylogeny, two models have been compared: the
first model was charactdrased and the second model was distdrased. There are 31 SNP among 20 isolates,
these polymorphisms comprised of 6 nsSNPs, 25 sSNRpslrithree nsSNP, iKatG three nsSNP and 1 sSNP,

in MprA five sSNP, irLipRten sSNP and iRgd: nine sSNP were found. In our study, SSNPs were much more
abundant than nsSNPs. The mutation in codon 128sbfed to changes of lysine to arginine, and the mutation

in codon 1280 okatGled to changes of alanine to glycine. Finally, sequence type (ST) number was assigned to
each unique allelic profile, and 9 sequence types were identified from 20 strainsniblysthat there is a high
diversity of strains in this area of country.

Cconclusion Our study implies that there is a high diversity of strains in this area of the country. SNPs can also
be used to measure evolutionary distances between strainsptatestie time of divergence of strains from their
genetic distance if a mutation rate is known. Analysis of partial gene sequempsk IR, katG, fgd1, mprA
revealed thaM. tuberculosisstrains showed thapsl phylogeny power is weaker than others

Keywords: Mycobacterium tuberculosi®LSA, Molecular study
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Introduction and Objectives: The assessment of the genetic stability is one of the essential elements to guarantee
the biological quality of the live anbiacteria vaccinesn this study, genetic patternsBnucellavaccinal strains

were evaluated using VNTR method.

Materials and Methods:410 bacterial strains were investigated in this study includeddiitensis Rev. 1, B.
abortus S.19qrespectively, 92 & 100 commercially prepared vaccine production lots) and field strains of B.
melitensis, B. abortug B. suis (respectively, | Il, 95 & Il strains from RVSRIm culture collection). A
reproducibility evaluation was integrated into the protocol by analyzing every sample twice in independent assays
(16 parallel PCR reaction for indddial sample)The genotypic fingerprints for each isolate was generated from

the allelic profile and evaluated by the program ESGEM and all eight loci of that isolate were md4SQ@Eed.
Printslbased on multbcus characterization of a variable numbeghebase pair, tandem repeat in 8 microsatellite

loci which has been named VNTRsII, introduce a survey method for assessment of genetic vaBatioellia

strains.

ResultsVaccinal strains were genetically more homogenous, as Rev. | & S.19 vaccinas,strai
respectively, clustered 15 & 8 HOOF Prints genotypes. Field strainsnaélBensisand B.abortus,respectively,

divided into 88 & 65 genotype8ut they showed less variation in fingerprinting patteitnseems that HOOF

Prints can significantly adribute to epidemiological tradeack analysis of Brucella infections and may advance
surveillance and control of human brucellosis.

Conclusion: The outcome of the present study indicates that genetic patterns could be an essential assay to
guarantee thguality and stabilityBrucella vaccinal strains. The validity of biovars established by classical
microbiological methods could not be confirmed by microsatellites loci in assays. It seems that assay can
significantly contribute to epidemiological trabeck analysis of Brucella infections and may advance
surveillance and control of human brucellosis.

Keywords: VNTR-PCR, Brucella, Genetic pattern, vaccinal strains, IRAN
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Introduction and Objectives: Listeria monocytogeneis the etiological agent of listeriosis, a highly fatal
infection which causes miscarriage or stillbirth in pregnant worfika.objective of this study was to detect the
prevalence, serotypes, antimicrobial susceptibility and virulence factdrsnebnogtogenessolated from the
pregnant women with vaginitis, at a tertiary care hospital in Tehran, Iran.

Materials and Methods: During September 2015 to February 2017, a total of 400 clinical samples (vaginal
swabs) were collected from the pregnant womeh wéiginitis at a tertiary care hospital in Tehran, and tested for
the presence ol. monocytogenesThe presumptive isolates were characterized biochemically. All L.
monocytogenes isolates were further analyzed by serotyping and antimicrobial susgepshslitAll the positive
samples folL.. monocytogenesere analyzed for presence of virulence gehdsA( actA, inlA, inlC, inlJ and

prfA).

Results: Twenty-two (5.5%) of the samples found positive for the presende wfonocytogene$ercentage of
isolaes resistant to antibiotics in this study was as following: penicillin G 45.45%, gentamicin 36.36%, ampicillin
45. 45 %, trimethoprim 81. 82 %, tetracycline 45 . 45 %,
erythromycin 45.45%, streptomycin 45.45%, andodmphenicol 54.55%. The majority of tested isolates
(59.10%) belonged to serotype 4b, followed by 1/2a (22.73%), 1/2b (13.63%), and 3c (4.54%WyAT betA,
andinlA were detected in all of the 22 monocytogendsolatesbut, two, three and five isolates were found to
lack inIC, inlJ and prfA, respectively. Only one isolate lacked thiekC, inlJ andprfA genes, also two isolates
simultaneously lacked bothlJ andprfA genes.

Conclusion: In conclusion, evaluation of thérulence factors and antimicrobial susceptibility can be highly
helpful to develop effective treatment strategies againstonocytogendsfections. This study is noteworthy in
that it documents prevalence, virulence characteristics, and antimicregiggance of. monocytogenes

Keywords: Listeria monocytogenePregnant women, Antimicrobial susceptibility, Serotyping, Virulence genes,

Iran.
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The genudlocardiais a Grampositive aerobic bacterium and has mycolic acid, peptidoglycan, and phospholipid
components in cell wall structure. The gold standard for nocardiosis identification is the isolation and culture of
Nocardia This bacterium causes pulmonary andraxpulmonary nocardiosis in human and isolated of
Bronchoalveolar lavag@BAL ), Sputum, Abscesses, Blodderebrospinal fluidCSF), and etc. Decontamination
methods such as sodium hydroxide anddétytL-cysteine are toxic for the genlM®cardia Thereare various
methods and media f&tocardiaisolation of clinical specimens such as paraffin baiting method, paraffin agar,
media with antimicrobial agents suchTdsyerMartin agarandBuffered charcoal yeast extrd@CYE), Ogawa

agar, conventional mediguch as blood agar, nutrient agar, bia@art infusion agar (BHI). There are various
phenotypic tests [colony morphology, pigment production, specific and conventional staining methods such as
Gram, acidfast and partial acifhst, growth to lysozyme btio, aerial hyphae production, Growth at 45 °C,
enzyme production, carbohydrate utilizatidmydrolysis of amino acids,matrix assisted laser desorption
ionizationtime of flight mass spectrometrfMALDI -TOF MS), and etc.Jand molecular methods [technique
polymerase chain reactiofPCR base sequencing, P@Rstriction fragment length polymorphism (RFLP),
Whole genome sequencifig/GS), and DNADNA hybridization] for Nocardia identification at the genus and
species level. The most common species suddoasrdia asteroides complex, Nocardia nova complex, and
Nocardia otitidiscaviarum have been isolated from clinical specimens from Iran.

Keyword: Nocardia, Isolation, Identification
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Encapsulation of Imiquimod Adjuvant and Soluble Leishmania Antigen into Liposomes as a
Vaccine in the Cutaneous Leishmaniasis Model

Ahmad Mehravarah?

Infectious Diseases and Tropical Medicine Research Center, Resistant Tuberculosis institute, Zahedan University

of Medical SciencegZahedan, Iran
Department of Parasitology and Mycology, Faculty of Medicine, Zahedan University of Medical Sciences,

Zahedan, Iran

Introduction and Objectives: The current therapy for the treatment of leishmaniasis is unsatisfactory because it

has multipleside effects, and resistance has been reported among the parasites that cause these diseases. Attempts
to produce vaccines for leishmaniasis need adjuvants to trigger the kind of immune reaction required for
protection. In this study, we examined the mntigs of the TLR7 agonist imiquimod, a vaccine adjuvant, making

use of a live model of infection where the immune reactions could be identified prior to and following the
challenge of infection.

Materials and Methods: The liposomes of EPC containing tineiquimod adjuvant were provided and identified

for protein concentration, surface charge, and particle size. Vaccination was done using thé sishivlania

antigen (SLA) asafisjener ati on vaccineds model in the | iposomal
challengeof leishmania majarBALB/c mice were vaccinated subcutaneously, three tahaswoeweek interval.

Parasite burden, footpad swegdinlgG isotype, as well as the level of-4Land IFNo wer e assessed
protection criteria.

Results: The group of mice vaccinated hyip+Imiquimod+SLA demonstrated a lower amount of footpad

swelling and parasite burden than the buffer group. In addlithe greatest amountof IFl and t he s mal
amount of I-4 production was noticed in the splenocytes of the mice vaccinated biprthalation of
Lip+Imiquimod+SLA

Conclusion: These results imply that imiquimod added to the formulation of liposamable to modulate the

immune reaction of the BALB/c mice vaccinated preferably to a Thl reaction rather than a Th2 reaction; it can
also lead to partial protection against the challendgeeshmania

Keywords: Leishmaniasis, vaccine, Imiquimod, Lipese, Immune response
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The role of resistance genes expression in meglumine antimoniate Aoealing and healing

isolates of anthroponotic cutaneous leishmaniasis due to Leishmania tropica

Razieh Tavakoli Oliagelraj Sharif? ", Ali Afgar®, Amir Tavakoli Kareshk Arash Asadi Mehdi Bamorovat

Department of Medical Parasitology and Mycology, Kerman University of Medical Sciences, Kerman, Iran

Leishmaniasis Research Center, Kerman University of Medical Sciences,Kéram
Research Center for Hydatid Disease in Iran, Kerman University of Medical Sciences, Kerman, Iran
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Introduction and Obijectives: Anthroponotic cutaneous leishmaniasis (ACL) treatment is being challenged by
the emergence of drug resistance against the yrst
meglumine antimoniate. Identification of Sb(V) resistance mechanisroagh reliable molecular markers is
critical for consolidating strategies to monitor the emergence and spreading of Sb(V) resistance in countries where
CL is endemic. The aim of the prese@GGS MRPA dIRlIands t o
TR as resistance genes in clinical antimony-healing and healing. tropicaisolates obtained from patients

with ACL for exploring the potential of targeted expression profiling as a surveillance tool for monitoring the
Sh(V) unresponsiveness in figkblates.

Materials and Methods: The expression of five major antimony resistanssociated genes, i.e.,
aquagl ycer opogrliuntla myA @R 1s)t,e-G&Se multigrogt rbésistanaespeoteii & (MRPA),
trypanothione reductase (TR) and thiol degent reductase 1 (TDR1) in ntwealing and healingeishmania

tropica field isolates was analyzed by quantitative #tirme PCR (qPCR) in comparison with sensitive and
resistant reference strains.

Results: Gene expression analysis showed the dosgulation of A Q P 1-GCSand TDR1 by.9fold, 1.7fold

and 3.55fold in northealingisolates compared to those lidalingones, respectively. Alsahe average RNA
expression level of MRPA showed an increask. ®fold in thenon-healinggroup.Additionally, a strong positive
l'inear correlation bet we-6&6S vwasaxhebited i salates. dlégative carrtlatignQ P 1
bet ween t h&CRdapPeksionlavel aral lesion duration in healing patients, indicated the potential role

in diagnosingdrug-unresponsive parasites in endemic areas of ACL.

Conclusion: Due to the inconclusive outcomes of the resistance in clinical isolates, the expression analysis of a
set of influential genes can be beneficial to identify distinctive biomarkers betheantimony notealing and

healing patients.

Keywords: Non-healing and healing patientgishmania tropicaResistance genes, Re¢mhe gPCR
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The PI3K-Akt/mTOR signaling pathway and tuberculosis pathogenesis; the first system biology
report

Masoud Keikh&?", Undurti Narasimha D&s
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Department of Microbiology and Virology, Faculty of Meitie, Mashhad University of Medical Sciences,
Mashhad, Iran.

UND Life Sciences, 2020 S 360th St, #2K2, Federal Way, Washington, 98003, United States of America.

Introduction and Objectives: Tuberculosis (TB) is a major public health problem. It estimated that there are
about 10.7 million TB patients throughout the world. The phosphatidylinosHkhe&e/protein kinase
B/mammalian target of rapamycin (PI3%t-mTOR) signaling pathway has ¥kerole in cell growth,
differentiation, apoptosis, autophagy, metabolism and infectious disease tuberculosis. Dysregulations of the
PI3K-Akt/mTOR signaling pathway seem to have a role in tuberculosis. We performed analysis of the PI3K
Akt/mTOR expressioghanges in activ@B and laterdTB patients and healthy controls.

Materials and Methods The gene expression profiles of CD4+c@lls of tuberculosis and healthy individuals

was obtained from Gene Expression Omnibus (GEO) database (Accession numbe6&BEMSH70 platform).
Subsequently, the GEO2R analysis was performed for detection of differentially expressed genes (DEGS) in
active TB, LTBI and healthy controls as per Benjarritochberg FDRadjusted pvalues <0.05.

Results: Analysis performed revealethat inflammatory cytokines, JAKSTAT signaling, MAPK signaling
pathway, autophagy gene expression profiles were distinctly different among TB, LTBI and healthy donors.
Foxp3, CTLA4, TIM1, JAK1, Cox11, BCL11A, TMX3, CXCL10 or PDL2 are overexpressed tivexd B
compared to LTBI and healthy controls.

Conclusion: Our findings suggest that PI3Kkt/mTOR signaling pathway is altered during active tuberculosis

that may result in altered T regulatory cell function via FOXO1. Previous studies showed thatellgege
overexpressed in activEB patients which may result in suppression of Thl response. Hence, expression of the
PI3K-Akt/mTOR signaling pathway could be utilized to determine the activity of tuberculosis infection and
monitor its progression andg@gnosis.

Keywords: Mycobacterium tuberculosithe PI3KAkt/mTOR signaling pathway; system biology; pathogenesis.
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Investigation on the effects of Salmonella enterica Subsp enterica serovar Typhimurium
on the apoptosis/necrosis of aviamacrophagelike monocytes

Jalil Mehrzd Sahar Rostami, Ramak Yahyaraeyat and Taghi Zahraei Salehi

Department oMicrobiology and Immunology, Faculty of Veterinary Mediejriniversity of Tehran, Tehran

Introduction and Objectives: Salmonella enteric&ubspentericaserovar Typhimurium (SEST) is one of the
most important serovars of the gersalmonellain human andanimals. Because of its intracellular tropism,
monocytes/macrophages are pivotal in killingSaimonellaserovars; they are also responsible for transport of
SEST to extrantestinal organs. Study on the mechanistic. To see the mechanistic effe@sSESA on the
apoptosis of avian innate immune cells, specially homogeneous macrdieagenocytes (MLMSs).

Materials and Methods The MLMs were isolated from peripheral blood mononuclear cells of many healthy
broilers. The MLMs were then divided two groups: control (without SEST) and treatment (challenged with
SEST clinical isolates) groups. Cellulaolecular damage caused by SEBTMLMs was assessed with
bioluminescence [(BL), specific method measuring caspases activity and intracellular A€Rtgjoand flow
cytometry (specific method for measuring apoptosis/necrosis).

Results Results of Blkbased apoptotic assays revealed higher caspases 3/7 and 9 activity (BL intensity).
Furthermore, a significant diminished intracellular ATP content (Bénisity) was observed. The results of flow
cytometry based necrosis of the MLMs cell revealed stable the MLMs inSie@i-treatedMLMs and non
treated/control, although slightly more necrotic MLMs was observegEifT-treatedMLMs compared to the
norttreatd/ctrl counterparts.

Conclusion The results herein indicate that SEST weakens MLMs particularly through caspases
activation/apoptosis. These findings can open a new window on the molecular agmsotaiellamacrophage
interactions and immunopatholdggthogenicity of salmonellosis in animals especially chickens.

Keywords: Apoptosis, Avian macrophage8ioluminescence, Flow cytometry, Salmonellos&aimonella
entericaSubspentericaserovar Typhimurium.
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Comparative analysis of virulence genes, antibiotic resistance and capsule locus polymorphism of
Enterococcus faecalissolated from canals of rootfilled teeth with periapical lesions with those
from different clinical infections and fecal flora

Roya AhmadrajaBj Fereshteh SaffariMohammad Hossein Sobhanipokrash Shahravadn

! Department of Microbiology and Virology, School of Medicine, Kerman University of Medical Sciences,
Kerman, Iran

°Endodontology Researd@enter KermanUniversity of Medical Science&erman, Iran

Introduction and Obijectives: Enterococcus faecaliéE.faecalis) is considered normal flora in human but has

been considered a leading cause of hospitglired infections. In the oral cavityis commonly detected from

canals of roofilled teeth with periapical lesions. The aim of this study was to compare antibiotic resistance
patterns, the presence of virulence factors and capsule locus polymorphismErfesgalisisolates recovered

from different sources.

Materials and Methods Eighty-eightE. faecalisisolates recovered from canals of réided teeth with apical
periodontitis (n=22), human blood and CSF as invasive isolates (n=22), urine and woundnaasiga isolates

(n=22) andecal flora of healthy individuals (n=22) were examined. Resistance to different antibiotic agents was
determined by disk diffusion method. Phenotypic method was used to determination of gelatinase production and
biofilm formation. Polymerase chain reawstitechnique was used to detectioresp,ace, ebp, gelE, cyl, cpsi,
cps2,cps@andcbhgenes.

Result The antibiotic susceptibility of the isolated dental, invasive;inwasive and fecdt.faecalisshowed the
presence of multidrug resistant isolates slgrioperty was significantly more common in fiowasive compared

with fecal isolates (P= 0.022). Antimicrobial resistance rates were not significantly different between isolates
from root canals and fecal f | o tamong solales oM joot cahdisande we r €
fecal flora in gelatinase production (p= 0.009) and strong biofilm formation (p = OBOR@)kcalissolates from

root canals carriedyl gene at a significantly higher frequency than invasive infections (p =0.08%eeal flora

(p =0.035). The presence of tgpgene was also significantly different between root canals isolates and the other
isolates (p=0.000) .The most common type of capsule locus polymorphism among the root canals isolates was
CPS 1 (63%) whickuggests the lack of essential genegpisoperon for capsule production in these isolates .
Conclusion This study demonstrated that there are major genetic differences betwdernfdkealisisolates

from root canal infections and those from cliniaall normal flora. Knowledge about the characterizatiois of
faecalis isolated from different sources may help to find appreciated procedures preventing enterococcal
infections.

Keywords: Enterococcus faecalizirulence factors; antibiotic resistancejegb periodontitisjnfection; normal

flora;
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The assaociation between fecal enterotoxigenic Bacteroides fragilis with colorectal cancer

Nasibeh Khodaverdi: Negin Hoseint , Elshan Gol?, Fakhri Hagh?

IStudent Research Center, School of Medicine, Zanjan University of Medical Sciences, Zanjan, Iran

1Student Research Center, School of Medicine, Zanjan University of Medical Sciences, Zanjan, Iran
2Department ofMicrobiology, School of Medicine, Zanjan University of Medical Sciences, Zanjan, Iran
2 Corresponding Author: Department of Microbiology, School of Medicine, Zanjan University of Medical

Sciences, Zanjan, Iran

Introduction and Objective: EnterotoxigenicBacteroides fragilis(ETBF) is an enterotoxiproducing
bacterium that possibily has a role in the occurrence and progression of colorectal cancer (CRC) by modulating
the mucosal immune response and inducing epithelial cell changes. The aim of thisagudyirwestigate the
frequency of ETBF in stool samples of CRC patients and healthy volunteers.

Materials and Methods: A total of 60 stool samples from confirmed CRC patients and 60 stool samples from
healthy volunteers with no personal or familial brgtor diagnosis of colorectal disease were collected. Stool
samples were screened for direct detectioB.dfragilis using PCR targeting the marker genes of neu and bft.
Enterotoxin isotypes bft, bft-2 and bft3 were also detected B fragilis positve samples.

Results:The frequency oB. fragilisamong CRC and control cases was 58.3% and 26.6%, respectively (P< 0.05).
Enterotoxin isotype bff was detected with higher frequency among CRC patients than healthy control (P<0.05).
Conclusions:Our resits show the association between fecal ETBF and CRC, and we suggest that detection of
ETBF may be a potential marker for colorectal cancer diagnosis. However, additional investigations on tumor and
paired normal tissue samples are required to substathtigjgossible correlation.

Keywords: Bacteroidedragilis, Enterotoxin, bft gene, Colorectal cancer, Stool
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Growth Rate and Biofilm Formation Ability of Clinical and Laboratory -Evolved Colistin-
Resistant Strains of Acinetobacter baumannii
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and Abbas Bahador
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3 Department of Microbiology, Faculty of Medicine, Bushehr University of Medicerges, Bushehr, Iran

4 Infectious and Tropical Disease Research Center, Hormozgan Health Institute, Hormozgan University of Medical Sciences,
Bandar Abbas, Iran,

5 Dental Research Center, Dentistry Research Institute, Tehran University of Medical Séiehcan, Iran,

6 Department of Microbiology, School of Medicine, Tehran University of Medical Sciences, Tehran, Iran

Introduction and Objectives: Two different mechanisms of resistance to colistil\@inetobacter baumannii
havebeen described. The first involves the total loss of lipopolysaccharide (LPS) due to mutatiofsdiAGiz

operon, which is involved in the lipid A biosynthesis pathway. The second entails the addition of ethanolamine to
the lipid A of the LPS resultinffom mutations in th&mrAB two-component system.

Materials and Methods To evaluate the impact of colistin resistafassociated mutations on antimicrobial
resistance and virulence properties, four pairs of clinical and labomotyed colistin
suscefible/colistinresistant (ColS/ColR). baumanniiisolates were used. Antimicrobial susceptibility, surface
motility, in vitro andin vivo biofilm-forming capacityin vitro andin vivo expression levels of biofilmassociated

genes, anéh vitro growth ratewere analyzed in these strains.

Results: Growth rate,in vitro andin vivo biofilm formation ability, as well as expression levels of biofilm
associated gene were reduced in ColR “deficient isolate (thépxD mutant) when compared with its ColS
partner whereas there were not such differences betweennidtiified isolates (th@mrB mutants) and their
parental isolates. Mutation ipxD was accompanied by a greater reduction in minimum inhibitory concentrations
of azithromycin, vancomycin, and rifampihan mutation impmmB. Besides, loss of LPS was associated with a
significant reduction in surface motility without any change in expression of type 1V pili.

Conclusion: Collectively, colistin resistance through loss of LPS causes a more consideralelsolstgical
features such as growth rate, motility, and biofilm formation capacity relative to LPS modification. Therefore,
ColR LPSmodified strains are more likely to spread and transmit from one patient to another in hospital settings,
whichresults in more complex treatment and control

Keywords: Acinetobacter baumannii, colistin resistance, biofilm formatgrowth rate, antimicrobial resistance

65



Kerman University of Medical Sciences

20" International Congress of Microbiology
27- 29 August 2019 Kerman, Iran

Topic: Pathogenesis and Virulence Factors

The study of ferritin -binding proteins in Streptococcus pneumoniae proteome

Mozhgan Kheirandish (M.Sc) Behrooz Motlagh (Ph.D?) Davoud Afshar (Ph.D ¥
Dept. of Microbiology and VirologySchool of MedicingZanjan University of Medical Sciences, Zanjan, Iran

Dept. of Clinical Biochemistry, School of Medicinganjan University of Medical Sciences, Zanjan, Iran

Introduction and Objectives: Iron is the one of the vital elements for bacteria and they absorb it from limited
Iron sourcesFerritin is an intracellular and extracellularoteinthat storesron into cells and releases it in a
controlled mannerThe pesent study was aimed to identify the ferritiinding proteins fronBtreptococcus
pneumoniae.

Materials and methods:S.pneumoniagas cultured in BHI broth containing ferritin (1094 ng/ml) at 37°C for

4h and ferritin levels were measured using ELISA assay. Bacterium was separately cultured in BHI broth and its
proteome were electrophoresed in SBSGE and transferred in PVDF nitrdlcdose membrane. In the next step

the membrane incubated into ferritin solution and finally, the identification of fehitiding proteins carried out

using antiferritin monoclonal antibody conjugated to HRP enzyme.

Result: The western blot analysievealed that there were not any proteins with binding activity to ferritin. Ferritin
levels were significantly (p<0.05) decreased following bacterium growth in medium containing ferritin.
Conclusion: The western blot analysis reveals tBapneumonidoesn 6t have abi |l i thimdngo pr odu
proteins and it is unable to use ferritin as Iron source, directly. However, the decreasing ferritin levels following
bacterium growth in medium containing ferritin show that Iron may be provide8.jayeumonia using a
proteasemediated ferritin destroying mode.

Keywords: Streptococcus pneumoniderritin-binding proteins, proteome
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Frequency of Staphylococcus aureus isolates collected framen semen and women endocervix
and detection of antibiotic resistance
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Tabriz

Faculty of Nutrition, Takiz University of Medical Sciences, Tabriz, Iran

Background and objects Urogenital tract and asymptomatic cervical infections dustéphylococcus aureus

(S. aureushave been recognized with infertility. This study was aimed to determine the frequehicguréus

in semerand endocervixultures obtained from infertile male and female patients in infertility centers in Tabriz.
Materials and Methods In this study, 100infertile couples were selecte@tandard semen and vaginal
speciemens analysis were performed according to WHO guidelines. Isolation and identificatiani@usvas
carried out using phenotypic and genotypic methods. Antibiotic susceptieiiting was conducted by CLSI
guidelines. Polymerase chain reaction (PCR) was used to detectimtAandtst genes.

Results: S. aureusvere isolated from seminal fluid of sixteen (16%) of infertile men and endocervix of twenty
six (26%) women. TeneR.5%) of the subjects had abnormal sperm motility and morphology and 3 (18.8%) of
the subjects had abnormal seminal fluid density. The susceptibili; alureussolates to cetrimoxazole,
ciprofloxacin, gentamicin, and penicillin was 94.6, 78.5, 78] 17.3%, respectively. Regarding PCR results,
mecAgene was detected in 3 (18.7%) isolates of men and 7 (26.9%) isolates of women, wtstgjehe was

not detected in any of clinical isolates.

Conclusion: The results of this study revealed that the prevalen& afireusvas very high in infertile women
andit would appear that th®. aureusnay be an exacerbating factor in the deterioration of male sperm quality
and fertility. Therefore, it is requiredhdt all patients who are referred to infertility treatment centers are fully
examined for infection witls. aureus

Keywords: Infertility, Staphylococcus aurepSeminal fluid, EndocervixnecA
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Vertical Transmission of Chlamydia trachomatis at Birth Time and Eye Colonization in

Newborns
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Introduction and Obijectives: Chlamydiatrachomatis C. trachomatis)is leading bacterial cause of sexually
transmitted infections (STIs) in men and women, worldwide. Pregnant women can transmit this microorganism
vertically to their newborns and cause conjunctivitis secondary to STIs. While there no pragsanedaing of

STls among Iranian pregnant women, limited data are existed on the vertical transmissio@ ratechbmatis

from our country. To address this gap, we aimed the current study to evaluate the frequ@rtegabiomatis
infection in a samp of pregnant women before vaginal delivery and then, to assess the rate of vertical
transmission for this microorganism from genital tract of infected mothers to the eyes of their newborns.
Materials and Methods: Endocervical and conjunctival swabs wemdlected from pregnant women and their
newborns before and after vaginal delivery, respectively. DNA was extracted from specimens and tested by an in
house PCR assay to amplify a 241bp fragment afaChomatis

Result: Chlamydiatrachomatiswas detecteth 9.6% (11 of 125) and 1.6% (2 of 125) of pregnant women and
newborns, respectively. Both infected infants were born from asymptomatic infected women. The vertical
transmission rate of Grachomatisin this study was calculated as 18.1% (2 of 9). Addaily, our results
revealed that presence oft@achomatisn the eyes of newborns after birth is significantly in relation with genital

C. trachomatisinfection in their motherOR= 0.16, 95% Cl= 0.08.7, P= 0.002)

Conclusion: Pregnant women with agyptomatic infection of Ctrachomatishave a key role in the distribution

of chlamydial conjunctivitis in newbornS&ince ocular prophylaxis in neonates is not effective for chlamydial
conjunctivitis, therefore, education and screening of pregnant woreemglaas treatment of infected cases,
remain as the best approach for controlling the disease.

Keywords: Chlamydia trachomatis, Pregnant Women, Vertical Transmissiewborns
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Antibacterial curcumin -loaded hydrogel based on Hyaluronic AciePolydimethylsiloxane (HA:-
PDMS) for wound dressing perspectives
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Introduction and Objective: Several studies indicate the antibacterial effect of curcumin. The aim of this study
was to synthesis a novel curcustdiraded composite hydrogel based on -ABMS and evaluation the
antibacterial potential of it.

Materials and Methods HA was crosdinked with polydimethylsiloxanediglycidyl ether terminated (PDMS

DG) in alkaline condition, for 2 hours at 37°C. Créisking was between OH (from HA) and epoxy, leading to
the ether bond formation. Immediately, curcumin solution was added to the resulting hydrogel (hydrogel A) or
added after about 2 days to the semi dhgdrogel (hydrogel B) and then the hydrogel kept in dark. Room
temperature dried curcumloaded hydrogels were characterized using NMR and swelling analysis. Antibacterial
activity of the curcumidoaded hydrogels was investigated agaifstdomonas aeginosaPAO1L using the disk
diffusion and bactericidal efficiency (10 mg of each hydrogel in a 2 ml bacterial suspensidnGEWenL)
methods.

Results HA-PDMS hydrogel was a transparent hydrogel with vial inversion property. Loading with curcumin,
change the color of the hydrogel to red and orange for hydrogel A or B, respectively. NMR analysis showed that
the HA-PDMS hydrogel and curcumioaded hydrogels were synthesized successfully. Swelling assay showed
the high water uptake capacity for the hydtegAccording to disk diffusion test on Mueller Hinton agar, 10 mm
inhibition zone around the curcurdidaded hydrogels was observed agalsteruginosaAlso, bactericidal
efficiency test revealed 39.28%, 57.14% and 14% inhibitidh @eruginosayrowth in the presence of curcurain
loaded hydrogel A, curcumilvaded hydrogel B, and HRDMS pure hydrogel, respectively.

Conclusion: Based on these data, loading with curcumin increased the antimicrobial effect of tR®M3
hydrogel. Moreover, curcumilvbaded hydrogel B has the most antimicrobial effect and can be proposed as a
wound dressing material.

Keywords: Hyaluronic acid, PDMSG, Curcumin, Antibacterial hydrogel
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Lipid vesicular drug delivery systems in treatment ofintracellular infections: capabilities and
challenges
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Lipid vesicles composed of amphiphilic compounds and cholesterol are classified as new drug delivery systems
for transfer of vast range of chemical and biological ingredients through biological membranes. Liposomes,
ni osomes, uf asomeso amade masgd onbhwaddpo® Mesr treat ment
tuberculosis, leishmaniasis, malaria and AIDS. For example, in order to better penetration of paromomycin, a
cationic aminoglycoside compound through biological membranes includingphag® cytoplasmic membrane,
stratum corneum of skin and amastigote/promastigote cell membranes, we designed niosomal formulation and
assessed its in vitro and in vivo antileishmanial effect. Furthermore, niosomal zinc sulfate, amphotericin B,
glucantime ad dapsone were also formulated, pharmaceutically characterized and practically evaluated and
utilized, in some cases, in clinical trials to treatshmania majoor L. tropica cutaneous infections.

Hereby, some commercialized antimicrobials formulatedipéd vesicles will be presented and their clinical
application(s) will be shown. Then, some new aspects of these micrgiaditulate dosage forms, including

new formulations prepared in Kerman University of Medical Sciences (KMU), will be introducede S
challenges such as sterile formulation and packaging, active pharmaceutical ingredients (APIs) stability and
probable cytotoxicity or side effects will also be discussed.
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Molecular serotyping of Shigatoxin-producing Escherichia coli (STEC) from animal sources in
Iran: Emergence of a potentially virulent O26: H29 strain
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Introduction and Objectives: Shiga toxin producingEscherichia col(STEC) have been considered as one of

the most importanfood-borne pathogens worldwide. Although a wide rangdEotoli serogroups has been
implicated in human infections, most severe cases has been related to certain serogroups. Lack of the availability
of serotyping data in most developing countries hankee public health challenge to track outbreaks and to
monitor the possible sources. We aimed to investigate the distribution of major STEC serotypes in a collection of
STEC strains isolated from different provinces and variety of sources for the fieshtinan.

Materials and Methods: Total of 75 norduplicate STEC strains isolated in previous studies (2008 to 2016) was
selected. The isolates were obtained from cattle (35), sheep and goats (22), pigeons (14), and other sources (4).
All isolates were sybcted to two multiplex PCR assay detecting the major virulence geaed (stx2, stx2f,

eae, Ehly and phylotypes. Then, they were tested for the 15 importagro@ps including 026, 045, 0103,

0111, 0113,0121, 0145, 0157, 05, 055, 075, 091, 01048,Gitl 0128 by PCR. Finally, 20 strains were
selected for identification of ¥genotypes by PCR and sequencing.

Results: The predominant serogroup was 0113 as it was detected in 9 isolates from different sources (5 cattle, 2
goats and 2 deer). 026 and Oltdre found only in cattle isolates. O5 was only detected in ovine, but 0128 was
found in goats and pigeons. Some serogroups were not present in any sources (0157, 045, 0121, 0145, 055,
091, 0104 and 0118). The important recognized serotypes were O113c&ifld, goats), O113:H4 (deer),

0O111: H8 (calves), O26: H11 (cattle), O128:H2 (goats, pigeons), and O5:H19 (sheep). Importantly, one strain
from cattle that carriedtx1, stxZandeaebelonged to O26: H29 serotype.

Conclusion: This study provides the t serotyping (O: H typing) data documented in STEC strains of animal
origin in Iran. Most strains with determineddDoups were from the bovine source that highlights the importance

of cattle as reservoir of potentially pathogenic serovars. The recogbDi2édH29 strain carried the essential

facility for development of severe infections in human needs further investigations as a possible emerging strain.

Keywords: VTEC, animals, serotypes, Iran, virulence
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E New Classification ofClostridium perfringensbased on the production of major and minor toxin

Mehrdad Shamsaddini Bafti

Research & Technology and AnaeroBaxcterial Vaccines Research and Production Department, Kerman Branch, Razi

Vaccine & Serum Research Institute, Agricultural Research, Education and Extension Organization (AREEQO), Kerman,

Iran

Introduction and Objectives: ClostridiumperfringengC. perfringenscauses many enterotoxic diseases in humans and
animals as a result of its ability to produce potent protein taXiqerfringengroduces at least twenty extracellular toxins
but the classification of isolates was done o #i®lity to produce a combination of only major alpha, beta, epsilon, and
iota toxins.

Materials and Methods: In this review key words cheese minor toxitCoperfringensn search engines and databanks,
including Elsevier Sciences, PubMed, and GoBgtleolar were searched.

Results: Therefore,C. perfringenshas beerclassified intofive types(Ai E). The researchersharacterized novel
toxinotypingscheme o€. perfringendy typingof minortoxins Many toxins are encoded plasmid and need tmnsider

in classification. Recently based on these criteria new toxinotypes have been established.

Conclusion:.In thisnewclassification the ability gfroducingminor toxinssuchas enterotoxin, binary enterotoxin, netB,
netk, and netF considered. gerfringengypes F and G consists of isolates that can related to type A but discharge the
miner toxins that imported then separated names. This strains respongiblpddringeis human food poisoning and
chickens necrotic enteritis. There are r@werfringengoxinotypes can formally be proposed and accepted but further
experimental work is required before.

Keywords: Clostridium perfringensTyping, Toxin, Molecular diagnosis.
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@ Survey major toxins of Clostridium perfringens isolated of ruminants by molecular method in the

southeast of Iran

Mehrdad Shamsaddini Bafti, Majid Ezatkhal?, Mojtaba Alimolae?, Maryam Amini'-2, Ali Reza Karimabadij Sadegh

Afzali ?

1)Anaerobic Bacterial Vaccines Research and Production Department, Kerman Branch, Razi Vaccine & Serum Research
Institute, Agricultural Research, Education and Extension Organization (ARE&®@)an, Iran

2) Research and Technology Department of, Kerman Branch, Razi Vaccine & Serum Research Institute, Agricultural

Research, Education and Extension Organization (AREEO), Kerman, Iran

Introduction and Objectives: Clostridiumis a common bacterin that is responsible for involving live stocks; poultries

even humans and mégadto largeeconomic losse£lostridium perfringengC. perfringensproduces a lot of toxins.

This is divided into five types, from A to E, based on their ability to produce any of the four major lethal toxins (alpha,
beta, epsilon and iota). The aim of this research is identifying of various genotghgsedfingensn the southeast of

Iran.

Materials and Methods: Sampling strategies was according to the livestock population. Firstly samples were cultured on
enriched medias under anaerobic conditions after that some differential medias used for culture andddeuiti@icati
perfringensspeies . DNA extraction of all isolated carried out and multiplex PCR reaction was performed by using specific
primers to indicate types 6f. perfringens

Results: The results showed that upon of half of isolated was type A indhoaps (sheep, goat and cow), furthermore

The type B was less than other types. Phylogenic tree, nucleic acids affinity, comparison of genetic similarity percent of C.
perfringens isolates with standard strains and submitted gene in Gen Bank amplifiexishate reaction fragments by

PCR related t€. perfringens

Conclusion: C. perfringens type A was dominant than other types. These isolated strains can be used in research and
manufacturing projects.

Keywords: Clostridium perfringendDiagnosis, ToxinMultiplex PCR.
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Comparison of Spore Germination Rate between Toxigenic and Nontoxiger@ostridium
difficile Isolates in the ¥2 x MIC of Ceftazidime alone and in Combination with Clindamycin

and Vancomycin

Ebrahim Rezazadeh Zarah@hahla MansodiiFarhad SarafzadeMNouzar NakhaégMlohammad Moradi

Ymmunology of Infectious Diseases Research Center, Rbdaatitute of Basic Medical Sciences, Rafsanjan University

of Medical Sciences, Rafsanjan, Iran

’Department of Microbiology and Virology, Faculty of Medicine, Kerman University of Medical Sciences, Kerman, Iran
SDepartment of Infectious Diseases, AfzalipHospital, Kerman University of Medical Sciences, Kerriran

4Kerman Neuroscience Research Center, Kerman University of Medical Science, Kerman, Iran

*Corresponding author: Department of Microbiology and Virology, Faculty of Medicine, Kerman Uxie¢igiedical
Sciences, Kerman, Iran, Tel: 09133431607d&l: m_moradie@yahoo.co.uk

Introduction and Objectives: Germination of spore i@lostridium difficile(C. difficile) can beoccurredn the presence

of someantibiotics The aim of this study was to compare the spore germination rate in toxigenic and nontoxigenic isolates
in the subMIC of ceftazidimealone and in combination witindamycinandvancomycin

Materials and Methods: The MIC and FIC ofC. difficile isolates were performed Imgicrodilutionand checkerboard
microdilution method, respectively. About’XCFU/mL spores were inoculated to{peeluced medium with %2 x MIC of

each antibioti@lone and x FIC in combinatio. Thenumberof remaining spores were counted after 24 hours by viable
spore count/mL.

Results: T h e unger mi nwaerediftrens hetovaertaxigenic aamd nentoxigenic isolates. The toxigpetates

of C. difficile germinated more thamontoxigenicisolates at %2 x MIC and ¥z x FIC of antibiotics. islateqtoxigenic
andnorttoxigeniq of C. difficile germinated a2 x MIC of ceftazidime.

Conclusion: The rate of toxigenic isolates are increasing at the presence of some particular antibiotics. So that the
nontoxigenic isolates are replaced by toxigenic ones, anegulithe rate oC. difficile associated diarrhea is increased.

Keywords: Clostridium difficile, Spore germination, stMIC, Antibiotics, Combination
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gZsil Expression of Virulence Factors ofClostridium difficile at sub-Minimum Inhibitory

Concentration of Antibiotics; a Review

Ebrahim Rezazadeh Zarahdshokrollah Assay Mitra Abbasifard?, Reza Bahramabad?, Ali ShojaeiBagheynt,
MohammaeAli Khodayart, Mohammad BabiiHamid Hakimt

Immunology of Infetious Diseases Research Center, Research Institute of Basic Medical Sciences, Rafsanjan University
of Medical Sciences, Rafsanjan, Iran

°Department of Internal Medicine, Albn Abi-Talib Hospital, Rafsanjan University of Medical Sciences, Rafsanjan, Iran
Ph.D  Candidate, Department of Pathology, Faculty of Medicine, Kerman University of
Medical Sciences, Kerman, Iran.

*Corresponding author: Hamid Hakimi, Immunology of Infectious Diseases Research Center, Research Institute of
Basic Medical Sciences, Rafsanjan University of Medical Sciences, Rafsgajanlel: 09133919624, nail:

erezaadehzarandiS0@gmail.com

Introduction and Objectives: Clostridium difficile(C. difficile) generally colonizes in the intestinal tract of hospitalized
patients who receive antibiotics for a long tire.difficile expresses its virulence factors whick associated with
pathogenesis. Naturally, the expression of these virulence factors may be influenced by antibiotics.

Materials and Methods: The databases (PubMed, ScienceDirect, google scholar and so on) were searched by appropriate
criteria.

Results: The effect of antibiotics has investigated at arsitimum inhibitory concentration (MIC) on virulence factors.

The expression of virulence factorgfdifficilewas varied and depended on the type of antibioti€Caddficile isolate.

Some of the aibiotics at suBMIC upregulated virulence factors and, while others downregulated theirs. Meanwhile, some
antibiotics had no detectable effects on the regulation of virulence factors. Most of the antibiotiddl@ssidgulate

genes expression of virmee factors, toxin production, spore formation, and germination by several mechanisms
especially SOS response system.

Conclusion:n order to achieve a clear understanding of the effect of antibiotics/sti@utn the expression of genes of
virulence fators, which are related to the pathogenesis dffficile, further and wider investigations are needed, especially
on the issue of the numbers of isolates.

Keywords: Virulence factors, suIC, Clostridium difficile Antibiotics
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8% Photomodulation potential of antimicrobial photodynamic therapy with nanechitosan doped

with curcumin versus Porphyromonas gingivalis

Maryam PourhajibagherAbbas Bahadér

Dental Research Center, Dentistry Research Institute, Tehran University of Medical Sciences, Tehran, Iran

Oral Microbiology Laboratory, Departmentidfcrobiology, School of Medicine, Tehran University of Medical Sciences,

Tehran, Iran

Introduction and Objectives: Porphyromonas gingivalisis an etiological agent frequently found in both
chronic and aggressive periodontitis as well as-ipgifiantitis. This study assessed the effect of antimicrobial
photodynamic therapy (aPDT), as an alternative treatment modality, bghitosan doped with curcumin (CNEsir),

as a photosensitizer, on the virulence features efeliving aPDT again§t. gingivalis

Materials and Methods: P. gingivalisphotosensitized with CNFSur was irradiated with diode laser at a wavelength of
435 nm for 3 min, and then bacterial viability measurements were done. The biofilm formation ability, metabolic activity,
and antimicrolal susceptibility profiles were assessed forseiliving aPDT.

Results:CNPsCur-aPDT resulted in a significant reduction of cell viability (89.2%), biofilm formation capacity (57.4%),
and metabolic activity (44.6%) Bf gingivaliswhen compared to the control groé<0.05).

Conclusion: The virulence oP. gingivalisstrain reduced in cells surviving aPDT with CNBsr, indicating the potential
implications of aPDT for the treatmentrfgingivalisinfections in periodontitis and peérplantitisin vivo,

Keywords: Antimicrobial photodynamic theraporphyromonas gingivalisNanachitosan,Curcumin
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[2¥ ] Induction of alpha toxin production and reduction of time of cultivation of Clostridium novyifor

vaccine production

Mohsen Fathi NajgfiMohsen Mehrvarz, Behjat Majedi, Hamid Jandaghi

Razi Vaccine and Serum Research Institute, Mashhad Branch, Agricultural Research, Education and Extension
Organization (AREEO), Mashhad, Iran

Introduction and Objectives: Clostridium novyis an anaerobic bacterium and has a longer growth period than other
Clostridumstrains, which itself produces lotigne toxin production and inactivates and hydrolyzes toxin over a long
period of time. The aim of this work weeluction of time of growth and high toxin production with medium optimization

and growth conditions.

Materials and Methods: in this study, based on the characteristics of the bacterium and its metabolism, different media
with various source of carbonsdanitrogen and their percentage in the media were analyzed. In this step, gréwth of
novyi time of growth and toxin production were controlled. The optimized medium and the old one was used for alpha
toxin production in class bottle (16 litters) fordirvaccine production. Also, the optimized medium was used for growth

of C. nowyiin fermenter condition. Final results were analyzed for the best medium and growth condition for vaccine
production.

Results: The bacterial growth conditions decreased fr@énh@urs to 24 hours, with quantitative and qualitative changes

in the culture medium and the use of appropriate amounts as well as material displacement. Alpha toxin increased
significantly due to the high growth of the bacterium as well as the reduttipovah time. In these changes, carbon
source displacement has created favorable conditions for the growth and production of toxin. Also, removal of liver extract
as an unnecessary capacity in the culture medium reduced the cost of consumable rasv Addergabmall quantities

of vitamin and mineral compounds stimulated more and better growth and was effective in the rate of toxin production.
Comparison of production conditions in class bottle (16 litters) culture with two old and new culture madiulatiéns

showed that the new formulation culture medium has higher growth rates and more toxin production than the old
formulation culture medium. The growth rate has dropped to abodhichend the amount of toxin has increased
significantly. The evaation of the presence of toxin by SIPAGE and ELISA control methods indicated that the
presence of toxin levels was approximately 3 times higher in new culture. The results of this study showed that growth of
the bacterium in the fermenter with new nuediformulation was effective in producing-80% more of the toxin

compare with other methods and the production process is much easier and more voluminous.

Conclusion: These changes in media and growth conditions reduce production costs by at leastr8Girpéhe
consumption of materials and also more than 100 percent in the cost of the production process. This achievement is
currently underway at Razi vaccine and serum research Institute of Mashhad as a production process for the production of
black dsease vaccine.

Keywords: Clostridium novyjalpha toxin, fermenter production, medium optimization, growth conditions.
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Effect of incubation time on epsilon Toxin Production by Clostridium perfringens

Amini M, Shamsaddini Bafti M, Ezatkhah M, Alimolaeie M, Ameri Z

Department of Research and Development, Razi Vaccine and Besgarch Institute, Kerman Branch.

Introduction and Objectives: The epsilon toxin is one of 20 protein toxins produced by Clostridium perfringens, a Gram
positive, spordorming, anaerobic bacterium that is an important pathogen of humans and livegteckiGyens
virulence is largely dependent upon toxin production, and epsilon toxin (ETX) is the most potent of all C. perfringens
toxins that produced by type B and D and cause enterotoxemia and enteritis in livestock after proliferating in te intestine
and producing epsiletoxin (ETX).

Materials and Methods: Growth and epsilon toxin production by Clostridium perfringens strains was determined in
Thioglycollate medium..The five C. perfringens type D isolates were cultivated in Thioglycollate medimcubated

at 37 °Cfor 6, 12, 18 and 2éurs .Toxinogenesis and presence of the toxin was demonstrated with a C. perfringens epsilon
toxinenzymd i nked i mmunosorbent assays (ELI SA) according to
readings were obtained according to the instructions, furthermore a Minimum lethal Dose test (MLD50/ml) did on samples
too.

Results:Results of ELISA test show that epsilon toxin production was positive in all four time and in MLD test results of
isolates thiawas incubated 24 hours show higher result, so the overnight incubation is the best time for producing epsilon
toxin.

Conclusion: The amount of alpha toxin that produced may be influenced by the time of being held in incubator.
Keywords: C. perfringens, ®xin, ELISA, MLD.
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Isolation and identification of the most common anaerobic bacterigsolatedfrom different clinical

samples

Seyedesomaye Jasérlohammad Mehdi Feizabdadi Mohammad Emaneihizahra Ahmadinej&d

Department of Microbiology, School of Medicine, Tehran University of Medical Sciences, Tehran, Iran.

Imam Khomeini HospitaTehran University of Medical Sciences, Tehran, Iran.

Introduction and Objectives: Anaerobic bacteria cause a diverse range of serious and fatal infections. Increasing
evidences have reported approximately 20% mortality rate due to anaerobic infectimlestifisation of anaerobic

bacteria are difficult, and tirn@nd costonsumingask, therefore anaerobic infections are usually treated by empirical
therapy It seems that screening and detection of these bacteria in clinical samples are must for treatment of patients. This
study were, thereforisolation and identification dhe mest common anaerobic bacteria isoldted different clinical

samples.

Materials and Methods: clinical samples were collected frob®0 hospitalized patients in different part of Imam
Khomeini hospital in Tehran, Iran between May 2018 and May 201%afhgles were

Processed for Gram staining and anaerobic cultures were done following standard techniques. Species identification was
performed by VITEK 2 system.

Results:Among 100 studied patients, anaerobic bacteria were isolated from 22 patients (22%).

Anaerobes were predominantly isolated from abdominal collection (9%), blood (5%) and wound infection (5%). The most
frequent anaerobes wdBacteroidegn=12) andClostridioideg(n=>5).

Conclusion: Anaerobic bacteria were isolated from different clinical sampigsroving and setting up of anaerobic
bacteriology in laboratories as well as information abmgt common anaerobic bacteria in clinical samples may assist

to cliniciansfor empirical theapy.

Keyword: Anaerobic bacteria, clinical samples, diagnosis
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Cloning and expression of the gene encoding beta toxin@ibstridium perfringengype B into E. coli
strains BL21 (DE3) and RosettaTM (DE3)

Alireza Paradisg, Lida Abdolmohammadi Khidy RezaPilehchian Langroudli
Department anaeroblzacterial vaccine Production and Research, Clostridia Research laboratory, Razi Vaccine and
Serum Research Institute, Agricultural Research, Education and Extension Organization (AREEO), Tehran, Iran.

Corresponding Author: amp77atp@gmail.com

Introduction and Objectives: So far, 231 specious of Clostridia were classified which at least 15 specious are cause of
disease in human and anim&tostridium perfringeng animportant speciouhat produces four major toxiBeta toxin

is producedy C. perfringengypes B and C, which is cause of fatal in animals. The aim of this research was cloning and
expression of recombinant beta toxirCoperfringendype B inEscheichia coli strains.

Materials and Methods: C. perfringenstype Bwere cultured into selective medium and genomic DNA was extracted
using PheneChloroform method. Then beta toxin was amplified using specific primers. In next stage, it was ligated in
pPET22b(+) and cloned int&. colistrains BL21 (DE3) and RosettaTM (DE3Jaen Recombinant protein was expressed
after IPTG induction. Expression recombinant gene was optimized using induction of different concentrations IPTG. Then
its expression was evaluatesing SDSPAGE technique. Finally, the recombinant protein was purified vidT¥ and

was analyzed using western blot.

Results: Recombinant protein was expressed after IPTG induction in strain RosettaTM (DE3) and can improve the
expression of the recornlant beta toxin. However it was not expressdel icolistrain BL21 (DE3).

Conclusion: The result of this study showed thatcoli strain RosettaTM (DE3) can improve the expression of the gene
encoding beta toxin.

Keywords: Cloning, expression, beta toxilostridium perfringens, E. coli
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m Comparison of Indirect ELISA and MNT method for detection and evaluation ofClostridium

perfringensepsilon antitoxin in vaccinated rabbits

Alireza Paradiseé* Lida Abdolmohammadi Khigv

Department anaerobic bacterial vaccine ProductioRasdarch, Clostridia Research laboratory, Razi Vaccine and Serum

Research Institute, Agricultural Research, Education and Extension Organization (AREEO), Tehran, Iran
Corresponding Authoamp77atp@gmail.com

Introduction and Objectives: Clostridium perfringenss aspore forming anaerobic bacterium which divided into five
types based on the production of major toxifissilon toxin is one of the major toxins which are produceby
perfringensB and D types. Epsilon toxin is thesponsible foenteric diseases, generically called enterotoxaemia, in sheep,
goats, and other animaRhereforegvaluation okepsilonantitoxinis urgentfor diagnosisand evaluating of the vaccine.
MNT has som@robleminclude large number of used animals hadg-duration testingThe purpose of this study was
to evaluate the ELISA as an alternative method for measuring of epsilon antitoxin.

Materials and Methods: First, epsilon toxin was purifiednd amount of protein was measured ukiogry method.
Then, positive and negative control antisera and samples antisera were pFépaltgdwe were measuregpsilon
antitoxin by ELISA and MNT simultaneously and theults were analyzed by SPSS software.

Results: The negative control catff was estimate@.485andcrossexamination test was shown that epsilon toxin had
not cross reaction with other toxins@bstridiumspp.

The results of this study showed tthadre is a significardagreemeribetween In vivo and In vitro testsnear regression
analysis gavsignificantcorrelation coefficients of 0.697 for the indirect ELISA (P<0.01).

Conclusion: Finally, ELISA assay could be used as an alternative MNTHestever, further research for evaluation of
epsilon antitoxin o€lostridium perfringengs needed for target animals.

Keywords: ELISA, enterotoxaemiaClostridium perfringensgpsilonantitoxin, MNT
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223510] Conventional and molecular identificationof vaccine strain ofClostridium septicum

Lida Abdolmohammadi Khigly Alireza Paradise* Reza Pilehchian Langroddi

Department anaerobic bacterial vaccine Production and Research, Clostridia Research laboratory, Razi Vaccine and Serum

Research Institute, Agricultural Research, Education and Extéhrganization (AREEO), Tehran, Iran

Corresponding Author: amp77atp@gmail.com

Introduction and Objectives: GenusClostridiumare ubiguitous which are cause disease in human and animal. Disease
caused bhyClostridium species have been existed from years ago in Iran widespread. For prevention require effective
vaccines. So, toxigenic strains are needed. The purpose of this stidyasterization of vaccine strain of using
microbiological and biochemical properties, molecular approach and toxicity titration.

Materials and Methods: Vaccine strain (CN913) was cultured anaerobically in liver broth for 24 h. After growth, this
strainwas characterized using microbiologidat{udingGram staininggulture on Blood agar and LB agar and motility)

and biochemical tests (including Fermentation of sulgaithinasegelatinase, Indol, and catalase). Thenagnic DNA

was extracted usinghenol and chloroform extraction method. The target gene was amplified through PCR by specific
primer whichwas taken from gene bank andigeed using oligo softwar€inally, Toxicity titration was performed using
injection intravenously into white miger dilution. The inoculated mice were observed and titer was calculated.

Result: C. septicuntolonies were smooth and slightly translucent colonies surrounded by beta haemolysis. In Gram
staining was observed gram positive straight or curved rod shegpether microbiological and biochemical properties of
vaccine strain are also found similar to thos€.dbepticumOn the other han®,accine strain was confirmed using PCR
approachThe titer of lethal toxin produced was 1:50 per ml.

Conclusion: The result showed that vaccine strain is confirmed with reliable references and could be used as vaccine
strains.

Keywords: ClostridiumsepticumPCR, Diagnosis, toxialpha
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Clostridium perfringengyping in ruminants in south of Kerman province by PCR

Maijid Ezatkhal, Mojtaba Alimola€l, Mehrdad Shamsaddini B&ftMaryam Amin?

Department of Research and Technology, Kerman branch, Razi Vaccine and Serum Researci\gnisiititteal
Research, Education and Extension Organization (AREEO), Kerman, Iran

2Kerman branch, Razi Vaccine and Serum Research Institute, Agricultural Research, Education and Extension
Organization (AREEO), Kerman, Iran

*Corresponding author Mailing address: m.ezatkhah@rvsri.ac.ir

Introduction and Objectives: Clostridium perfringen$C. perfringenyis a gram posie, sporulating bacterium that is
extremelypathogenic and responsible for a wide spectrum of anaerobic diseases in animals and humans. This bacterium is
classified into five toxinotypes (A, B, C, D, and E). The aim of this stiadyClostridium perfringensyping in ruminants

in south of Kerman prance by PCR.

Materials and Methods: A total of 495 fecal samples wasbtained from different ruminargsmdanalyzedor typingC.
perfringensy multiplex PCRSpeci fi ¢ primers for of U, b, U, and s tox
Results: Out of 495 investigatesamples, 906 bacterial isolates were morphologically selected for microbiological ex
aminationOnly 53C. perfringenstrains were confirmed by multiplex PCR. Interestingly, the predonthaetrfringens

toxovar was typ@ (50 isolates), but also typ&s (3 isolates) could be identified as pathogens ruminants in south of
Kerman province. Other types©f perfringengB, C and E) were not detected.

Conclusions: The detection of toxigeniC. perfringensgsolates with PCR was performed for the first tim¢his area.

Results showed that multiplex PCR is a useful and reliable to@.fperfringensgenotyping in routine veterinary
diagnostics and epidemiological studies.

Keywords: Clostridium perfringend®?CR, Ruminants,d@ith of Kerman.
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222:¥ Impact of culture media kind on alpha toxin production of Clostridium perfringens

Amini M** Shamsaddini M Ezatkhah M, Karimabadi A
1-Department of Research and Development, Razi Vaccine and Serum Research Institute, south east Branch,

kerman

Introduction and Objectives: Clostridium perfringenphospholipase C (PLC), commonly known as alixént

is the lethal, dermonecrotic toxin produced by all strains and is considered a major virulence factor in clostridial
myonecrosis. ELISAs have relatively high sensitivity and can detect small amounts of toxin in samples
Materials and Methods: Three clture media, that are selected was liquid Thioglycolate medium, the base media
of c. perfringesand also c. novyi vaccine that contain pepton and the other nutrients. 10 Strains of C. perfringens
was cultured in these three culture medias and incubatd@ &t for 6 hours under anaerobic conditions.an
enzymelinked immunosorbent assay (ELISA) with antibodies specific to alpha toxins of C. perfringens was done
on all Culture supernatants by using a-Bid\lpha toxin ELISAcit. The results determined opticdénsities by

means of a microplate spectrophotometer with a 450 nm filter

Results Interpreting the results show that the presence of toxin in all samples was positive but there were
differences between ODs.

Conclusion: the amount of alpha toxin produceg & perfringensmay be influenced by the kind of the media.

Keywords: c. perfringes, culture medias, alpha toxin, ELISA
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gekle] Characterization of virulence determinants and antimicrobial resistance patterns
in toxigenic clinical isolatesof Clostridioides (ClostridiumXYifficile

Abdollah Bazarga#i*, Hamid Heidar}

1 Department of Bacteriology and Virolog8chool of Medicine, Shiraz University of Medical Sciences, Shiraz,

Iran

Introduction and Objectives: Clostridioides(Clostridium) difficile infection as a serious healthcargsociated
infection can causéfe-threateninginfectious diarrheain hospitalized patients. The aim of the study was to
evaluate the virulence determinants and antimicrobial resistance patteZnglifficile isolatesobtained from
hospitalized patients in Shiraz, Iran.

Materials and Methods: This study was performed on 45 toxigefiicdifficile isolates. Determination of toxin
profiles was done usingpolymerasechain reaction method. Antimicrobial susceptibility to emamycin,
metronidazole, clindamycin, tetracycline, moxifloxacin, and chloramphenicol were determined by the agar
dilution method. The genes encoding antibiotic resistance were detected by the standard procedures.

Results: The tcdA and tcdB geneswere deteded in 95.6% of the isolatescd A", tcdB"), and 4.4% of strains
harbourecnly one toxin associated geriedA ,&cdB"). The genes encoding CDT were also found inE%&3%)
isolates. Predominant toxin profil83.2%9 was A" B* CDT .oResistance to tecycline, clindamycin and
moxifloxacin were observed in 66.7%, 60% and 42.2% isolates, respectively. None of the strains showed
resistance to vancomycin, metronidazaledchloramphenicol. The distribution of tekemBgene was 57.8% and
thetetM andtetWgenes were found in 62.2% and 13.3% of the strains, respectively. The substitutions Thr82 to
lle in GyrA and Asp426 to Asn in GyrB were seen in moxifloxacin resistant strains.

Conclusion: Our datacontributesto the pesent understanding of virulence and resistance traits amongst the
isolates. Infection control strategies should be implemented carefully in order to curb the dissemin@ation of
difficile strains in hospital.

Keywords: Clostridioides(Clostridium) difficile, CDI, toxins, antibiotic resistance, Iran
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An invegigation of some Clostridium genus on cancer ther apy
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Spedadized Clostridia research laboratory, department of anaeobic vacdne research and production,
Raz Vacdne and Serum Research Ingtitute, Agricultural Research Education and Extension Organization
(AREEO), Karg, Alborz, Iran

Currently, cancer has one of the highes mortality rates worldwide. Common therapeutic approaches
(chemotherapy, radiotherapy and surgery) in cancer therapy are somewhat limited. Bacteria were known as
enemies in the past, but at present are known as friends. They have shown grea potential for cancer
therapy. Bacteria of many spedes demonstrate the amazing ability to attack and colonize solid tumars.
Succesful cancer treatment remains a mgjor challenge Asareault, aternative therapies for tumor therapy
are being sought. Oneof these is the use of live species of Clostridium, Clostridia is probably the most
widegread of all pathogenic baderia that produce the highed humber of toxins of any type of baderia.
Bacterial-based tumor-targeted therapy is an area of growing intereg and hdds promise for the treatment of
solid tumors. Upon systemic administration, various types of non-pathogenic obligate anaerobes and
faaultative anaerobes have been shown to infiltrate and seledively replicate within solid tumors. The
tumor specificity is based uponthe unique physiology of solid tumors, which is often characterized by
regions of hypoxia and necrosis. Prokaryotic vectors can be safely administered and their potential to
deliver therapeutic proteins has bean demonstrated in a variety of preclinica models. There are several
issues however that are still unknowvn and remain magjor challenges. Although pag reallts have fuelled
skepticism aboutits clinical use, recent promising findings emphasize the potential of Clostridium-directed
tumor therapy. In this lecture, using Clostridium as prototypical agents, | will discuss the maor
advantages, chall enges and shortcomings of bacterial systems for tumor-specific therapy.

Keyword: tumor-targeted therapy, nonpathogenic anaerobes, Clostridium
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eZ¥8 The first report of the blanom carbapenemase genes i8almonellaspp. isolates in

Kerman, Iran

Davood KalantaNeyestanaki Reza GhanbarpoyrSajad Aslari Sanaz Dehdashti

Department ofMicrobiology and Virology, Faculty of Medicine, Kerman University of Medical Sciences,
Kerman, Iran.

Department of Pathobiology, Faculty of Veterinary Medicine, Shahid Bahonar University of Kerman, Kerman,
Iran.

Correspondence:Dr. Sanaz Dehdashti, Depaent of Pathobiology, Faculty of Veterinary Medicine, Shahid
Bahonar University of Kerman, Kerman, Irdh. mail: sanaz.dehdashti@yahoo.com.

Introduction and Objectives: spreading of multidrug resistant (MDR) strainsSaimonellaspp. is an important

global health issue. In fact, these MDR strain§Safmonellaspp. act as a reservoir and subsequent horizontal
spreading of antibiotic resistance genes to-mmistant ong In this study, we aimed to identify the antimicrobial
resistance gene$léshy, blarem, blactx-w andblaypm) in Salmonellaspp., isolated from chicken feces by PCR
method.

Materials and Methods In this study, a total of 45almonellaspp. isolates were collected frazhicken feces

samples. The isolates confirmedZamonellaspp. by standard biochemical teatsl presence @htimicrobial
resistance genes includibtasny, blarem, blactx-v andblanpw determined by PCR methods.

Results: The results revealed that 16 (35.5%), 6 (13.4%) and 1 (2.3%glofonellaspp., carriedlarem, blanom
andblactx-m genes, respectively, whildasiy gene was not detected.

Conclusion: Theblarem, blanom andblactx-m genes are common among thenetotacterspp.,Escherichia coli
andKlebsiellaspp and numerous isolates from human patients, and some environmental niches such as water and
sewage and also recently have been isolated from farm (livestock) animals in China. Based on our results presence
of blarewm, blanom andblactx-w genes in invegated isolates indicates a serious alarm for the prevalence of these
genes and subsequent spread from animals to people. We recommended that the use of antibiotics in chicken food
must be tightly regulated to avoid such outcomes.

Keywords: Salmonella Antimicrobial resistance genes, PCR
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¥ES] Patient with MDR Chronic Suppurative Otitis Media: A Case Report

Mohammad Mahdi Karimi YazdilGita Eslamil, Mansoor Kodoril, Marzieh Taheri4, Alireza Karimi Yazdi3,
Zohreh Ghalavand*1

Department of Microbiology, Medical School, Shahid Beheshti University of Medical Sciences, Tehran, Iran

2Department of Otorhinolaryngologyead and Neck Surgery, Imam Khomeini Educational Complex Hospital,
Tehran University of Medical Sciences, Tehran, Iran

SDepartment of Medical Biotechnology, Biotechnology Research Center, Pasteur Institute of Iran, [Tahran,

Introduction and Objectives: Chronic inflammation of middle ear is defined as chronic suppurative otitis media
(CSOM). Infection can cause complications such as mastoid abscess, deafness, meningitis, and intracranial
abscess. The most common bacteria isolated from CSOM.aaeruginga, Staphylococcus aureuBroteus
mirabilis, Klebsiella pneumoniaandEscherichia coli7, 8]. CSOM caused bp. aeruginosausually is treated

with topical ciprofloxacin. One of the mechanisms behind fluoroquinolone resistances (FRs) in bacteria such as
P. aeruginosais mutations irgyrA andparC genes.

Materials and Methods A 24-yearold male patient with CSOM was reported. CSOM was prolonged for ten
years and physician prescribed topical ciprofloxacin drops, pus suctioning and ear pH alteratiozatient
wasnot effective and the patient came back to the
resistance investigated with disc diffusion method for ten antibiotics. We investigated three fluoroquinolone
resistance genes includiggrA, parC, andnfxBby polymerase chain reaction (PCR) (Table 1).

Results: P. aeruginosawas isolated as the cause of CSOM and the isolate was resistant to ciprofloxacin,
aztreonam, imipenem, gentamicin, doripenem, cefepime, levofloxacin, amikacinsaegtile to colistin and
ceftazidime. We observed two mutationgimA and eight mutations infxBgenes. parC gene had no mutation.
Conclusion: CSOM is a major public health concern associated with hearing loss. Mutatmn#iparC, nfxB

genes areie main causes of fluoroquinolone resistance (FRs) including ciprofloxacin resistance [8]. Any change
in the structure of the middle ear can cause CSOM. In our study, the first mutatiogynAlgene (threonine 83
isoleucine) was similar to the study Xifaoyan Yanget al.in 2015 [14].The routine and primary treatment for
CSOM did not seem sufficient and tympanomastoidectomy is suggested to be the best treatment approach for
these patients.

Keywords: Pseudomonas aerugingsa fluoroquinolones resistance, suppurative otitis media,
tympanomastoidectomy.

90



Kerman University of Medical Sciences

20" International Congress of Microbiology
27- 29 August 2019 Kerman, Iran

Topic: Antimicrobial Resistance

High prevalence of phylogroup B2 in EtendedSpectrumb-Lactamase producing

Escherichia coliisolates in patients withurinary tract infectionsin Tehran

Masoumeh RasoulinashliFereshteh Shahcheragihilohammad MehdiFeizabadi, BahramNikmanesB, Azade
Hajihasani, Mohammad Mehdi Aslahi

1. Departmenbf Bacteriology Microbiology ResearclCentre Pasteuinstituteof Iran, Tehran

2. Department of Microbiology, Faculty of Medcine, Tehran University of Me@c#&nce, Tehran, Iran
3, Department of Medical Laboratory Sciences, School of Allied Medical Sci@eemtment of Microbiology,

Faculty of Medcine, Tehran University of Medical Scignbehran University of Medical Sciences, Tehran, Iran.

Introduction and Objectivess Uropathogeni&scherichia coli(UPEC) are the major causing afinary
tractinfectiors (UTIs).Incidence of UTI due tdulti-drug Resistanand ExtendedSpectrum Betd.actamases
(ESBLs) producindescherichia col{E.coli) areincreasing worldwideMost E. coli strains are classifiednder
four main phylogeny groups B2, B1, A, and The present study was carried outd@terminationcommon
phylogroups inESBLs producinge.coli inchildrenwith UTlIs.

Materials and Methods Current study was carried out between April 2017 to January 2018 in 100 igbledéd
from urine of children witlsymptomatidJTI in Tehran; IranScreening foESBL-producingE. coliisolateswas
done bystandard methods according to CLSI 2017 guidelinebylogeneticgrouping of all positive ESBL
isolates were done by using of the triplex P@fethod using by based eombination of three genetic markers
chuA yjaAandTspE4.C2

Results: The ESBLswere detected in 100 of 2ZB.coli isolates. Among these, the predominant phylogenetic
group was B2r{=84; 76.3%), followed by A/Cnc15; 13.7%) and DnE9; 10 %).

There was astatisticallysignificant difference between phylogeny groups aattibiotic resistance to
ciprofloxacin 69% in group B2)trimethoprim + Sulfamethoxazol®0% in group B2) andnitrofurantoin
(18.2% in group A vs. 7% in groupB2All the isolates ofE. coli group D wee sensitive taitrofurantoin
and amikacin. Due to high prevalence to resistance to ciprofloxacin (62% in ESBL pissitates), it isis
suggeted thaftciprofloxacin as empirical therapy for UTI should be reconsidered.

Conclusiont Our studyshowed thaphylogroup B2 and Dwas significantlyassociated to highly antibiotic

resistance than group A.

Keywords: urinary tract infection, extended spectrbractamases, phylogenetic group
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Epidemiology of urinary tract infection and antibiotic resistance pattern ofE. coli

in patients referred to Shahid Beheshti hospital in Zanjan, Iran

Sahar Serajidnmohammad mohyeddin kazeméji8iamak Heidarzadéh
Departmentof Medical Laboratory Sciences, School of Paramedical Sciences, Zanjan

University of MedicaBciences, Zanjan, Iran.

Department of Biochemistry, Payame Noor University, Branch of Tel8hargh, Tehran,

Iran.

Department of Microbiology and Virology, School of Medicine Sciences, Zanjan University of

Medical Sciences, Zanjan, Iran.

Introduction and Obijectives. Urinary tract infection (UTI) is one of the most common bacterial infections.
Antibiotic resistance patterns vary in different regions. According to the increasing antibiotic resistance among
strains ofE. coli, aim of this study was to determine the current pattern and also to investigate changes in the
antibiotic resistance patterns®f coliin outpatients referred to the Shahid Beheshti hospital in Zanjan.

Materials and Methods: In this study, 3225 urine s@les were examined during a twelve months period from
December 2016 to AprR017. Theywere all cultured and then examined Ercoli. Morphological study and
identification of isolated bacteria by differential biochemical tests and using hot dyeirg peeiormed.
Antibiogram profile of the bacteria was determined by digfusion test (KirbyBauer) according to CLSI
standards.

Results: The urine test result was positive in 552 (17.11 %) patients of 3225 eligible ones. The most common
isolated bactea wereE. coli; 464 (84.05%). Based on the results of antimicrobial resistance test, the highest
resistance was with emimoxazol (50.64%), nalidixic acid (47.41%), ceftriaxone (24.35%) and ciprofloxacin
(20.47%). Furthermore, the lowest resistance beldrig nitrofurantoin (5.81%), amikacin (6.68%), ceftizoxim
(8.40%) and gentamicin (12.28%), respectively.

Conclusion: The highest sensitivity was to nitrofurantoin and the highest resistance wasttion@azol.
According to the data, the treatment of 9Bhould be done according to the susceptibility and resistance pattern
of the area in order to prevent the occurrence of a drug resistance and treatment failure that leads to the
complication of the infection.

Keywords: Antibiotic resistance patteri,. mli, Urinary tract infections.
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Prevalence of plasmidmediated AmpC in clinical isolates ofEscherichia coliin

Gazvin

Parisa Ari$, Saeedeh RobatjaziAmir Hossein KashahiFarhad Nikkhah¥

IMicrobiology Department, Qazvin University of Medical Sciences, Qazvin

Introduction and Objectives: One of the causes of resistance to third generation cephalosporins is production of
AmpC betalactamases which can be encoded by chromosome or plasmids. The purpose of this study was to
determine the prevalence of six plasrmddiated AmpC (pAmpC) amorigscherichia colisolates in Qazvin.
Materials and Methods: The 196 isolates d&. coliwere collected from patients with different infections during
2018 to 2019 from four hospitals in Qazvin. For all isolates, antimicrobial susceptibility tsticefoxitin (30

pg) was performed using the KirbBauer disk diffusion method and the reswtse interpreted according to the
Clinical Laboratory Standards Institute guideline€R was performed on neusceptible cefoxitine isolates for
detection of six plasmithediated Amp&pecific families (MOX, FOX, CIT, EBC, DHA, and ACC).

Results: With respect to phenotypic resistancecefoxitin, 32 isolates were nesusceptible taefoxitin (28
resistant and 4 intermediate susceptible). The prevalence of pAmpC families momssgsceptible cefoxitifk.

coli isolates was 34.3%. In other words, thespiad-mediatedampCgenes were detected in 11 out of 32 isolates
which 7 isolates from three different hospitals were found to hdtaer gene and 4 isolates from a hospital
carriedblapna gene. However, the remainingumpC families including MOX, FOX, BC, and ACCwere not

were not detected in our isolates.

Conclusion: In this study, we showed that more than-timed of nonsusceptible cefoxitin isolates harbored at
least ongpAmpC families Further studies are needed to find the cause of cefoxitin resistance among remaining
nonsusceptiblésolates which is probablydei at ed by ¢ hr dactansasemal AmpC b

Keywords: Escherichia coliplasmidme d i a t e dlacfammgseS (pAmpCRrevalence
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pneumoniaesolates from educational hospitals in Qazvin

Mehdi Bakht, Sara Rahinj Mojtaba Niazadeh Amir Hosein Kashafj Farhad Nikkhal

1 Microbiology Department, Qazvin University of Medical Sciences, Qazvin

Introduction and Objectives: Advent of resistance to beta lactam antibiotics in Gram negative pathogens,
especiallyEscherichia coliand Klebsiella pneumonia f r equent |y r esul t-lactathaseom t he
enzymes. In the Enterobacteriaceae, AmpC enzymes are encoded by either chromosomal empliateidl

genes. Majority of the plasmiche d i a t e dlactamgseS cab be founddebsiellaandE. coli. K. pneumonia

i s mostly pl as mladamase (PABis) produceh 1Bipc€ PABIs represent a new threat of spread
to other organisms within a hospital or geographic region, the aim of the study was to evaluate the occurrence of
PMABLSs in clinical i®lates ofK. pneumonia

Materials and Methods A total of 183Klebsiella pneumoniasolates were recovered from urine culture of
patients admitted in four major educational hospitals of Qazvin city, betweer?201¥ 9. Scr een-i ng for
lactamase producin was done using cefoxitin disks. Confirmatory phenotypic identifications were done for the
Cefoxitin-resistant isolates using Boronic Acid for combined and AmpC induction tests using azteronam,
amoxicillin- clavulanic acid and ceftazidime disks. PCR wsad as the genotypic confirmatory test using DHA,

CIT, MOX, FOX, EBC and ACC primers.

Results: The AmpGproducing isolates among all identified K. pneumonia were 18% (32/183) as detected by
cefoxitin screening method. Among AmgiEoducing isolates, 9%8(33) were positive for AmpC by combined

disc method (Cefoxitin and Boronic Acid) and induction test. Eighteen percent (6/33) and 12% (4/33) of AmpC
producing isolates were positive for presei¢® andDHA Plasmidmediated AmpC genes, respectively. Other
PABL genes includindACC, EBC, MOX andFOX were not found among Ampf@roducing isolates.

Conclusion Accurate and fast identification of AmpC bédt@tamases using combined disc method (Cefoxitin

and Boronic Acid) and induction test in the routine diagoasiicrobiology laboratories can help reduce the
burden of these pathogens.

Keywords: AmpC betalactamaselebsiella pneumonigeazvin
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iste] Effect of lactobacillus plantarum consumption on hematologic parameters irats
with bone marrow inflammation
Sajedeh MahpishanigrFereshteh GhandeharMehrnosh Faterhi

Department of Microbiology, Falavarjan Branch, Islamic Akbdversity, Isfahan, Iran

Introduction and Objectives: Bone marrow inflammation is a disease that affects the entire bone. The most
important pathogen responsible for this disease is Staphylococcus aureus which penetrates the osteoblasts from
the immune gstem and therefore does not respond to common antibiotic treatments. It has been recently shown
that Probiotics enriched with selenium have a high inhibitory effect on pathogens. in the present study Effect of
lactobacillus plantarum consumption on héohagic parameters in rats with bone marrow inflammation Was
investigated After induction Bone inflammation with Staphylococcus aureus.

Materials and Methods in this study the number of 26 male wistar rats was prepared and divided into 6 separate
groupsincluding: control group(infected with staphylococcus areus), group infected with staphylococcus areus

that treated with lactobacillus plantarum, group inoculated with staphylococcus areus that treated with selenium
enriched lactobacillus plantarum, Rier ng t he f oot bone and injecting 100 ¢
has done in group that was inoculated with staphylococcus areus. after treatment, blood sampling was directly
performed from the animal heart. The number of blood cells anditioieixes were analyzed using MINDRAY

CBC device. After the completion of blood sampling, the bone marrow of the right leg of the rats was carefully
separated from the middle of the bone and then homogenized in Serum Physiology buffer, and then trensupernat

i solated after centrifugation. 100 €l of supernatant
37°C for 24hrs. the number of bacteria was counted after incubation.

Results: Results showed that the level of White blood cells in groupculated with staphylococcus
areus(PO0/001) and group inoculated with staphylococc
increased. Although the level of them were increased in group infected with staphylococcus areus that treated
with selenium enriched lactobacillus plantarum, but there was no significant difference with control group. The
variations in other factors in the experimental groups were not significant in comparison to the control group.
Number of single Staphylococcus awsaolonies in group inoculated with staphylococcus areus and in group

that treated with selenium enriched lactobacillus plantarum, was significantly decreased in compared to group
inoculated with staphylococcus areus .while the number of this colonigup treated with lactobacillus

plantarum showed no variation in compared to group infected with

staphylococcus areus.

Conclusion: It seams thatelenium enriched lactobacillus plantarum reduced infections caused by staphylococcus

ar eus t lantiexidagtlandiarttiliasterial activity and thos leads to reduction of white blood cells and number

of staphylococcus areus colonies. While other blood parameters are not affected by this condition.

Keywords: Acute bone marrow inflammation, Staphylococcres, lactobacillus plantarum, Selenium
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Introductio n and Objectives: Pseudomonas aerugingsa common Grammegative bacterium in hospital
acquired infections, is an opportunistic human pathogen that exhibits intrinsiednugjtresistance and causes
death in many burn victims, cystiibrosis and neutropenic cancer patients. It is knownRbhag¢ruginosabiofilm
maturation and production of celbsociated and extracellular virulence factors are under the control of a guorum
sensing (QS) system. Among several proteins involved i theruginosaS network, LasR, PgsR and RhIR

play an importanrole in its cascade signaling system. In this reseaitdmin E used as an antibacterial agent

for the first time, based on the structure similarity with PgsR ligand, called PQS.

Materials and Methods: Effect of Vitamin E was investigated in both blofiformation and virulence factors
production including pyoverdine, pyocyanin and protease. The effect of vitamin on other major QS pathways was
also evaluated. Moreover, the compounds used in combination with tobramycin to estimate whether its activity
erhanced again®. aeruginosaFinally, in silico docking analysis was performed to assess possible interactions.
Results: Vitamin E not only suppress biofilm formation but inhibit virulence factors and homoserine lactones
(HSLs) production as the main coaments in other QS pathways Bf aeruginosa Vitamin E also showed
synergistic effect with tobramycin against the pathogen.

Conclusion: This is the first report on ar@S and antbiofilm activity of vitamin E. These findings suggest that
vitamin E can be used as potential inhibitors to comr@eruginosgathogenicity.

Keywords: Vitamin E; Biofilm; Pseudomonas aeruginggauorum seriag; PgsR
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Introduction and Objectives: Salmonellais agenusbacillusgramnegativebacteriaof the Enterobacteriaceae
family. Salmonellas the causative agent of bacillary white diga and fowl typhoid in poultry.

Materials and Methods: At this studysampling was done from 150 cases of bd0ilerswasreferred to Urmia
university veterinary clinic; and nine of them was infected ®ihmonella

After necropsysampling was donefromr oi | er s &8 | icelencompohbentk. aftersl@hdncubaiond
Selenite F Brotimedium we have growibacteriasn Brilliant Green Agar (BGAMmediumand separate negative
lactose colonies; we did IMVIiC aniS| testes on negative lactose colori@sdefinitive detection.

Antibiotics were used as a plate and it was inclucteimon antibiotics used

Foranti biotic sensitivity test (anti bMdle-HiatonAga(et gr own
H Agar) medium; after 24h incubation, we put antibiotic plates in medium and then incubate it for 24h.
Results: We recognize that enrofloxacin and ampicillin are the most powerfutHedtive antibiotics against
salmonellosis and all of theamples had resistance against tylosin and tiamulin.

Conclusion: overuse andinnecessary use antibiotics are one of the main reason for antibiotic resistance and
according to this article the best antibiotics for agaabnhonellosis are enrofloxaciampicillin, flumequine, and
neomycin.

Keywords: Salmonellosisantibiotic, poultry
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Antibiotic resistance plasmids gene profile inStaphylococcus aureugsolates from burn
patients
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1- Burn & Wound Healing Research Center, Shiraz University of Medical Sciences, Shiraz, Iran
2- Bacteriology & Virology Department, Medical School, Shiraz University of MaldBciences, Shiraz, Iran

Introduction: Bacterial resistant to antibiotics, especially those that are multidrug resistant, are increasingly
major health care problem around the world. The antibiotic resistance of bacteria is achieved through the concerted
activities of mobile genetic elements. These elements are able to move within or between DNA molecules, which
include insertion sequences, transposons, and gene cassettes/integrons, and those that are able to transfer between
bacterial cells, such as phaigls and integrative conjugative elements. This study aims to outline the presence of
the antibiotic resistance plasmid gené&itaphylococcus aurepas one of the hospital pathogens.

Materials & Methods: Total of 295 isolates were obtained from burngras during one year (January 2018 to
January 2019). Isolates were evaluated for detectidh afureushy standard biochemical and bacteriological

tests. Antibacterial Resistance pattern was determination by disk diffusion method (CLSI 2018). Confirmed
samples were extracted for plasmid by MAXI preparation alkaline lysis with SDS. By using specific primers,
resistant genedlaz, dfrA, ermB erm( ileS, mphBMandmsrA) were investigated by PCR method on extracted
plasmids.

Results Out of 295 isolates,331.52%)S. aureusvere detected. The frequency of studied genes were as follows:
blaz 91(97.8%)dfrA 85(91.4%)ermB 26(28%)ermC 87(93.5%)ileS20(21.5%) mphBM85(91.4%) anansrA
74(79.6%). The prevalence of antibiotic resistance genes showealsthaificant correlation was found between

the behavior of these antibiotic resistance and antibiotic resistance plasmid genes.

Conclusion: The plasmids plays a central role in facilitating genetic exchange and promote the acquisition and
spread of antiiotic resistance genes among prevalent staphylococcus isolates. This exchange is a perilous step in
formation and increasing the risk of missing antibiotic treatment of Staphylococcus bacteria.

Keywords: Staphylococcus aureuBurn patientsAntibiotic resistance, plasmid
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kY Lytic effect of specific bacteriophage cocktail againstSalmonella (enteritidis,

typhimurium, and infantis)in HEP2 cell line

Mohammad reza Esmaeil zadghahra Rajasi Mohammad Mehdi Soltan dallat

1. Division of Food Microbiology, Department of Pathobiology, School of Public Health, Tehran University of
Medical Sciences, Iran

2. Food Microbiology Research Center, Tehran University of Medical Sciences, Iran

Introduct ion and Objectives: Salmonellosis is one of the most important infectious diseases among humans and
animals, and it has many problems in response to common antibiotic treatments. Today, due to the emergence of
drug resistance to antibiotics, there showddatgood alternative to drugs. Bacteriophages or phages for short, are
viruses that attack bacteria and destroy them. Due to their specific properties, the Iytic bacteriophages can be
considered as an appropriate choice for the treatment of infectioaselise

Materials and Methods: Standard strains @dalmonella(enteritidis typhimuriumandinfantis) were prepared

from the Faculty of Veterinary Medicine, University of Tehran, and their specific bacteriophages were isolated
using soft agar methoth the next step, the direct effect of each strain on the target cell line was investigated, and
the effect of the inoculated bacteriophage was studied individually and finally as a cocktail on the strains
mentioned.

Results: Particular plagues of bacterioges isolated frorsalmonellawere specific to eackalmonella and had

no lytic performance against othealmonellaand other intestinal pathogenic bacterighe binding and
pathogenicity ofSalmonellastrains and cocktails prepared, as was expectedpwostve after inoculation, as

well as their lytic function, were observed.

Conclusion: Overall, due to the increasing prevalence of antibiotic resistance asatmgnellaand concerns

about their treatment, it is anticipated that in the future, theseepltag well be used as a proposed for disease
control and prevention, both vivoandin vitro conditions.

Keywords: SalmonellaBacteriophage, Salmonellosis, HEP2 cell line
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Antibiotic resistance and prevalence of Extended Spectrum-fiactamase (ESBL)

in non-infectious children under three years old in Ahvaz city

Fahimeh Mahmoo#i Dr. Seyedeh Elham RezatofighDr. Mohammad Reza Akhohd

aBiology department; Faculty of Science; Shahid Chamran University of Ahvaz; Ahvaz; Iran

®Department of Statistics, Faculty of Mathematics and Computer Science, Shahid Chamran University of Ahvaz,

Ahvaz, Iran.

Introduction and Objectives: Escherichia cdlis one of the first bacterial species that is colonized in the
gastrointestinal tract of newborns and could be an important source of antibiotic resistance genes.-Extended
Spectrum Bactamase (ESBLE)roducing bacteria are worldwide significant thrddte aim of the present study

was investigation of the antimicrobial resistance and prevalence of Extended Spectractafase (ESBL)
amongE. colistrains isolated from feces of ndnfectious children under three years old in Ahvaz city.

Materials and Methods. Two hundred one stool samples were collected frominfattious children and
cultured to isolat&. colistrains. Antimicrobial resistance pattern of isolates was detected usingBédsy disk

diffusion method. The investigated antibiotics werduded nalidixic acid, ampicillin, tetracycline, cefotaxime,
ceftazidime, trimethoprirsulfamethoxazole, ciprofloxacin, and gentamycin. ESBaducing isolates were
detected by combined disk (CD) test. The CD method was performed using cefotaxinsiroefotavulanic

acid and ceftazidime, ceftazidimeavulanic acid.

Results: The highest resistance was observed against ampicillin (64.7%). The percent of resistance related to
nalidixic acid, tetracycline, cefotaxime, ceftazidime, trimethopsitfametoxazole, ciprofloxacin, and
gentamycin was as follow: 43.8, 42.3, 49.8, 40.8, 50.2, 25.4 and 6.5 respectively. Of these isolates 31 (15.42%)
strains were ESBL carries.

Conclusion: Our study showed high resistance to antimicrobial agents among comiisetetak; therefore, the

control of antibiotics use is necessary. The prevalence latfamases leads to a high resistance to antibiotics,
especially Blactams and ultimately leads to an increase in infectious diseases.

Keywords: CommensaEscherichia coliantibiotic resistance, Disc diffusion method, ESBL

100



Kerman University of Medical Sciences

20" International Congress of Microbiology
27- 29 August 2019 Kerman, Iran

Topic: Antimicrobial Resistance

(2 Detection ofbla-IMP, bla-VIM and bla-spmgenes among®seudomonaseruginosa

isolatedfrom clinical isolates in Tehran, Iran

Neda Yousefi NojookambariRohollah Taghadd%iSajjad Yazdansetad

Department of Microbiology, School of Medicine, Shahid Beheshti University of Medical Sciences, Tehran, Iran

Department of Microbiology and VirologiKerman University of Medical Sciences, Kerman, Iran

Department of Microbiology, School of Medicine, Golestan University of Medical Sciences, Gorgan, Iran

Introduction and Obijectives: Carbapenems areonsidered firstine drugs for the treatment of muldrug
resistant bacteria, includin@seudomonas aeruginasdnfortunately, carbapenennesistantP. aeruginosa
(CRPA) has been increasing in recent yedhe aim of this study was to determine antibiotic susceptibility
patterns and metallbetedactamase (MBLImediated resistance in clinidal aeruginosasolates.

Material sand methods:In this crosssectional study, 27Bseudomonas aeruginosmlates were collected from

the various clinical specimens in Tehran hospitals from 2014 to 2Aftér identification of isolates by
biochemical tests then antibiotic susceptibility and detection of MBLs using the ZBabgr and combined
doubledlisk synergy test methods, respectivdle frequency obla-IMP andbla-VIM andbla i SPMamong

MBL producingP. aeruginosavas investigated using Polymerase Chain Reaction (PCR).

Results: In this study, cephpodoxim and polimixin with 98.6% and 1.7% resistance showed the highest and lowest
resistance against isolates. Moreover, 165 (61.1%) of isolates were detected as multi drug resistance strains. A
total of 270 isolates, 112 (41.4%) ist@a were carbapenemesistant. From 112 isolates, 51 (45.5%) isolates
were metallebetalactamase producer which 48 isolates (42.8%) and 33 isolates (29.4%) béailidE-1 and
blavIM -1 genes, respectively. Also 12 (10.7%) isolates carried both obli®P and blavIM genes
simultaneously.

Conclusion: The prevalence of MBl-producingPseudomonas aeruginostrains detected in this study is a main
concern and highlights the need for infection control measures are needed to prevendigémination of

these organisms.

Keywords: Carbapenem, Metallbdactamase geneBseudomonas aerugingsaCR, MDR
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Diagnosis and Identification of Macrolic Resistance (Clarithromycin) Mycoplasma

Pneumoniain Patients with Respiratory Tract Infections in Tehran, Iran

Hanie Beikmohammadlilman Pouladi Mohammad Reza ZolfaghdriMohammad Niakah) Reza Mirnejag
Ghasem azini

Department of Microbiology, Islamic Azad University, Qom Branch, Iran

Department of Medical Microbiology, Faculty of Medicine, Shahed University of Medical Sciences, Tehran, Iran.
Molecular Biology Researc@ienter,Systenbiology and Poisoning institutBagiyatallah University of Medical
Sciences, Tehran, Iran

Departement of Internal diseases, Shahid mostafa khomeni Hospital, Tehran, Iran

Introduction and Objectives: Mycoplasma pneumonias one of the major causes of community acquired
pneumonia (CAP).Macrolics are used as the primary treatment for pneumonia causedytyplasma
pneumoniaghat in recent years, the widespread use of macrolics has led to the rapid and global emergence of
macrolic resistance thlycoplasma PneumonidMRMP) as a result ofhe nucleotide displacement at specific
positions in the domain V of the 23SrRNA gene.

Materials and Methods: In this study, 100 samples of throat swab were collected from patients with respiratory
tract infections. After the extraction of the DNA of trenyles using Roch kit, PCR technique was performed

with specific primers for P1 gene fdycoplasma pneumoniagpecies and 23SrRNA gene and then was
performed foMycoplasma pneumonid¢lC samples with microdilution broth with Claritromicine antibicgicd

finally, the PRC product of 23SrRNA gene was sequenced to detect mutations associated with macrolic resistance
in the V domain of the 23SrRNA gene.

Results In this study, using specific primers, 6 cases (6%) were reported positiviydoplasma pneumcaae

species. Also, after analyzing the PCR sequence of the 23SrRNA gene, one it was specified that one of the samples
indicated a mutation in the A2431G and G2491A positthiasby measuring MIC amount, all of the positive
samples forMycoplasma pneumoniagpecies and 23SrRNA genes were susceptible to the Clarithromycin
antibioticandno macrolic resistance was reported for clarithromycin antibiotics.

Conclusion In this study, after analyzing the PCR product of 23SrRNA gene, no macrolic resistance in
Mycogdasma pneumoniavas reported against clarithromycin antibiotic. Therefore, in order to prevent the
emergence of macrolic resistancéipcoplasma pneumonlRMP in Iran, the use of macrolic antibiotics should

be limited.

Keywords: Mycoplasma Pneumonidacrolic Resistance, Clarithromycin, 23SrRNA gene
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Identification of Metallo -beta-lactamase (MBL) producing inEscherichia coliby phenotypic
methods and PCR

Farshad Kakialh) Mohamad hosaein RezadsehnamZamanzagt

IDepartment of Bacteriology and Virology, School of Medicine, Shiraz University of Medical Sciences, Shiraz,

Iran
2Cellular and Molecular Research Center, Shahrekord University of Medical Sciences, Shahrekord, Iran

SDepartment of MedicaBacteriology, Shahrekord University of Medical Sciences, Shahrekord, Iran

Introduction and Objectives: Among urine pathogengscherichia colicauses 80% of urinary tract infections.

Due to destruct nature of penicillins, cephalosporins and carbapenémsh@vexception of manobactam, such

as aztreonam), carbapenemase enzymes have created many problems for treating infectious diseases. The study
aim was to investigate the phenotypic and molecular characterization of MBL genes prodEcedlbgolates

in an educational hospital 2016

Materials and Methods: In this crosssectional study, 80 UTI samples affectedehycoli were investigated. To
identify MBL enzyme producing strains, phenotypic tests containing Modified Hodg Test, EDS Test and AmpC
Disk were performed. The frequency of VIM and IMP genes were determined by PCR.

Results:Between 8(.coli samples, phenotypic tests including, Modified Hodg Test, EDS Test and AmpC Disk
Test showed the positivity df5(18.75%), 15 (18.75%) and8(10%) isolates, respectively(P<007). PCR test

result for VIM gene wag9 (23.75%) positive isolated fronk. mli, but IMP gene was not observed in any of the
isolates( P<0.001).

Conclusion: The emergence of.Eoli producing MBLs enzymes is a serious threat amongst clinical infections.
The findings ofthis study indicated the presence Bfoli producing MBL. Tkese enzymes can degrade
carbapenems antibiotics, the last class current treatment of MDR infections.

Keywords: E.coli, drug resistance, VIM, IMP
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Karbasizadeh

Department of Bacteriology and Virology, Faculty of Medicine, Isfahan University of Medical Science, Isfahan,

Iran

Introduction and Obijectives: Biofilm-associated infections causedAginetobacter baumannii amxtremely
tenacious to antibiotic treatment. According to this fact, phage therapy is a good choice for alternative treatment.
The aim of this study is to investigate the phage effe&.draumannibiofilm formation.

Materials and Methods: The clinical bacteria that isolated were confirmed by phenotypic and PCR method with
bla oxa gene, then among of them MDR isolates with disk diffusion method, chose forifuréstigation. The

MIC method was performed accroding to CLSI 2018. Biofilm formation was measured by microtitre plate. Phage
isolation from the environment was performé&thally, the effect of phage was testaul thebiofilm formation

of A. baumanniby coi incubation.

Results:Fifteen MDR isolates detect and in the MIC test, demonstrate the high resistance value, also in the biofilm
formation assay 60%, 26.6% and 13.3% of isolates show strong, moderate and weak biofilm formation
respectively. among of tse isolates one isolate, that has strongest biofilm and the most resistance, choose for
the effect of phage in Mol 10, 1, 0.1, 0.01, 0.001. our study demonstrates that the phage in Mol 0.01 has the best
effect on the biofilm formation of that bacteria.

Conclusion: Our study demostrate that phage in Mol 0.01 could be effective in eradication of biofilm formation

in Acinetobacter baumannikfficient bacteriolytic activity and significant reduction of the bacterial biofilm
suggests its therapeutic potentiabie used to treat infection causedfypaumannii.

Keywords: multi-drug resistant Acinetobacter baumannii, biofilm, phage, phage therapy
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m Comparative Evaluation of the Prevalence of Extended Spectrum Betkactamases (ESBLS)

Producing E. coliin Fecal and Urine Samples of Women with Community Acquired UTIs

Zahra Nazi*, Abdollah DerakhshandéhSahar Zarg Maliheh Akbarzadeh NiakiMaryam Bahado#r, Mohsen
Alinejad®

! Department of Pathobiology, School of Veterinary Medicine, Shiraz University, Shiraz, Iran

2 Department of Pathobiology, Biotechnology Section, School of Veterinary Medicine, Shiraz University, Shiraz,
Iran

SFaculty of Medicine, Kerman University of medical sciences, Kerman, Iran

Introduction and Objectives: UropathogenicE. coli (UPEC) which are the principal agent of urinary tract
infections (UTIs) can originate from intestinal microbiota or from vaginal microbiota, contaminated foods and
environments. The ability of commensal or uropathogEnicoli to produce extended spectrinetalactamases
(ESBLSs) result in resistance to the bitetam antibiotics that are important drugs for treatment of UTIs. So, the
aim of this study was to evaluate and compare the prevalence of8BuUcingE. coliin fecal and urine samples

of womenwith community acquired UTIs.

Materials and Methods: During seven months, fecal and urine samples were collected from 3®apitalized
women with UTIs who referred to different hospitals of Kerman, Iran. The 60 samples were directly cultured on
MacCorkey agar and lactogermenting colonies were confirmed Bscoli by conventional biochemical tests.
Susceptibility of the 60 isolates to cefotaxime, ceftazidime, and ceftriaxone were analyzed badigry
method. To determine the ESBL activity, theladges which were resistant to at least one of the tested antibiotics
were submitted to phenotypic confirmatory test using cefotaxime disks with and without clavulanic acid according
to CLSI guidelines.

Results: Prevalence of resistance to cefotaxime wa% vs. 28.5% in fecal and urindgy coliisolates. These
prevalence for ceftazidime and ceftriaxone were 13.3% vs. 21.4% and i€).0%2%, respectively. Totally, six
(10%) E. coliisolates were confirmed as ESBfroducer. Rates of ESBYmositive E. coli in fecal and urinary
isolates were 3.3% and 17.8%, respectively.

Conclusion: Comparative evaluation of the prevalence of antibiotic resistance and rate of ESBLs activity in fecal
and urinaryE. coliisolates revealed no significant differen&>0.06). The data warns increasing of resistance

to betalactam antibiotics irkE. coli which could limit the therapeutic options and increase the mortality rate of
UTlIs patients.

Keywords: Antibiotic resistance, ESBLs, UTIs, Commensal and uropatho@ertoli
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In vitro Synergistic Effect of Vancomycin and some Antibacterial Agents against

Clinical Methicillin -Resistant and SensitivéStaphylococcus aureulsolates

Hamideh MohammaeBerenjestanak?, Ezzat Allah Ghaerij Hesamaddin Shirzaéiskis, Vahid Khori*

Department of Microbiology, Golestan University of Medical Sciences, Gorgan, Iran
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Ischemic Disorders Research Center, Golestan University of Medical Sciences, Gorgan, Iran

Introduction and Objectives: Methicillin-resistantStaphylococcus aureuUdMRSA) can be responsible for
seriouslong-term infections. Sometimes monotia@y can be ineffective for the treatment of these infections;
hence, it is hypothesized that combined drug treatment can be more potent in these cases. The aim of this study
was toinvestigatethe synergistic effect of vancomycin and eight other antibattggents, in order to identify

the best combination pattern in the management of MRSA.

Materials and Methods: AZDAST (Ameri-Ziaee Double Synergism Test), doubliec, checkerboard, and time

kill methods were used to assess the synergistic effect isddteés ofStaphylococcus aureu$. aureuy

including 22 MRSA and two MethicillisensitiveStaphylococcus aureSSA). Furthermore, based on the

results, handmade combinadtibiotic discs were prepared to evaluate the results of the checkerboatiitheand

kill methods at the plate level.

Results: All the isolates were sensitive to vancomycin, linezolid, and daptomycin. Furthermore, penicillin had

the highest resistance (100%) in all isolates. The synergistic activities were observed, when thecianzasny
combined with the imipenem, using three dotdiike, checkerboard, and tirkél methods. The sulminimum

inhibitory concentration (MIC) amount of the combined discs could increase the diameter of the inhibition zone,
confirming the results.

Conclusion: The data obtained from this study suggested that vancomycin and imipenem together, even at sub
MIC, could be effective against MRSA and MSSA infectiddased on the resulthedoublediscand combined

discs tests can be valuable forashibuse screening in the hospibestl s@ | ab
combineddrugs for therapy of MRSA infections.

Keywords: Staphylococcus aureuBIRSA; MSSA; Vancomycin; Synergy; Antimicrobial drug.
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Prevalence of Hemolysins immethicillin resistant Staphylococcus aureussolates of

healthy community
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“Higher education institute of Ra®ashid, Tabriz, IRAN

Introduction and Objectives: Methicillin resistant Staphylococcus aureus (MR3#)the main cause of
infections ranging from minor skin infections to serious étifens in hospitals and community settingdpha
hemolysin (hla) and beta hemolysin(hlb) are the most common sufadtals inS. aureusThecurrent study is

aimed to detect hla and hlb genes in nasal methicillin resiStantreussolates in the student population.

Materials and Methods: A total of 400 samples were obtained from the nasal of students' schools in areas 1 and
3 at Tabriz city After confirmation ofS. aureusstrains by standard biochemical tests, the antibiotic resistance
pattern was determined by disk diffusion method. Phenotypic test of MRSAwtsiperformed usingxacillin

30 €g /disc, and mas hpei 1 di me d elnmy iTtedrisencayof nieeAstBadl we g/ di s
hib genes was examined by PCR reaction.

Results:Of 400 samples, 15% (60 cases) were posBivaureusAmong them, 18.34% (11 samples) were MRSA
based on disk diffusionThe highest antibiotic resistance was observed to ampicillin (1@0&b)the highest
sensitivity was against vancomycin (100®ased on PCR results, 60% cases were positive ndwse results

were indicatingthe emergence of Oxacillin susceptible mecAitige strains (OSVIRSA) for the first time in

health community in IRAN.In this stud$8.33% of cases were positive for hla gene and 63.36% were positive
for hib gene.

Conclusion The prevalence of carriagé hla/hlb positiveS. aureusndicates an essential need for monitoring

of nasal carriers in healthy community to prevent subsequent infections.

Keywords: Staphylococcus areusIRSA, MEC-A, hla, hib.

107



Kerman University of Medical Sciences

20" International Congress of Microbiology
27- 29 August 2019 Kerman, Iran

Topic: Antimicrobial Resistance

Molecular study of CTX-M-1, CTX-M2, CTX-M9, mcr-1, NDM-1 genes amondKlebsiella

pneumoniaisolates from hospitalized patients in Taleghani hospital; Tehran, Iran
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1. Dept. of Microbiology, Faculty oBasic Sciences, Tehran Science and Research Branch, Islamic Azad
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Introduction and Objectives: Klebsiella pneumonids a majorcause of hospital infections and the prevalence
of drug resistance among them is increasing glofdlg.aim of this study was molecular evaluation of GWX

1, CTX-M-2, CTX-M-9, mcrl, NDM-1 genes amonKlebsiella pneumonigsolates fromhospitalized patients

in Taleghani hospital.

Material s and methods:Klebsiella pneumonigsolates from patients who referred to Taleghani hospital were
collected during0162017.All were confirmed by standard bacteriologic tests. Antimicrobial susceptiieiit
(AST) was done by KirbyBauer method based on CLSI protocol. After DNA extraction, frequency of selected
resistance genes was determined by PCR method and further sequencing. Statistical analysis was done by SPSS
software.

Results: among 70 isolate of Klebsiella pneumonia,the highest resistance were agaimsmpicillin74%,
Cefpodoxime65%, Ceftriaxone 57%, and 55.6% to Aztreonam. Thest sensitivity was to
Fosfomycin/Trometamol 86.5%, Amikacin, Imipenem, Doripenem, Meropenem, Ertapenem 71.6%.
PCRresults showed that 71% of the isolates 6d3K-M-1 and 31% CTXM-2, 23% CTXM-9, 1.4% NDM1.

All were negative fomcr-1gene

Conclusion: with the release of new information on drug resistance and the detection eMCIIX, 9, mc¥l

and NDM1 genes irKlebsiella pneumoniaesolates,doing molecular tests are recommended which may help
physicians to prescribe the best and most appropriate antibiotic.

Keywords: Klebsiella pneumoniaencr-1, antibiotic resistanceZTX-M gene, NDM1
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%)} The Effects of Berberine and Palmatine on Efflux Pumps Inhibition with Different
Gene Patterns inPseudomonas aeruginodaolated from Burn Infections
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1. School of Medicine, Shahroud University of Medical Sciences, Shahroud, Iran
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Introduction and Objectives: Related Multidrug Resistance (MDR)délux pumps is a significant
problem intreating infections caused by Pseudomonas aeruginosa (P. aerugiiash).
compounds have been identifiedRagmp Inhibitors (EPIS). In the current stuthg potential
effect of Berberine and Palmatine as EPIsaumrestigated on efflupump inhibition through
focusing on different gene patterns in P. aeruginosa isdfatadourn infections.

Material sand methods:All isolates were collected and identified using the standard biochemical
tests. Antimicrobial senvity was performed based on disk agar diffusion methodLor
antibiotics. MIGMBC tests were also performed based on the broth microdilotethod to
detect synergistic relationship betwegprofloxacin, Berberine and Palmatine. Detection of
mexA, mexB, mexC, mexD, mexE, mexF and mexX wamducted by PCR assay. Fisher's
Exact test and Logistic Regression were used as statistitsl

Results:A total of 60 P. aeruginosa isolates were collected. The highest and levedstof
resistance were fourtd be respectively against clindamycin and tigecycl@@mparing the
MIC with MBC distribution, it was foundhat Berberine and Palmatine lower the MUBC

level of ciprofloxacin. The PCR results indicated thatHigiestfrequency is about MexAB
OprM operon. The statistical analysis among different gene patterns of efflux mimoped

that there were no significant relationships between the effectiveness of Berberine and
Palmatine (p>0.05).
Conclusion: It can be speculated that Berberine and Palmatitie & as EPIs anchn be
used as auxiliary treatments with the purpose of increasing the effect of available antibiotics as
well as decreasing the emergenceMidR bacteria. The efficiencgf these combinations
should be studied further under in vivo caiwhs to have anore comprehensive conclusion
regarding this issue

Keywords: Berberine, Palmatine, Pseudomonas aeruginosa
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m Antimicrobial susceptibility profiles in Streptococcus agalactiaesolated from pregnant

women in Yasuj city

Nagmachi M Baseri salehi M, Khoramrooz SS, Mahmoudi morderaz Y, Broumand dehdasht M

Introduction and Objectives: Group B Streptococcus (GBS) causes severe infections in very young infants and
invasivedisease in pregnant women and adults with underlying medical condifioasim of this study was to
evaluate PCR assay compared with conventional culture method and confirmed bgn&G@Raluation of
antimicrobial susceptibility for isolated bacteria.

Materials and methods:Total of 400 paired vaginal and anul swabs were collected from womerat\B8&eks

of pregnancy from May 2017 through May 2018 for detectioistoéptococcus agalactiagsing PCR assay
targetingcfb and atr genes and culture methodléwing broth enrichment. Antibacterial susceptibility testing
was performed on isolated bacteria

Results: Prevalence ofStreptococcus agalactiawas determined as 13.4% (n=107) using culture method of
which 34.6% were confirmed by PCR atr andcfb genes. Microbial susceptibility to Chloramphenicol (77%),
Ampicillin (77%), Penicillin (23.1%), Erythromycin (7.7%), Azithromycin (3.8%), Clindamycin (3.7%),
Cefotaxime (84.6%), Ciprofloxacin (92.3%), Linezolid (100%) and Vancomycin (100%) were observed.
Conclusion The results showed that the suspected bacteria isolated were necessary with the PCR test, and
antibiotics were prescribed for treatment according to the antibiogram test result.

Keywords: Streptococcus agalactiaregnancy, PCR
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Introduction and Objectives: As antibiotic resistance is rising, use of intrinsic antimicrobial polymer like
chitosan is increasing. chitosan is biodeghdelawound healing material for delivery drugs as wound dressing.
Hydroxyl group in structure opolyvinyl alcohol(PVA) interacts with rigid molecule of chitosan and make
hydrogen bonding on molecular lev&inc oxide nanoparticles (ZnO NPs), individyadir in combination with
antibiotics loaded in chitosan, can be considered as good candidates for struggling against drug resistant bacteria.
Major Nosocomial infections by multirug resistant (MDRPseudomonas aeruginogadifficult to treat with
usualantibiotics, these pathogens cause tardiness in wound healing

Materials and Methods: Design Of Experiments (DOE), central composite designs were used to optimization
of drugs in formulation of films and three parameters, the amount of ceftazidim&@®O (%), sucralfate as
antimicrobial agents. Antimicrobial effect f)fas response weichecked. Formulations were prepared by solvent
casting method. 1.5% chitosan and 5% PVA were dissolved in acetic acid 1% and distilled water (1:1) under
magnetic stirring at room temperature for overnight, drugs and ZnO NPs were loaded on polymectehiatiba
activity of formulations against 3 MDR. aeruginosastrains, isolates from burn wounds and 3 standard strains

of P. aeruginosawere tested by viable cell counting method. Determination of folding endurance of each
formulation was carried out bypeatedly folding the film at 188ngle at the same place until it broke.

Results: Antimicrobial activity of 17 formulations were tested against standards and isBlaaesuginosaAll

of studied strains were inhibited by formulation number 12 with 20lgfroeftazidime and 6% ZnO NPs and

14% sucralfate more than 90%. The folding endurance of formulation number 12 was found to range of standard.
Conclusion: formulation number 12 with 20pg/ml of ceftazidime and 6% ZnO NPs and 14% sucralfate has the
highestantibacterial effect and the best folding endurance needs further in vivo study for wound dressing
application.

Keywords: antimicrobial resistance, chitosan, wound dressing, ZnO NPs, ceftazidime
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Isolation and antibiotic resistance pattern determination of bacteria causing urinary
tract infections in patients referred to the central laboratory of Poldokhtar city in

Lorestan, Iran

Iman Pouladt, Mohammad NiakaR Zahra Baba€i

1. MSc inMicrobiology, Faculty of Medicine, Shahed University of Medical Sciences, Tehran, Iran

2. Assistant Profess@epartment of Medical Microbiology, Faculty of Medicine, Shahed University of Medical
Sciences, Tehran, Iran

3- MSc, Dept of MicrobiologyBSccentral laloratory of Poldokhtar, Lorestatran

Background andObjectives: Urinary tract infections are one of the most common bacterial infections in humans
Increasing resistance to antimicrobial agents in bacteria is a major problem around the wedtiriant of
urinary infections.

Materials and Methods: In this descriptive study, 2150 urine samples were collected from admitted patients.
Urine specimens were cultured in Blood agar and Ewsthylene blue medium (EMB), then were identified the
specimas that were positive in term of culture. Resistance and sensitivity tests of urinary pathogens to
conventional antibiotics were evaluated using a standard diffusion method according to CLSI standard.
Results: The urine test result was positive in 107@4) patients of 2150 eligible on€Ehey were 10.3% male

and 79.7% female. The most common pathogens isolated viEseherichia coli(83.2% ), Staphylococcus
epidermidis(7.5 %), Citrobacter species 2.8% ), Proteusspecies 2.8% ), andKlebsiella(2.8% ). The most
antibiotic resistance was related to-tdmmoxazole 68.1% ) and the Highest sensitivity was related to
nitrofurantoin antibiotics90.1%) and gentamicin88%).

Conclusion: The present study showed tlizgcherichia colis the most common patgen causing the urinary
tract infection. Due to the high resistance oticmoxazole to antibiotics, it is recommended to avoid overuse, as
well as is antibiogram tests are essential for treatment of urinary tract infections.

Keywords: urinary tract infection, pattern of antibiotic resistariesg¢herichia coli
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geXls] Evaluation of antibiotic resistance inAeromonas hydrophila, Streptococcus iniae, Yersinia

ruckeri

laleh yazdanpanalgoharrizi!, Farokh Rokhbakhshamirt, Jalil Zorriehzahr& Babak kheirkhalh Nadia
Khazemipout

Department of Microbiology, Kerman Branch, Islamic Azad University, Kerman, Iran.
Iranian Fisheries Science Research Institute (IFSRI), Agricultural Redgduchtion and Extension Organization (AREEO),
Tehran, Iran

Introduction and Objectives: The aquaculture industry is very important to produce nearbtohne r d of t he wor
seafood supplies. One of the biggest problems in this industry is bacterial infectious diseases. The aim of this study was
to measure the susceptibility or resistanc8 bécterial pathogens to antibiotics commonly used in treatment.

Materials and Methods: After preparing bacterial culture from each specimen in Muller Hinton Broth medium, the
samples were compared for opacity with 0.5 McFarland lga@terial). For anbiiotic test bacterial was cultured on a

Merck Germany medium and the effects of antibiotic disks were evaluated using the CLSI (Clinical and Laboratory
Standard Institute) method. According to the standard, the diameter of the zone was determinedttthergremth

of bacteria. The absence of zone formation or diameter less than the sensitivity standard of bacteria was reported as
resistance to the antibiotic. Antibiotic disks used in this study were obtained from the Iranian Antibacterial Medicine
Compamy, which included: tetracycline 30 €g, amoxicillin
So, after the bacterial culture of the bacteria on the agar culture medium, the antibiotic discs were incubated on the agar
medium and incubatedtaf 4872 hours and after 5 days the diameter of the Growth bacterial was measured.

Results: This research was based on three control treatments (Injegtieptococcus inigeYersinia ruckeriand
Aeromonas hydrophijaand 15 treatments (3 bacteria ananfibiotics) were evaluated in 4 replications. Data analysis

was performed using SPSS software version 18. For The results showed that there was a significant difference between
the two aerobic bacteria @eromonas hydrophilauring the 24 hours and tiéersinia ruckeriagainst antibiotic
amoxicillin. In the case oheromonas hydrophilandYersinia ruckerithere was no significant difference between 24,

48, and 72 hours in the 3rd time, but Bteeptococcus iniabad a significant difference with 48 tns and 72 hours

with the first of 24 hours. Also, the data showed that 3 bacteria tested at different times showed no significant difference
with the antibiotics of oxytracycline, but there was a significant difference in comparison with each othetrast co

to erythromycin, there was a significant difference between different tim@éefomonas hydrophileacteria but there

was no significant difference f@treptococcus iniaafection in different times. In the caseYoérsinia ruckerbacteria,

there was a significant difference between 48 hours and 24 hours and 72 hours. Against tetracycline, there was a
significant difference in th¥ersinia ruckertime of 24 hours with two other times.

Conclusion: The bacteria of these 3 bacterial pathogenstitesusceptible to 5 antibiotics and can be introduced for

the treatment of aquatic diseases

Keywords: Aquatic Disease Bacteria, Antibiotic Disc, Zone of Growth
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8K} Investigating the antimicrobial and antibiofilm effects of Euphorbia hebecarpaextract on
some pathogen bacteria resistant to antibiotics

Kiana Bahramzadéh Mehdi hassanshahian

Department of Biology, Faculty of Science, Shahid Bahttmversity, Kerman, Iran.

Introduction and Obijectives. Spurge, also known d&&uphorbia hebecarpabelongs to Euphorbiaceae family.
Euphorbia hebecarp#& mostly located in humid areas, along streams and in wheat or barley farms and cause
disturbance like a weed. This plant is distributed all around the world while some species are exclusively seen in
Iran. Alkaloids, saponin, tannin, flavonoids and @acdylycosides are among the known compounds in this plant.
Materials and methods: This study aimed to assess the effect€ophorbia hebecarpan Grampositive

bacteria ofStaphylococcus aureus, Bacillus ceransl Streptococcus pneumorsad Grarnegaive bacteria of
Pseudomonas aerugingdascherichia colandKlebsiella pneumonia€l he antibiofilm effect of this plant was
determined using microtiter plate. In addition, the effects of this plant on the dehydrogenase activity of bacteria
was alsdnvestigated.

Results: Euphorbia hebecarpaas mostly effective on the planktonic formsBacillusandE. coli. Assessment

of plantds capacity to form biofi | mStemococays pBedrioHia a nd
has the strongest bibh while the weakest biofilm is formed acillus cereusConsidering their inhibitor

effects on biofilm formation, the most inhibiting effect was seen in ethanol extr&etpdforbia hebecarpan
Staphylococcus aureu®9.5%) while the ethanol extrach ®@acillus cereuswvas effective in elimination of

biofilm structures. Moreover, the lowest level of dehydrogenase activity was obseBaailins cereusreatment

with ethanol extract dEuphorbia hebecarpé8.58%).

Conclusion In this study, the rolefderbal extracts in the elimination of biofilm structures was shown and these
extracts were presented as an appropriate alternative to address the various properties of biofilms.

Keywords: Biofilm, Resistance, Inhibition, Plant extract, Antibiotics
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Prevalence ofbla ctx.m Genes among ESBtProducing Klebsiellapneumoniaein Bushehr

Province, Iran
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2 Student Research Committee, Bushehr University of Medical Sciences, Bushehr, Iran

3 The Persian Gulf Marine Biotechnology Research Center, TheaRdssilf Biomedical Sciences Research

Institute, Bushehr University of Medical Sciences, Bushehr, Iran

Introduction and Objectives: CTX-M-type extended p e ¢ t-laclamasds (ESBLs) are the most prevalent
ESBLs in bacterial members Bhterobacteriaceaégamily including Klebsiella pneumonia€lhe global spread

of CTX-M-producingK. pneumoniaés a major concern in most countries as well as Iran. The aim of this study
was to determine the prevalence of GWX t y p elactanta$es ih ESBproducingK. pneumoiae.

Materials and Methods: A total of 212 norduplicateK. pneumoniaavere collected from different clinical
specimens and confirmed using amplification of malate dehydrogenad$ gene. ESBL production was
confirmed using combine disk test (CDT). Irdétbn, PCR technique was used for genotypic detection of-CTX
M types in ESBEProducing isolates.

Results: Fifty-six (26.41%) out of 212 isolates were confirmed as ESBL producer. Based on the results of PCR,
bla ctxm was found in 83.92% of ESBproducirg K. pneumoniaeThe prevalence of blgrxm-1 andbla crxm-o
genes among CT-X1 harboring isolates was 97.8% and 2.1%, respectigjther crxm-2 Nor crxm-s Was found

in our isolates.

Conclusion: Our data revealed the low prevalence of E§BaducingK. pneumoniaén Bushehr province
although the prevalence bfa ctxm-1 genes was high among ESBroducingK. pneumoniaésolates. Screening

of ESBL production in clinical isolates could help in controlling infection in healthcare and comrsettitgs.

Keywords: KlebsiellapneumoniagESBLs, CTXM genes, PCR.
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Detection of Carbapeneraresistant Enterobacteriaceady the phenotypic methods
in Tabriz during 2018

Nasser Alizadek 2", Reza Ghotasloti?
Immunology Research centfrabriz University of Medical Sciences, Tabriz, Iran.

Department of Microbiology, School of Medicine, Tabriz University of Medical $&snTabriz, Iran.

Introduction and Objectives: CarbapenennesistantEnterobacteriacea€CRE) are a major concern associated

with morbidity and mortality in the world. CRE often is becoming a cause of therapeutic failure in both hospital
and community aagired infections. The aims of this study were to determine carbapenem resistance
Enterobacteriaceaby the phenotypic methods.

Materials and Methods: Fifty nonduplicated CRE were recovered from Tabriz, Iran. Antimicrobial
susceptibility testing werperformed by the phenotypic methods. The carbapenem resistance mechanisms such
as carbapenemase genes and AmpC mechanism were determined by the phenotypic methods.

Results: Fifty CRE (41Klebsiella pneumoniaes Escherichia coliand 3 Enterobactepp.) fom urine (52%),
wounds (22%), blood (20%) and other body fluids (6%) isolated from Jan 2018 to Dec 2018. According to Carba
NP Test, all isolates were positive for carbapenemase, and MeHifidde test detected 49 isolates for
carbapenemase activity. Amp@echanism found in six isolates (three Enterobaspgy. and threeK.
pneumoniag All CRE isolates were susceptible to Colistin.

Conclusion: Our findings show that CRE isolates have Hig¥el resistance to antimicrobial agents. Carba NP
Test and Modifd-Hodge test are cheaper than molecular assays, can detect carbapenemase activity.

Keywords: Antibiotic resistance, Carbapenassistant Enterobacteriaceae, Phenotypic method
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* Corresponding author: Forough Yousefi, Department of Microbiology and Parasitology, Faculty of Medicine,

Introduction and Objectives: The emergence of carbapeneesistant pathogens particularly, the increasing
prevalence of carbapenemgs®ducingKlebsiella pneumoniagoses a serious threat to public health worldwide.
The aim of this study was to evaluate the prevalence of carbapenrprodeeingKlebsiella pneumoniaasing
phenotypic and genotypic methods.

Materials and Methods: A total of 151 non duplicat&. pneumaiaeisolates were collected from six hospitals

in Bushehr province and confirmed using PCR of malate dehydrogemadd (ene. Antimicrobial
susceptibilities were determined by disk diffusion ante& methods. The modified carbapenem inactivation
method(mCIM), EDTA-modified carbapenem inactivation method (eCIM) and @8Disk Test were used for
phenotypic confirmation of carbapenemase production. The resistance genes indegigdplanom, blaoxaas,

blawe, blaviv, and blaGES were detected by PCEtmod.

Results: Totally 12 (7.9%) carbapenemagemducingK. pneumoniadsolates were identifiedAntibiogram

results via disk diffusion revealed colistin (99.4%) as the most effective of all 18 tested antimicrobial agents.
Carbapenemasgroducing isolags exhibiteca range of imipenerMIC values fromd O g/ ml t 3he 032 0g/ m
results of molecular detectiamere inaccordance with phenotypic confirmatdests. PCR results indicated that
blanom1 and blaoxass genes were found in 11(91.6%) and 4 (33.3€&fbapenemasgeroducing isolates
respectively. It is notable that the coexistencblafipom andblaoxass Was seen in 3 (25%) isolates. In addition,
blakec, blame, blaviv, and blages were not found in our ddates.

Conclusion: Our findings highlight the emergence and dissemination of Ndtlucing K. pneumoniaeand
emphasize the need for intensive surveillance and precautions.

Keywords: Klebsiella pneumoniae, KPGIDM-1, OXA-48, Carbapenemases
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Synthesis and characterization of Ag nanoparticles by ultrasonic method and their

antibacterial effects investigation on methicilin resistant Staphylococcus aureusisolates

Sima sedrizadeh BamAshraf Kariminik

Department of Microbiology, Kerman Branch, Islamic Azad University, Kerman, Iran.

Introduction and Objectives: Serious infections are associated wittethicillin-resistantStaphylococcus
aureus(MRSA) bacteriaand this can lead to many deaths in the woFlils mortality rate is due to an increase
in antibiotic resistance among bacteriblanosilver particles have found many applications as alternative
antimicrobials in recent years. The aim of the present study was synthesis of silver nanoparticlaatmthea

antibacterial effect against MethicilliResistanStaphylococcus aureBIRSA) isolates from clinical samples.

Materials and Methods: Silvernanoparticlesvas synthesized by micellelation assisted ultrasonic
method. The aprepared silver nanoparticles were characterized witiRa§ Diffraction
(XRD), Scanning Electron Microscopy (SEM). The XRD studies showed that pure Ag

nanoparticles have been producedeficalcinationThe antibacterial effect &ilver nanoparticles

was performed using Agar well diffusion assad minimum inhibitory concentration (MIC) was determined.
Results: Based on obtained findingsynthesized silver nanopatrticles showed favorafflects on the bacterial
isolates The mean MIC and MBC value were determined as 0.015 mg/ml and 0.07 mg/ml, respectively. All
MRSA isolates were susceptible to more than MIC of nanosilver in contrast showed high resistance to multiple
classes of antibiats.

Conclusion: silver Nanoparticles have high inhibitory activity against MRSA, thus can be proposed as an
alternative or adjuvant with antibiotics for MRSA treatment. Further investigations are required to assess the
safety and efficacy of nangilver particles in théody.

Keywords: Silver nanoparticles, MethicilliiResistanStaphylococcus aureu8ntibacterial effects
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Flow cytometry as a tool for study of antibiotic resistance pattern in Multi drug resistant

Acinetobacter baumanniiisolates

Nahid Rahimi

Introduction and Obijectives: Acinetobacter baumannis one of the most cause of nosocomial infections and

MDR bacteria in worldwide. The rapid identification of MDR isolates is particular important. Flow cytometry is

a rapid method that can analysis thousands of cells per second and can be used foatidantiietermination

of cell viability in microbial populations and determination of bacterial antimicrobial susceptibility. The aim of

this study was to investigate antibiotic resistance patterAsinétobacter baumanngolates by flow cytometr.

Materials and Methods:55 isolates oAcinetobacter baumannitere isolated from clinical specimen of patients

and were identified by biochemical tests. Antibiotic resistance patterns were studied by disc diffusion method for

7 antibiotics based on CLSI 20Bhd MDR strains were selected. MIC of Meropenem and Piperacillin were
determined by microdilution broth method. Also antibiotic resistance pattern of isolates was determined by
coloring with Rhodamind.23 and flow cytometry.

Results: The highest and lowesesistance were for pepracilin (100%) and tetracycline (65.7%), respectively.

98% of isolates were MDR. The MIC ranges for maropenemwee®86 €g [/ ml and f-or pipe
1024¢g / ml. By flow cytometry demonstrated that at concentratioi®, 4 and2 g / ml of meropenem, only

1. 96 %, 1.44% and 0.59%, of cells were killed. At conc
11.3% and 5.9%of cells were killed. Reducing the number of living bacteria was observed with rigcreasi
concentrations of both antibiotics. Up to 95% of isolates were resistant to both antibiotics by flow cytometry.
Conclusion: The similarity between the results of flow cytometry and both agar and broth antibacterial
susceptibility methods showed thail cytometry as reliable and rapid test can be used for this purpose.

Keywords: Antibiotic susceptibility, Acinetobacter baumannii, MDR, flow cytometer
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Emergence ofblaOXA-Carrying Carbapenem ResistanceAcinetobacter baumanniin the

Intensive Care Unit

Susan khanjahi Ali Mojtahed?’, Mohammad Shenagéri
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"Correspondinghuthor: Ali Mojtahedi

Introduction and Objectives: Acinetobacter baumannias a major human pathogen is associated with
nosocomial infections especially in intensive care units (ICUs). Nowadays, increasing in the frequency of multiple
drugresistant (MDR) and (XDRA. baumanniiinfections is an excessive dilemma in all part & thorld.
Carbapenems were highly efficacious antibiotics to erad&dt@umannistrains. Unfortunately, a globally rise

in carbapenennesistantA. baumanni(CRAB) strains has been reported during the last 10 years. The production
of oxacillinases is thenain resistance mechanism among CRABaumannistrains are predominantly express
Class D OXAtype enzymes such as the intrinsic OBA enzyme, and the acquired OX23, OXA-24, OXA-

58. This study was aimed to detect the Oiype genes among clinicalrains ofA. baumanniisolated from
hospitalized patients in the north of Iran.

Materials and methods:In a cross sectional study during-eonth period in 2018, 700 samples were collected
from ventilator, burn wound and bloodstream of hospitalized qtsti@ ICUs of three hospitals in the north of
Iran. All isolates were identified by conventional biochemical and microbiological tests and were confirmed by
amplification ofblaoxa 51-like gene. Antibiotic susceptibility test was feemed by KirbyBaueg method and

for Colistin and Imipenem, minimum inhibitory concentration (MIC) was determined-tegtEPlamid DNA of

all A.baumanniiisolates were extracted usiptasmid extraction kit. Multiplex PCR was used for detecting of
blaOXA23-like, blaOXA24-like andblaOXAS58-like genes.

Results: Totally, 59 (8.4%) non duplicatd. baumanniiisolates were obtained from collected samplése
majority of A. baumanniistrains (42 strains) were isolated frantilator (71.2%) followed by burn wounds
(20.3%) and bloodstreaf8.5%). The results of antibiotic susceptibility test revealed that all isolates were resistant
to meropenem, cefepim, imipenem and ceftazidime. The least resistance rate was observed against Doxycyclin
(42.4%). Also, MIC results stwed that all clinical isolates @f. baumanniivere susceptible to colistin but were
resistant to imipenemimong59 clinicalisolates ofA. baumanniibla-OXA-23was the most prevalehta-OXA

gene (86.4%) followed blpla-OXA-24 (69.5%) None of clinicaisolates harboredla OXA58 gene.

Conclusion: In the present study high frequency of MDRA\.baumanniiisolates(76.3%) and XDR (23.7%)

were detected which demonstrate a high distribution of carbapenemesding genes and high resistance to
cephalosporins, aminoglycosides, floroquinolones and ampisillibactam combination in this region.
Fortunately, the full gssceptibility of all CRAB to colistin was seen in this study. Results of this study indicate
that colistin is still an option of drug for the treatment of infections causéd bgumanniin Iran hospitals.

Keywords: Acinetobacter baumanninosocomial ifections Antibiotic susceptibility, Oxacillinases
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&N Antibiotic Susceptibility of Ornithobacterium rhinotracheale(ORT) Isolated in

broiler chickens of Arak, Markazi province 2017
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Introduction and Objectives: Respiratory diseases cause considerable damage to the poultry industry in
worldwide andvarious bacterial and viral agents involved in its creation. In recent y@amghobacterium
rhinotracheale(ORT) bacterial disease has been reported from different parts of the world fredoentyng

of Iran as poultry respiratoipfections.

Materials and Methods: In this study, 231 samples from each bird with respiratory signs were collected by taking
of lungs, trachea, ocular sinus swaps and corps from Arak poultry farms during August 2011 to March 2013. The
samples were culturazh blood agar medium with 5% sheep blood containing Gentamicin and Polymyxin B and
then incubated wittY.5% CO, at 37 °C for 48 to 72 hours. The bacteria identification was carried out using
biochemical tests.

Results: The antimicrobial susceptibility dhe bacteria to 17 common antibiotics which used in potdimns

was determined by Kirby 8auer method as well. In this study, the ORT bacteria were isolated frdtb the

of 231 (6.5%) samples that means 20% of Arak poultry farms are infected by AR the isolates were
resistantto Gentamicin Enrofloxacin, Erythromycin Penicillin, Amoxicillin, Colistin, Lincomycin and
Polymyxin B comjetely. These isolates also were mostly sensitivditimfurantoin

Conclusion The results of this study indicate tt2% of the examined poultry farms of Arak ciéye infected

with the Ornithobacterium rhinotracheal@ORT) and have highly resistant to current antibiotics.

Keywords: Ornithobacterium rhinotrachealgoultry, respiratory infections, Kirby 8auer
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Antibiotic resistance patterns inAcinetobacter baumanniisolates obtained fromEmam-Ali

hospital of Zahedan

Motahareh shahkhah,
MSc student, Department of Microbiology, Medical faculty, Zahedan University of Medical Sciences, Zahedan,

Iran

Introduction and Objectives: Acinetobacter baumanni a gram negative, aerobic and frantile bacillus that
generally is part of the normal body flora but also have described as a leading nosocomial pattagenannii

is known as the causative ageht wide variety of local and systemic infections like pneumonia, septicemia and
wound infections.

Materials and Methods: In this study, 180 clinical isolates Af baumanniivere obtained from clinical samples.
Identification was made by colony morphology and biochemical tests. Susceptibility to antimicrobial agents was
determined by using the disk diffusion method. The following antimicrobial agents wereAnsigdcin (AN),
Imipenem (IMP), Colistin (Col), Trimethoprirsulfamethoxazole (SXT), Cefepime (CPNDjprofloxacin (CP)

Results: Antimicrobial sensitivity pattern showed thats Ciprofloxacin(CP)the most effective drug since it
inhibited 70.1%o0f the isolates, antimiobial sensitivity to Other antibiotiosere as follow: AN@8.4% , SXT(

66.2%) ,CPM( 16.1%) ,IPM(27.2%),COL (57.7%).

Conclusion: The results showed thaiprofloxacinis a promising drug in the treatment Af baumannii
infections Due to the high frequeey of multidrug resistance strains of this bacterium, Antibiotic resistance
screening is a very important process and could be employed as a preventive strategy in prohibition of antibiotic
resistance development

Keywords: A. baumanniiAntibiotic resistance, Infection

122



Kerman University of Medical Sciences

20" International Congress of Microbiology
27- 29 August 2019 Kerman, Iran

Topic: Antimicrobial Resistance
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candidiasis, a new report
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Introduction and Objectives: To investigate the drug resistance in women with vulvovaginal candidiasis which
has long been treated with azoles, susceptibili@arididaspecies isolated from VVC cases to clotrimazole and
fluconazole and molecular screening®G3gene in the azole resistzCandidaspecies was performed.

Materials and Methods: For the identification at the species level of isold@@atdidaspecies differential media,
CHROM agar Candida, GT test and Corn meal agar were used and confirmed {RFRERA disc diffusion

methal was performed based on the standard guidelines of the National Committee for Clinical Laboratory
Standards to determine level of susceptibility against fluconazole and clotrimazole. An azole resistance factor,
ERG3mutant gene was screened.

Results: Among all Candida isolates, 76.3% (74 cases) Wanedida albicangollowed byC. glabrataandC.

krusei9 (9.3% each) and other non albic&@endidaspecies 4 (4.1%}-rom theC. albicansisolates resistant to
Clotrimazole, 8(53.3%) haBRG3gene and 7(46.7%) did not. Among all isolates resistant to Clotrimazole, 40%
carriedERG3mutant gene against 60% of others that did not show the gene. Also, in 50% of the Solated
glabrataERG3mutant gene was detected.

Conclusion: As a conclusion, the mutaBRG3gene can be detected in a considerable number of azole resistant
Candidaspecies.

KeyWords: Candidayulvovaginal candidiasjgirug resistant, ERG3
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Urinary Tract Infections in kidney transplant patients
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Introduction and Objectives: Urinary tract infections (UTIs) are the most common infections in renal transplant

recipients and are considered as a potential cause of bacteremia, sepsis, and affects graft outcomes(1). The aim of

this study was to isolate and serotype andBheoli isolates in kidney transplant patients with urinary tract
infections (UTIs) and to assess their antibiotic susceptibility patterns.

Materials and Methods: In this study, 5&. coliisolates were collected from Kidney patients of Labbafinejad
hospital and Yeta Labs during Apr to May 2019. All isolates were reconfirmed by standard bacteriologic methods
and kept in 10% glycerol +TSB at0°C. Antimicrobial susceptibility test (AST) was done according to CLSI
2018 protocol. Serotyping of. Eoliisolates was id#ified by slide agglutionation method and using BaharAfshan
antiserum Kkit.

Results: Only 50 isolates reconfirmed &s coli after biochemichal tests and 3 samples were excluded of this
study. By slide agglutination, the frequency of serotypes were aisol2fes serotyping | (0126,055,0111) and

6 samples serotyping Il (086,0127), 12 samples serotyping Il (044,0125,0128) and 4 samples serotyping VI
(0120,0114).. Based on AST,

highest antibiotic susceptibility were to: doripenem, fosfomycine and eaap€&00%), Imipenem 95%, also,

the highest antibiotic resistance were to: ampicillin (86%), cefotaxime (80%), cefazolin and cefpodoxime (77%).
Conclusion: Because of high resistant rate to common antibiotics based on AST results and critical effect of
accu at e antibiotic prescription on the graftods desti
doing AST before any prescription should be mandatory.

Keywords: E. coli, drug resistance, kidney transplantation
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Three Years Cross Sectional Study on Resistant Nosocomial Infections at Shiraz burn center

Amir Emamt, Fatemeh JavanmatdNeda Pirbonyeh Maryam FotoHi

Burn & Wound Healing Research Center, Shiraz Universitedical Sciences, Shiraz, Iran

Introduction and objectives: Nosocomial infection and drug resistance against them are a global concern in the
worldwide. Recently invasive infection is associated strongly with mortality and morbidity rate, especially in
immunosuppressive patients like burned victims. So knowledge about burn infection and antibiotic susceptibility
pattern can contribute to the effective control of infection. The current study investigates the prevalence of
infectious agent and antibiotic rst&nt pattern in order to improve treatment policy in burn patients.

Materials and methods: This cross sectional study was conducted during April 2016 to March 2019 irAmir
momenin burn center affiliated with Shiraz University of Medical Sciencegdafrtamber of 1180 samples were

taken from blood, urine, stool, wound and evaluated to detect the most prevalent infections during 3 years. Patients
with sustained deep burns (degree 2 and more) included in the study.

Results: Out of 1180 patients, 6028 were males while 39.2% were females. Patient's age range from 1 to 89
years with mean 32.07 +20.88 .According to infectious ad&sgudomonas aeruginosas the most frequent

isolates (46.9%) followed bilebsiella (11.3%) and Acinetobacter Bauman(8i8%). Based on the sensitivity
pattern; highest resistance agasteruginosandKlebsiellawas Ciprofloxacin which was estimated 40.93 and
7.28% respectivelyThe antibiotics to whici\. Baumanniivas most resistance was Imipenem and Ceftazidime
(5.93%)

Conclusion: A major barrier to the treatment of nosocomial infections is the increase in antibgititant
organisms especially for burn victims. Hand hygiene, considering stewardship program and especial attention to
infection control programs Wihelpt o i mpr ove the patientés surveillance.
Keywords: Nosocomial infection, antibioticesistance, Burn Patients, Shiraz.
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Antibiotic resistance and biofilm formation of Pseudomonas aeroginosstrains isolated

from clinical samples in Kerman, Iran

Fahimeh Mahmoodikia Farokh RokhbakhsBEamin*

Department of Microbiology, Kerman Branch, Islamic Azad University, Kerrian,

Introduction and objectives: P. aeruginosastrains are common pathogens in hospitals as they have ubiquitous

nature, ability to survive in moist environments and innate resistance to many antibiotics. The aim of this study

was the survey of biofilnfiormation and drug resistance $eudomonas aeruginostains.

Materials and methods:A total 15 isolates dPseudomonas aeroginosgre isolated during April to June 2018

from different clinical samples obtained from hospitals in Kerman. All isolatee identified on the basis of

their cultural, morphological and biochemical characters and antibiogram was evaluated bB Kilbye r 6 s di s k
diffusion method as well as MIC against common antibiotics by CLSI2016 guide line. Cell surface hydrophobicity
(CSH) test and biofilm formation on glass and polyprolene surfaces in shaking and static states were also
performed.

Results: 20 strains ofP.aeruginosawnere identified by characteristics as oxidassitive, motile bacteria with
production of a blue, red or bkon pi gment on Kingds medi um. They were
Chloramphenicol (80%), Imipenem (75%), ceftizoxime (65%), norfloxacin (30%), and Gentamycin (15%). MICs

were observed in different values. Maximum cell surface hydrophobicity waalBaétP.aeroginosdAUK8717

was reported with maximum biofilm formation in shack and static states on glass and polypropylene.

Conclusion: Antibacterial surveillance should be performed periodically to monitor the present resistance patterns

of P. aerogimsain different parts of local hospitals such as ICU. Finding accurate information about multidrug
resistant strains d?. aeruginosawill allow us for better programming in resistance interruption in the future.

Keywords: Pseudomonas aeruginqgdaiofilm, Gentamycin.
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Investigation of the frequency of MDRStaphylococcus aureustrains in of hospital food and

stool samples in patients with diarrhea in three hospitals of Tehran

Elham khodamoradli MasoudAlebouyel: %, Siavash Salmanzadeh ArdhiMasoumeh Azimirag Elham Roshandgl

Mehrdad GhasemidnMohammad Reza Z4li

1. Department of Microbiology, Faculty of Biological Science, Alzahra University, Tehran, Iran.

2. Foodborne and Waterborne DiseaBResearch Center, Research Institute for Gastroenterology and Liver Diseases,
ShahidBeheshti University of Medical Sciences, Tehran, Iran.

3. HSCT research center, ShahidBeheshti University of medical sciences, Tehran, IRAN

4. ShahidBeheshti University ofadical sciences.Phd in molecular parasitology. Clinical laboratory of Imam Hosein hospital

5. Gastroenterology and Liver Diseases Research Center, Research Institute for Gastroenterology and Liver Diseases,
ShahidBeheshti University of Medical Scienceshfga, Iran

*Masoud.alebouyeh@gmail.corsalmanzadehl@yahoo.com

Introduction and objectives: Increased frequency of Methicilliresistans. aureugMRSA) infections imposes a high

and increasing burden on healthcare resources. The epidemiology of MRSA is constantly changing, which results in
variation in its drugresistance patterns throughout regions and countries. We aimed to investigate thecfrexu
multidrugresistantS. aureugMDR-SA) in the hospital food and stool samples in patients with diarrhea.

Materials and Methods: A total of 258 faecal samples from patients vdtarrhea and 35 food samples were used to
investigate infection witts. aureus Methicillin-resistantS. aureuyMRSA) was characterized by the cefoxitin disk
diffusion method in Mueller Hinton agar medium supplemented with 1% NaCl. PCR amplification of enterotoxin genes
(sea se¢ andseg was carried out on a. aureus Susceptibility to 11 antimicrobial agents were analyzed by the
standard disk diffusion method according to CLSI guidelines.

Results: S. aureusvas detected i22.09% (57/258pf the stool samples and 14.28% (5/35) of food samples. Nearly,
10.5% (6/57) an®.7% (5/57) of the strains from stool samples and 20% (1/5) and 20% (1/5) of the strains from food
samples were characterized as MRSA and MDR, respectively. Resistance to most of the antibiotics was <20%, while
highest one detected against tetracycline524. Low frequency of MDR patterns (3DR, 4DR, 5DR, and 6DR) were
detected in the fecal and fo&d aureussolates. Among them, parthiug resistan§. aureusvas detected in 3.5% of

the pati ent s 6drug esistaat phesotype wak the oMiPR pattern was detected in the food samples
(2.8%). Nearly, 43.8% (25/57) of the strains carried the enterotoxin genes; the most commsad WEHB.5%),

sed/see (5.2%), se¢(15.7%), sed/sec(3.5%), andsed/sec/seé(1.7%) These genes were significantly higher
among MDR compared to neviDR S. aureustrains isolated from the fecal or food samples (1068%9.2%).

Conclusion: Involvement of MDR and enterotoxigen& aureusstrains in the occurrence of gastroenteritis doad t

carriage in medical food samples highlighted the importance of food controls in prevention of gastrointestinal diseases,
both in the community and clinical settings.

Keywords: MDR-SA, MRSA, Enterotoxigeni&. aureusDiarrhea.
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An Investigation into Antibacterial Activity of Fluoroquinolone -Derived Compounds on

Two Gram-Negative Bacteria:Escherichia coliand Pseudomonas aeruginosa

Assar Shokrollah Ali Darehkord?, Gholamhosseiklassanshahi
1- Rafsanjan University of Medical Sciences

2- Valiasr University, Rafsanjan, Kerman

Introduction and objectives: Quinolones are known as a bunch of antibiotics inhibiting two central enzymes
involved in DNA replication and transcription; i.e. DNA gyrase and topoisomerase IV. Among them,
fluoroquinolones can be developed via substituting fluorine atoms sikth@aosition of core quinolone structure,
thereby enhancing antibacterial activity. As a result, growth and proliferation of bacteria may be prevented through
new compounds derived from fluoroquinolones and somehow strengthen their antibacterial effects.

Materials and Methods:The present study was designed and conducted to measure inhibitory concentrations of
N-4-methyl  (phenyh2,2,2trifluoroacetimidoylciprofloxacin (5a8) and N4-methyl (phenyB2,2,2
trifluoroacetimidoyhorfloxacin 6b) as two synthetic deratives of fluoroquinolones. In addition, reahe PCR
(RT-PCR) technique was used to assay the performance of these two derivatives on DNA gyrase gene expression
levels inEscherichia col{E. coli) andPseudomonaaeruginosgP. aeruginosaas grarmegaive bacteriaBroth
microdilutionmethod and disc diffusion test were also employed to determine minimum inhibitory concentration
(MIC) of these synthetic compounds in comparison with conventional antibiotics of gentamicin and ciprofloxacin
(a fluoroquinobne).

Results: According to the findingsba compared with the two antibiotics in gramegative bacteria showed
inadequate efficacy at phenotypic and molecular levels, and it could also have antibacterial effects assumed less
than the given antibiotics. kontrastpb generated a larger diameter of the zone of inhibition (ZCH) icoliand

P. aeruginosacompared with the two antibiotics thaerereported statistically significant (p=0.00). The results

of the broth microdilution method also confirmed findings from disc diffusion test. On the othebhdmdught

about a significant reduction of DNA gyrase expression levels in both bacteriaSarhiel did not show such a
significant effect in this domain.

Conclusion: The results of this study suggested Btatould be used as a new and alternative antibiotic candidate

for gentamicin or ciprofloxacin against infections causeé bgoliandP. aeruginosa However, further research
focused on various dimensions, including corresponding complications, as well as clinicaldréksquired to

draw adefinite conclusion on these synthetic compounds.

Keywords: Fluoroquinolone, N-Methyl (Phenyl}2,2,2Trifluoroacetimidoyl Ciprofloxacin §a), N-4-Methyl

(Phenyl}2,2,2Trifluoroacetimidoyl Norfloxacin §b), Escherichia coliPseudomonas aeruginosa
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Plasmid mediated quinolone resistance determinant gnr B and gnr S iBscherichia coli

isolated from poultry colibacillosis

Behrooz Javadj Khaterh Kafshdouz&h Hesam aldin Emadi chashinDmid Pajanti
1-Graduated student, Faculty \8éterinary Medicine, Semnan University, Iran

2-Department of Pathobiology, Faculty of Veterinary Medicine, Semnan University, Iran
3-Department of Clinical Sciences, Faculty of Veterinary Medicine, Semnan University, Iran

4- Departmentf microbiology,Faallty of Medicine,Semnan University of Medical Sciencésin

Introduction and Objectives: Colibacillosis is one of the most important bacterial infections in poultry industry
that causes high economic losses annimtie world wild.Quinolones are thpotent antibiotic agents used in

the prophylaxis and treatment of infections causeH.lmoli. Due to the widespread use of these drugs, frequency
of resistant to these antibiotics is steadily increasing. Given the fact that foodick&inimportant route of
transferring antibiotic resistance to human, the presence of resistance strains in poultry flocks is a serious threat
for public health.

Materias and Methods: The aim of this study was to investigate tfugnoloneresistance of 108scherichia coli
recovered from broilers referred to the Faculty of Veterinary Medicine hospital in Semnan University.
Antimicrobial susceptibility of E. coli isolates were determined by disk diffusion method and the presence of
plasmid mediated quinolerresistance determinamtr Bandqgnr Swere detected using P&pecific primers.

Results: The highest phenotypic resistance was observed for Nalidixic acid (46%), Ciprofloxacin (30%),
Levofloxacin @5%) and Ofloxacin 20%) respectively. Also13% and 7% of the isolates harboredgnr B, and

gnr Sgenes.

Conclusion: The results of this study indicate thasmid mediatednr geneshas observedn poultry farm in
Semnan, and the use of appropriate therapeutic approaches and the rational administrditidstiobdao control

the resistance to these drugs should be considered.

KeyWords: Escherichia coli Colibacillosis,quinolone resistance
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Prevalence assagf quinolone resistance amongnterobacteriaceaéesolated from urban and

hospital wastewater in Karaj

Rezakhani Shirih Haddadi Azary Shavandi Mahmoud
Department of  Microbiology, Karaj Branch, Islamic Azad University, Karaj, Iran.

2Microbiology and Biotechnology Research Group, Research Institute of Petroleum Industry, Tehran, Iran

Introduction and Objectives: Hospitals are hotspots for antimicrobiakistant bacteria (ARB) and will be
ejected from hospitals via wastewater systemsthis study,we investigated the prevalence of quinolone
resistance in Entrobacteriaceae strains isolated from hospitals and urban wastewater in Kara,.

Materials and Methods: A total of 60Entrobacteriaceastrains isolated from hospitals and urban esaster

in Alborz province during the spring of 2018. Bacterial strains were identified by standard microbiological and
biochemical tests. The antimicrobial susceptibility test to ciprofloxain, levofloxacin, ofloxacin, norfloxacine and
nalidxic acid was detmined according to Kirby Baur assay.

Results: Among the organisms cultureBscherichia coli(70%) was the most common organism followed by
Citrobacter freundii(11.66%) andCitrobacter diversug5%). Antibiotic resistance pattern were observed as
follows: nalidxic acid 71.66%, norfloxacine 28.33%, ciprofloxain 26.66%, ofloxacin 23.33% and levofloxacin
20%.

Conclusion: The wide geographic spread of antibiatisistant strains may be connectathuwheir transmission
between hospitals, urban wastewater and environment. Antimicrobial resistance should now be seen as an
environmental pollutant and new wastewater treatment processes must be assessed for their capability in
eliminating antimicrobiaresistant bacteria, especially from hospital effluents.

Keywords: Entrobacteriaceagquinolone resistance, wastewater
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Amino acid substitution mutations ofgyrA and parCin clinical Enterococcugaecalisisolates

conferring high level fluoroquinolone resistance

Sarvenaz EsfahahiRoya Ahmadrajabj Fereshteh Saffdri

Department of Microbiology and Virology, School of Medicine, Kerman University of Medical Sciences,

Kerman, Iran

Introduction and Objectives: Enterococcus faecalis (E. faecalis) known as one of the most important
nosocomial pathogens causing various infections such as the urinary tract infection (UTI). Fluoroquinolones have
been frequently used to trdatfaecals UTIs, and the emergence of fluoroquinolenesistank. faecalissolates

has recently been considered as global concern. The objective of this study was to determine the amino acid
substitutions of GyrA and ParC proteins in high level quinolone resisiaates oEnterococcus faecalisom

Kerman, Iran.

Materials and Methods Minimum inhibitory concentrations (MICs) of ciprofloxacin agai2€t isolates of
multidrug-resistant. faecalisvere determined using agar dilution method. Amino acid mutatfilgs of GyrA

and ParC amplicons of 20 high quinolemsistant isolates were determined by DNA sequencing. Sequences were
compared with thgyrAandparC genes reference sequencdeofaecalisv583 using Vector NTI AdvanceTM.

Results Ciprofloxacin-res i st ant i solates exhibited MICs that rang
substitutions in GyrA and ParC were found in 65% and 75% of isolates respectively. Sequengidggeine

showed 1 amino acid substitution, serine 83 to isoleucine, in 9g3¥2) isolates and serine 83 to tyrosine in

7.7% (n=1) isolate. SequencingprC gene showed 1 amino acid substitution, serine 80 to isoleucine in 86.6%
(n=13) isolates and serine 80 to leucine in 13.3% (n=2) isolates. In one isolate (6.6%) tyrossecBanged to
Phenylalanine. In two isolates with MIC 64 and 128 pg/ml, only amino acid changes in ParC were observed.
Conclusion: The results suggest that acquisition of mutations in certain positigysAoéndparC genes confers
high-level resistance quinolones. However, since in some of resistant isolates of this study, there were no amino
acid substitutions, other mechanisms such as efflux pumps may be involved in quinolone resistance.

Keywords: Enterococcus faecalif)uinolone resistance gergguencing, Mutations
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224:10) In vitro and in silico assessment of ketoprofen as quorum guenching compound against

Pseudomonas aeruginosdA01

Amineh Sadat TajahiElham Jandi Vahid Soheifi, Razieh Ghod&iBibi Sedigheh Fazly Bazz&z

Pharmaceutical Control Department, School of Pharmacy, Mashhad University of Medical Sciences, Mashhad,

Iran
2School of Pharmacy, Mashhad University of Medical Sciences, Mashhad, Iran

SMedical Chemistry Departmerchool of Pharmacy, Mashhad University of Medical Sciences, Mashhad, Iran

Introduction and Obijectives: The Pseudomonas aeruginogaorumsensing (QS) is a complicated network of
genomewide regulation, activated in response to bacterial population de@sigyof the main components is the
autoregulatingPseudomonagquinolone signal (PQS) system that controls the construction of several virulence
factors and biofilrrrelated factors. Therefore, inhibiting the QS circuitry is a promising approach fer anti
virulence agents with much lowered resistance development possibility.

Materials and Methods: Here, we tested a member of NSAID (NSteroidal Antilnflammatory Drugs)

family, ketoprofen,n silico andin vitro as an antguorum sensing compound due todtseemical structure
similarity to the naturaP. aeruginosasignaling molecules (PQS). Its effect was assessed with colorimetric
method by spectrophotometer against biofilm formation and several virulence factors production, besides
evaluation of the syneisgfically effect with tobramycin. Moreover, its influence on the other major QS
pathways las andrhl) was also depicted.

Results Our study revealed that ketoprofen decreased the expression of virulence factors including
pyocyanin, protease, pyoverdine and also lactonic compounds, inhibited the biofilm formation and reduced
the effective dose of tobramycin agaifstaeruginosPAOL.

Conclusion: As it was anticipated, ketoprofen is a quorum quenching compound and could be utilize in order
to attenuaté®seudomonas aeruginopathogenicity.

Keywords: Pseudomonas aerugingsguorumsensing, ketoprofen, biofilm, virulance factor
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Frequency of vancomycin resistance genes (VanA, VanB, VanC)énterococcisolated from

clinical specimens of patients admitted to Payambare azam Bandar Abbas Hospital in 2017

Toloe Moazandi, Afsaneh Karmostaji

1.Department of Microbiology, Faculty of Sciences, Shiraz Branch, Islamic Azad University, Shiraz, Iran
2.Infectious and Tropical Disease Research Center, Hormozgan Health Institute, Hormozgan University of

Medical Sciences, Bandar Abbas, Iran

Introductio n and Objectives: The genusEnterococcusas enteric grarpositive cocci, is one of the most
important nosocomial multidrugesistant organisms. Isolation of vancomymsistant enterococci (VRE) is
increasingly reported from around the world.

Materials and Methods: A descriptive study was performed on clinical samples of hospitalized patients in
different wards at Payambasgam hospital in 2017.

Results: Ninety-one clinical isolates of enterococci includiig faecalis(n=14) and Efaecium(n= 9) were
examined for the presence of vanA, vanB, vanC and ddl genes by a PCRhr&Ert{69%) of isolates recovered
from urine sample. The highest number of isolates (26%) were recovered from intensive care unit. Seventeen
percent of isolates were vancomyca@sstant. The ddl primers yielded a product of 941 bEfaecalisand 550

bp for E. faeciumVanA and vanC were detected in 7(8%) and vanB in 9 (10%) of isolates. The distribution of
resistance genes based on different species was as folamAsandvanB gens in 1 isolate dE.faecalis(1.1%)
andE.faeciumVanC in 2 isolate oE.faecalis(2.2%). None of th&.faeciumwas carriers of the vanc.

Conclusion: These findings suggest that multidfresistant Enterococcuswith transferable vancomycin
resistance genes will emerge as important nosocomial pathogens.

Keywords: EnterococcusVancomycin resistance, VanA ligase protein.
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The study of the prevalence of shv, ctxm and per betalactamase genes in clinical isolates of

Acinetobacter baumannifrom the shahid mohammadi hospital in Bandar abbas

Masoomeh MohebhiAfsaneh Karmostaji

1- Islamic Azad University Kerman Branch
2- Infectious and Tropical Disease Research Center, Hormozgan Health Institute, Hormozgan University of

Medical Sciences, Bandar Abbas, Iran

Introduction and Objectives: Acinetobacter baumannis one of the mosimportant agents of nosocomial
infections and has a crucial role as opportunistic pathogens that generally are resistant to many classes of
antibiotics such as cephalosporines. Bitetamases enzymes are the main causes of resistance to cephalosporins.
This study aimed to deter mi ne t hlactarpaseegenad irclodingklago f ant i |
blactxm, blarem, blasny in clinical isolates ofA. baumanniin Shahid Mohammadi hospital during the period
March- October2016.

Materials and Methods: In this study, clinical isolates were identified by biochemical methods to genus level
and PCR for blaxa-s1 and betdactamase encoding genes was carried out. Antibiogram by disk diffusion method
was carried out for 18 antibiotics.

Resuls: The prevalence oA.baumanniamong 61Acinetobactemas 93.4%. The most resistance to antibiotics
including, piperacillin, cefepime, ceftriaxone, meropenem, ciprofloxasin, ticarcillin, ertapenem, cefotaxime,
ceftazidime, doripenem(100%), followedy imipenem (96.4%) and gentamicin (87.7%), doxicycline
(82.4%),amikacin (77.1%), tobramicin (73.6%), ampiciubactam(45.4%) were observed. The prevalence of

b | act amses g e new23(40.8%), blas 5(8.780), blagr&(3.5%) and blarxm, not found in any

of isolates.

Conclusions:The results of this study indicated increasing resistanéebafumannito these antibiotics. Despite

of low prevalence of resistance genes against cephalosporins, high resistance to these antibitibck ondic

use of antibiotics in hospital which lead to activation of efflux pumps in bacterial nosocomial agents.

Keywords: Acinetobacter baumanniBeta lactamases, cephalosporin's
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Terbinafine Resistance aflermatophyteDetection of OXA Beta Lactamases among Clinical

IsolatesAcinetobacter baumanniin educational hospitals of Sari

Zahra Norouzi BazgirHamid Reza Gofi
MSc Student in Medical Microbiology, Molecular and CBiblogy Research Centre, Faculty of Medicine,

Mazandaran University of Medical Sciences, Sari, Iran
Assistant Professor, Department of Medical Microbiology and Virology, Molecular and Cell Biology Research
Centre, Faculty of Medicine, Mazandaran UniversityMedical Sciences, Sari, Iran

Introduction and Objectives: Acinetobacter baumannii is a nomotile Gramnegative bacterial pathogen with

the history of vast resistant to antibiotics. The spread of carbapesistantAcinetobacter baumanns a globa

concern. The aim of this study was to determine the possibility of existence of OXAs genes among clinical isolates
of Acinetobacter baumanniin educational hospitals of Sari.

Materials and Methods: A total of 100 isolates were identified as A. baumahgicommon biochemical and
molecular tests. The susceptibility to different antibiotics was assessed withBéitkgy disk diffusion method.
Phenotypic Detection of MBLs was performed with CDT test and PCR assay was also performed for detection of
blaOXA23-like, blaOXAS51-like genes.

Results: All isolates of A. baumannishowed higHevel of resistance to all antibiotics except for colistin. The
blaOXAb51-like andblaOXA23-like geneswere detected in (100%) and (86.6%) A€inetobacter baumannii
isolates, respectively.

Conclusion: Due to the results, treatmentAfbaumanniisolates by carbapenems is ineffective and Tigecycline

or colistin could be used for treatment. Other studies for detection of other mechanisms for Carbegisteeme

are recommended.

Keywords: Acinetobacter baumanniCarbapenemase, PCR
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4] Terbinafine Resistance oflermatophyte specigSaused by PoinMutations in the Squalene
EpoxidaseGene

Zahra Salellj Masoomeh ShamGhahfarokh, Mehdi RazzaghAbyaneh
! Department of Mycology, Pasteur Institute of Iran, Tehran

2 Department of Mycology, Faculty of Medical Sciences, Tarbiat Modares University, Tehran

Introduction and Objectives: With regard to increasing number of antifungesistant dermatophytes,
antifungal susceptibility testing of dermatophytes serves as a useful tool in managing clinical dermatophytosis.
Terbinafine is one of the allylamine antifungal agents whose targgueene epoxidase (SQLH)erbinafine
resistance has been predominately attributed to point mutati6@liBtarget gene a key enzyme in the ergosterol
biosynthetic pathway leading to single amino acid substitutions. Inhibition of this enzyme leacisnolation

of squalene inside the fungal cells, depletion of ergosterol, and finally causes cell death. This study aimed to
determine point mutations in terbinafinesistant isolates.

Materials and Methods:Der mat ophyt e speci es (emcing & B$ regioa. Antifurmgal y r me d
susceptibility testing of all isolates was assessed to terbinafine agent using CL-8R\MB&lelines.

Results: Based on our resultgamong 99 tested isolates, 5 (5%) showed reduced terbinafine susceptibility
(MIC>32 pg/m), of which for two specie3. rubrumandT. tonsuransvere found to be related to amino acid
substitution Leu393 by Phe in the squalene epoxidase profén.reportedterbinafine resistance for
dermatophytes isolated from tinea pedis and tinea corpbhis. is the first case of terbinafimesistantT.
tonsuransstrain isolated from patient. Previous studies shoWwedibrumisolates resistant to TER were fully
crossresistant to naftifine, butenafine, and tolnaftate. Therefore, it is suggested antfuscgptibility testing

of isolates resistant to TER against the mentioned antifungals.

Conclusion: This increase of terbinafine resistance of dermatophyte isolates is worrisome warranting antifungal
susceptibility testing and mutation analysis for mamiig this emerging resistance.

Keywords Squalene epoxidase, Point mutation, Terbinafine resistance
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Molecular characterization of class 1, 2 and 3 integrons in mukHilrug resistant Escherichia

coli clinical isolates that collected from IntensiveCare Units (ICUS)

Introduction and Objectives: Escherichia coli(E.coli) are important pathogen hospitatacquired infections,

and very commonly isolated organism from the ICUs. On the other side recently, the frequency of MDR isolates
of E. coliis increasing and can make serious concerns in public hedégrons are one of the most important
reasons to produce Multidrug resistance (MDR) strains. The aim of this study was to determine the Frequency of
classes I, Il, Il integrons, gene cassstand multiple drug resistance among clinical isolat&saierichia cadl
isolatedfrom IntensiveCare Units (ICUf Qazvin, Karaj and Tehran hospitals.

Materials and Methods: In this study, 21%. coliisolates collected from ICUs of 16 hospitals oz@ia, Karaj

and Tehran during 2012017 from deferent sources. Antimicrobial susceptibility pattern of strains was
determined by disk diffusion method, according to(fEeSI) criteria. Multidrug resistance (MDR) strains were
determined accordingtostamdd deyni ti ons of the CLSI, EAUCAST and
I, Il integrons and gene cassettes.

Results: Out of the 215 isolates 201 (93.5%) isolates carried integrons and 204 (94.9%) isolates were MDR.
Among MDR isolates, 190 (93.1%3dlates carried integrons [165 (80.9%) isolates carried only classes |
integrons, 25 (12.3%)isolates carried class | and class Il integrons and 1 (0.5%) isolate carried only class Il
integrons). Class 3 integrons were not found in any isolates. Most adgnfoond gene cassettes in the integron
positive isolates werdfrAl7-aadA5casset.

Conclusion: The results of this study show that grevalence of MDRE. coliisolates in ICUs oQazvin, Karaj

and Tehran hospitals is high and can be considered apartamt problenin hospitals. On the other side, in this
studythe high rate ofntegrons presence in MDR strains detected and because of the efficacy of integrons in
distribution of antimicrobial resistance in clinical isolateg€otoli, this result carbe very important.

Keywords: Class | integrons, class Il integrons, class Il integr&ssherichiacoli, ICUs, MDR, gene cassettes
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Antimicrobial resistance, biofilm formation and alginate production in Pseudomonas
aeruginosaisolates obtained from respiratory tract specimens

Navid Saidt, Saied BesharatiHorieh Sadetj Parviz Owlid*
1. Molecular Microbiology Research Cen(&tMRC), Shahed University, Tehran, Iran
2. Department of Microbiology, Faculty of Medicine, Shahed University, Tehran, Iran

Introduction and Objectives: P. aeruginosds one of the most common opportunistic bacteria in nosocomial
infections, which has agnificant resistance to antimicrobial agemsaeruginosas a biofilmforming bacterium

which can result in serious health problefise purpose of this study wés investigate théiofilm formation,

alginate productiomand antimicrobial susceptibility patterns amdhgaeruginosasolated fronrespiratory tract
specimens.

Materials and Methods: In this study, 36 isolates d®. aeruginosawere recovered from respiratory tract
specimens.P. aeruginosaisolates were identifed and confirmed by phenotypic methods and PCR test.
Antimicrobial susceptibility of the isolates has been specified by the disk diffusion m&iofith formation

and alginate production of theselateswere measured by microtiter platedcarbazoleassayrespectively.

Results Antimicrobial susceptibility test showed that 12 (33.3%) isolates were sensitive to all antibiotics; on the
other hand, 4 (11.1%) isolates were resistant to all antibiotics. 11 (30.5%) adruginosaisolates were
multidrug-resistant (MDR). The most effective antibiotic was piperactimobactam as 83.3% of isolates were
sensitive, and the most resistant was observed for ofloxacin (36%). All isolates were biofilm and alginate
producers, in which, 36.1% were strongly biafilproducers, and the rates of moderate and weak biofilm
producers were 52.8% and 11.1%, respectively. The production of alginate in 93% ofbédfdngforming

i sol ates was mor e t ha n-bi@iBnOforming isofaktes progductédlless tharb @ @ fg/ mb w
alginates.

Conclusion In this study, a high prevalence of biofilm and alginate production was obserlPeGé@ruginosa

isolates from respiratory tract specimens. Also, the results of this study indicated a relationship between the rate
of alginate production and level of biofilm formationkn aeruginosasolates.

Keywords: Alginate, Biofilm, Pseudomonas aeruginosa
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Introduction and Objectives: Acinetobacter baumanndue to high propensity dfiofilms formation and high
frequently of multidrugs resistant (MDR) is an important microorganism causes nosocomial infections. The aim
of this study was investigation of antibiotic resistance patterns in clinical isoladedatimannii

Material s and Methods: One hundredA. baumanniiisolates were collected from three University affiliated
hospitals in Tabriz, Iran during 202916. The antibiotic resistance patterns were evaluated by the disk diffusion
method.

Results: Eighty-eight A. baumanniiisolates were MDR and have high resistant to cefepime, third generation
cephalosporins, imipenem ( 92% ), ciprofloxacin( 92% ), cotrimoxazole( 75% ), amikacin( 60% ), meropenem(
52%), and gentamicin( 51% ). Resistance to colistin ( 4% ) was observed iatdssol

Conclusion: The results of this study indicate that high levels of drug resistance of clinical isolates of
baumannii These results highlight the need to draw up detailed plans for the control of infectious diseases caused
by A. baumanniin our hospitals.

Keywords: Acinetobacter baumanniantibiotic resistance
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Identification of Methicillin -resistant Staphylococcus aureusom personnel and equipment
of Vali-e-Asr hospital-Bafgh-Yazd in 2018

Abbas BarzegaiBBafghi", Ali-Mohammad MohsenzadetHengameh ZangliMehdi FatahiBafghit2
1-Vali-e-a hospital, Bafgh, Yazd, Iran

2-Department of Microbiology$chool ofMedicine, Shahid Sadoughi University of Medical Sciences, Yazd, Iran

Introduction and Obijectives. Methicillin-resistantStaphylococcus aure(MRSA) is one of the most common
pathogens in hospitals that has been increasing worldwide over the past three decades. The purpose of this study
was to isolate and identify MRSA from hospital personnel and equipment.

Materials and Methods This is a cros-sectional study. The samples collected of personnel and equipment of
different parts of the hospital, including lab, Internal, Pediatric, Surgical, CCU, ICU, Operating room, and Dialysis
sections. One hundred samples were cultured on blood agar andnesibiylene blue agar. To continue,
phenotypic tests, including hemolysis production, pigment production, Gram stain, catalase, coagulase, mannitol
salt agar, and DNase were used &imphylococcus aureuslentification. Cefoxitin was used for MRSA
identification bydisc diffusion method

Results: The results of 100 samples from personnel and equipment in different parts of the hospital showed that
the highest rate was for Grapositive bacteria. Twenty five isolates were positiveStaphylococcus aureasd

six isolates were positive for MRSA.

Conclusion: Considering the increasing MRSA infectionsinfectionof hospital equipment and eradicating it

from carriers is essential.

Keyword: Staphylococcus aureudledical equipment, MRSA
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2Z40l*) Inhibitory effects of Mentha longifolia and Menthol on efflux pumps in imipenem and

ciprofloxacine resistantAcinetobacter baumanniisolates

Leili Shokoohizadehhy Mohammad Yousef Alikhahi Nayreh Zare Fahint, Hassan Mahmoudi Shirin
Moradkhani

Department of Microbiology, Faculty of Medicine, Hamadan University of Medical Sciences, Hamadan, Iran

Department of Pharmacognosy , Faculty of Pharmacy, Hamadan University of Medical Sciences

, Hamadan, Iran

Introdu ction and objectives: Acinetobacter baumannis an opportunistic pathogens that cause nosocomial
infections especially in patients in intensive care units (ICU). Accordingly, the aim of our study was investigation
on inhibitory effect of the essential odf Mentha Longifoliaand menthol orAde ABCefflux pumps in
ciprofloxacin and imipenem resistance clinical isolate&.dfaumannii

Materials and Methods: A total of 75 clinical isolates oA. baumanniiwere collected. The presences of efflux
pump genesvere detected by Polymerase Chain Reaction (PCR). Minimum Inhibitory Concenfhi@nof

the essential oil oflentha Longifolisand Mentholand their combined effect with antibiotics were measured by
microbroth dilution and Fractional Inhibitory Concentration (FIC) index.

Results: The frequency ode A ade Bandade Cgenes in clinical isolates &f. baumanniwere 93.3%, 96%,

and 97.3%, repectively. When the essential oil Bfentha longifoliawith ciprofloxacin and imipenem were
combined, MICs decreased 4 and 8 fold, respectively. In menthol combination with imipenem, in 90 %( 63/70)
of the isolates the resistance to imipenem reduced Grtorl 6 folds.

Conclusion: The presence of efflux pump genes, in more than 908dafumanniisolates, indicates the potential

role of efflux pump in inducing imipenem and ciprofloxacin resistance in this bacterium. Menthol has an
antimicrobial effect aan effective ingredient iMentha Longifolia In the future, the combination of medicinal
plants with antibiotics can be used as a complement to treat diseases causedréyisteug bacteria such as
A.baumanniinfections.

Keywords: Acinetobacter baunmaii, Efflux Pump, MentholMentha Longifolia
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I ntrcadwn andPskudomowasi:saeanugopnpoosrat uni stic pathogen ¢
causes different kind of infections. The awamdlmdé this
ESBL®. iaerlugcalosiasol ates which were bDht Amnedl mMooenhns
Zabol , I ran.

Materials a®tdudnetphopslati @0 owalte i Bmeh wd é d adlmechean
cultivated from patients bedri-d@8é&8.i MhAmir-abmanehbahsh

descrarmdliwtePaestgidgwlsaat es were identified by biochemic
was measiuslkddibfyf Wsi on met hod. Combined Disk Diffusio
(Extendedbs&Stppaclawutmamases) in these isol ates. ESBL gen
ResuThe:results obtained from8CBPDb REstr ug,liddseasmp Itehsa t a
(40 %) were ESBL positive. Resistance to Azithromyci

I mi penem 0%, Gentamicin 50% Cotrimoxazole 75%, Cipro
Ceftri6®fo Ceif mazd%add Ni t 7&Ru E&SmBtLo igre n ebsl( asi hrivd) lgzutdxi i g

bl(a t2xhm( & t3x mbri(do x a) werl5 .e®kfo sitskbollf itl}e mgene were the most
ESBL gene (84.4%) inbHaemxar2e te nwleevact mer $ namay i sol e
Concl urshieom:esul ts of the study indicated high rate of
thPe aeriugohatsas. Therefore, it could be conclPuded t he
aer ugiinmlsat es have to be done before any antibiotic p
KeywoPssudomonas &abitogi nosasistamtactBmberded ESBE&gt r u
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#4516 Identification of capsular vaiants of Klebsiella pneumoniaeclinical isolates and

antimicrobial resistance profile in educational hospitals of Tehran

MohammadAli Zenubiart, Sajjad Yazdansetad
Department of Microbiology, Share Qods Branch, Islamic Azad University, Shere Qods., Iran

Department of Microbiology, $mol of Medicine, Golestan University of Medical Sciences, Gorgan, Iran

Introduction and Objectives: The capsular polysaccharide is a main virulence factitahsiella pneumoniae

and serotypes Kland K2 are the most virulent types in humfections. The aim of this study were to assess the
antimicrobial susceptibility and to determine the distribution of serotype&Kby detecting ofvzcandorf1l0

genes in clinical isolates &f. pneumoniae

Materials and methods:A prospective study veacarried with a total of 120 consecutive, ftuplicate isolates

of K. pneumoniageecovered from various clinical specimens from patients admitted to educational hospitals of
Tehran. Antibiotic susceptibility of isolates was determined using a diskidiffmsethod. The presence wkc
andorfl0genes was detected by polymerase chain reaction. The data were analyzed by using descriptive statistics
and chisquare.

Results: Totally, 75 (62.5%) of isolates showed multidrug resistance (MDR) patterrigiest and lowest rates

of resistance were related to amoxicillin 68.2% and ciprofloxacin 91.8%, respectively. Results of the PCR assay
showed that 57 (47.5%) isolates related to K1serotype, 12 (10%) to K2 serotype and 51 (42.5%) of isolates were
belongedto non K1/ K2 serotypes. no significant association was seen between serotyp€3 &id MDR

pattern P< 0.05).

Conclusion: The present study indicated considerable rate of serotypd€2ddith MDR pattern among clinical

isolates ofK. pneumoniaeolleded from Tehran hospitals. Considering the major role of these serotypes with
high rates of drug resistance in different clinical infections, using of appropriate infection control measures and
treatment strategies are essential to prevent further dissgoniof these virulent and resistant isolates in clinical
settings.

Keywords: Klebsiella pneumoniacapsular polysaccharide K1, capsular polysaccharide K2, multiple drug

resistance
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Study the expression ofposgene in a ciprofloxacin medium resistankE.coli mutant

Melika Ahangat, Razieh Pourahmad

1. M.Sc Student of Genetics, Shahrekord University, Shahrekamd

2. Associate Professor of Genetics, Department of Genéticsilty of Basic sciences, Shahrekord University,
Shahrekordran

Introduction and Objectives: E. coliis a gram negative bacterium belong&tderobacteriacedamily. Some

of its strains cause urine infection. Ciprofloxacin is a selective treatmemisagdiais infection. This antibiotic
belongs to the secorgkneration of fluoroquinolone and its target is A and B subunits of DNA gyrase. Recent
studies have shown that ciprofloxacin enhances the expressiecAaindrecF genes in ciprofloxacHnesistant
mutantsrecF locates in a fougene operon and can be expressed by either operon promoter or its own promoter.
Special promoter is activated by RpoS sigma factor in stationary phase. Therefore, the aim of this study was to
study the expression opoSgene inE.coli mutant with intermediate resistance to ciprofloxacin after treatment
with this antibiotic

Materials and methods:For determination of relative expressionrpbS, firstly, RNA was extracted and then
cDNA was synthesized. Retime PCR methothen was used to determine the gene expression.

Results The result of present study showed tthetrpoS gene expression level did not increase at logarithmic
phase following treatment with ciprofloxacin

Conclusion The increase inecF expression after treatment with ciprofloxacin is not related to its own promoter
and is relevant to the operon promoter.

Keywords: E.coli, rposgene, Real time PCR, ciprofloxacin

144



Kerman University of Medical Sciences

20" International Congress of Microbiology
27- 29 August 2019 Kerman, Iran

Topic: Antimicrobial Resistance

Z %%} Surveillance study for epidemiology of multidrug resistant Campylobacterstrains in
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Introduction and Objectives: Campylobacteiis among main enteropathogens that are responsible for inflammatory diarrhea in human
populations. Failure of antibiotic regimens against invasive infections of this bacterium in human could be causedéhsouighion of
resistance genes from the stsexists in food animal reservoirs. To show this relationship, a prospective surveillance study was done in 22
regions of Tehran.

Materials and Methods: Infection rate ofCampylobactespp. in 400 symptomatic patients with diarrhea and contaminatid®OogHicken

meat samples distributed across 22 regions of Tehran was analyzed. The pre€eipgiermf C. coli, C. lari, andC. upsaliensiemong the

isolates were characterized BER methods. Resistance patterns to 7 antibiotics and multidrug resisédieens were detected bydst and

disc diffusion methods, as described by EUCAST and CLSI guidelines published 2018. MIC50 and MIC90 were reported based on the
determined values. Statistical analyses were done to show correlation of the resistantgeh@among common resistance phenotypes
between the human and chicken meat isolates. MAMA PCR for detection of quinolones resistance determining region (QRDR3®f gyr
done on C. jejuni isolates with defined MIC values.

Results: The poultry meat sans were related to 41 different brands, which their weight ranged from 0.76 Kg to 2.Caidgylobacter

was isolated from 35% of chicken meet samp&gdjuni 23%;C. coli, 1%;C. lari, 2%; other species, 9%), while isolated from 6.7% of the
patientswith.community acquired diarrhe& (jejuni 5.7%;C. coli, 0.5%;C. lari, 0.14%; other species, 0.25%jigher rates of isolation
were detected among children with diarrhea and mEdh), cpaiomdines of
(51.4% and 29.6%), nalidixic acid (42.8% and 29.6%), erythromycin (37.1% and 40.7%), gentamicin (31.4% and 33.3%), @ietlin

and 51.8%), and clindamycin (17.1% and 40.7%) was common among the meat and feces isolateglyedfieRighenotype was detected

in 42.8% of theCampylobacteisolates from the chicken meat and 51.8% of the stool samples, respe@tinelgsistance patterns were not
linked to specific brands of the chicken products, the production date, and mtysteg

Conclusion: Frequency ofcampylobactestrains with higher rates of resistance to most of the antibiotics among the chicken meat isolates
and similarity of their characteristics at species level between the human stool and chicken meat isolagesthedpiasks for transmission

to human population through food chain in Tehran.

Keywords: CampylobacterChicken meatHuman stool; Diarrhea; Antimicrobial resistance, MAMA PCR; MDR; Tehran.
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Introduction and Objectives: The overuse of antibiotics is causing a continuous emergence of drug resistance

in pathogenic bacteria. The multidrug resistance (MDR) by reason of extensive use of antibiotics is being a major
challenge in world public healtA. baumanniis becoming aincreasingly important human pathogen due to the
emergence of MDR strains. The aim of this study was to prepare positive charge mesoporous silica nanoparticles
(MSN) which are loaded by cefepime (CFP) and meropenem (MEM) to improve efficacy and ansibactieify

to combact MDR strains.

Materials and Methods An amine functionalized MSN (MSINIH,) was synthesized and loaded by CFP and
MEM. The characterization of prepared nanoparticles was done by some methods such as Scanning Electron
Microscopy (SEM) nhitrogen adsorption/desorption isotherms, Fourier Transform InfraredRF3pectroscopy

and Xray Diffraction (XRD) spectroscopy. Broth microdilution and well diffusion methods were used to
determine antibacterial activity against MPRbaumannii.

Resuts: The results showed the CFP and MEP loaded MSNs(CFP@MSNsNH,; and MEM@MSNsNHy)

were prepared correctly having high pay load and drug release kineticssesnghtive. The antimicrobial tests

results against multi drug resistatbaumanniisolae were showed that drug loaded MSNIH,; more effective

than free drug.

Conclusions The results of present study demonstrated that CFP@N\SNsand MEM@MSNsNH;

potentiate antimicrobial activity than free drug and enhanced the possibility of combat @gdiastmannii

isolate.

Keywords: Antibiotic resistance,Acinetobacter baumanniimesoporous silica nanoparticles, Cefepime,
Meropenem

146



Kerman University of Medical Sciences

20" International Congress of Microbiology
27- 29 August 2019 Kerman, Iran

Topic: Antimicrobial resistance

Relative frequency of mutation in QRDR (quinolone resistance determining region) among
ciprofloxacin-resistant and susceptible pseudomonas aeruginosa strain isolated from burns of

hospitalized patients in Rasht Valayet Hospital in 2018

Fatemeh Akhlaghi Iraj Nikokar*

Microbiology Department, Faculty of Medicine, Guilan University of MadliSciences, Rashtan.

Introduction and Objective: Pseudomonas aeruginoss one of the most common opportunistic pathogens

which cause death in the patients with burn wounds infection. Fluoroquinolones such as ciprofloxacin could
prevent DNA replication of bacterial agents via inhibiting DNA gyrase and topoisomerase V. aihe m
mechanism of resistance to floroginolonespinaeruginosas alterations in quinolone resistance determining

regions (QRDR) of gyrA and pargenesThe aim of present study was to find out the role of these mutations in
ciprofloxacin resistant strain.

Materials and Methods: 118 isolates oP. aeruginosavere collected from Rasht Valayet Hospital. Afterward

isolates were analyzed for antimicrobial susceptibility, polymerase chain reaction amplification of quinolone
resistance determining regions (QRDMR)ally mutation detection with sequencing.

Results: 54 isolates were resistant to ciprofloxadihr-8 3 Y1 | e substitution in the ( QF
in ciprofloxacin resistant isolateSer8 7 YLeu substitut i onAllpaiC nueatio®wvereas obse
observed in isolates which carried a gyrA mutation.

Conclusion It was found that mutation igyrA and parC genes might involve in resistance to ciprofloxadmh of
aeruginosasolates.

Keywords: Pseudomonas aerugingséntibiotic Resistance, QRDR
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Mehdi Taheri Sarvtin
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Introduction and objectives: Septicemia is one of the main causesnoirtality and morbidity especially in
neonates and childreBlood culture is the most common and important method for diagnosis of bacterial systemic
infections. The mortality rate is reported from 20% to 50% in cases of bacteremia. Emergence of multidrug
resistant bacterial strains is a main problem in the mamagieof the disease. The current research was undertaken

to study the common bacterial pathogens isolated from blood cultures and to determine their antibiotic
susceptibility pattern

Materials and Methods: In this crosssectional study, blood specimens webllected from patients referring to

emam hospital in Jiroft, south of Iran. The isolated bacteria were identified using conventional methods. Antibiotic
susceptibility testing was performed by modified KiBgiuer disk diffusion method.

Results: In this study, granpositive bacteria were isolated from 38.1 % of blood cultures and-gegative

bacteria were recovered from 61.9 % of blood cultures. Streptococcus spp were the most common bacteria isolated
from blood cultures. Streptococcus spp were thetrmommon granpositive bacteria and Escherichia coli were

the most common gramegative bacteria isolated from blood cultures. It was found to be 83t&¥tpositive

bacteria weraensitiveto Nitrofurantoin. About 61.5% of gramegative bacteria were sative to Gentamicin.
Conclusion: Present study showed that both gram positive and-gegative bacteria were responsible for blood
stream infections. Streptococcus spp and Escherichia coli were the most common bacteria isolated from blood
cultures.

Keywords: Antibiogram, bacteria, blood culture
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Introduction and Obijectives: Stenotrophomonas maltbitia can be resistant to various antimicrobial drugs.
Emerging resistance to trimethoprsulfamethoxazole (SXT) poses a serious threat to the therapy of infections
caused by this organism. Thel anddfrA genes could contribute to the resistance to SXT. We aimed to determine
antimicrobial resistance pattern and to investigate the presesakanfddfrA genes ir5. maltophiliaisolates in
Bushehr, Iran.

Materials and Methods: A total of 87S. maltophiliaisolates (67 clinical and 20 environmental isolates) were
collected in Bushehr, Iran. The clinical isolates were collected from three hospitals and the environmental isolates
were collected from various sources in two hospitals and one dental clinic. dlatesswere identified by
biochemical methods and PCR. Antimicrobial susceptibility testing was performed by disk diffusion and
determination of MIC using MIC Test Strip. To assess the presensalbfsul2, sul3 dfrAl, dfrA5, dfrAl2
dfrAl7, class 1 irggron, and insertion sequence common region (ISCR) elements, PCR was performed.
Results: Al isolates were susceptible to minocycline and levofloxacin. Eifguy isolates (96.6%) were
susceptible to SXT and three isolates (3.4%) which were environmeetal SXFresistant. The MIC values of

SXT for three SXTresistant isolates we@3 2 O g/ ml . Resi stance «lavulanatea, and cef t a z
chloramphenicol were 75.9%, 69%, and 65.5%, respectively. All three (100%]}e3¥tant isolates cagd sull

gene and class 1 integron. Among 84 SsiBceptible isolates, 14 (16.7%) and 7 (8.3%) wat&positive and
sul2-positive, respectively. Of the BIill-positive isolates, 15 harbored class 1 integron.stit@anddfrA genes

as well as ISCR wereohdetected.

Conclusions: Our results support that SXT, levofloxacin, and minocycline are good therapeutic optiés for
maltophiliainfections in Bushehr. The presence of SXBistansS. maltophilian hospital environment, suggests
that it may act as @eservoir for this bacterium.

Keywords: Stenotrophomonas maltophiliaul genesrimethoprimsulfamethoxazole
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"Corresponding author: Kiarash Ghazvini MD, PHD, Department of Microbiology and virology, School of
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Introduction and objectives: Nosocomial urinary tract infections (UTIs) are among the most common bacterial
infection diseases. In this study we established the microbial etiologies of UTI andiaotial resistance
pattern of lacterial pathogens causing UTIs in hospitalized patients at the Ghaem hospital, Mashhad, Iran.
Materials and Methods:Crosssectional study was conducted frépril 2017 to March 2019 itshaem hospital.

Urine samples were collected and processed following standard operating procedures. Antimicrobial
susceptibility testing was done following Clinical Laboratory Standards Institute 2014 guidelines.

Results: We identified 3634 microorganism{@731 bacteriaand 903 yeasts) Escherichia coli was the most
frequently microorganism isated (44%) followed by Klebsiella pneumonia (16%) and Eenterococcus faecalis
(16%). E.coli was highly resistant to ampicillin (83.6%), piperacillin (81.9%), cefazolin (67.9%), ceftriaxone
(63.15%) anatefixime (63%)while less resistance rate was foundrfitrofurantoin (7.6%), amikacin (7.3%) and
meropenem (4.1%). The most antibiotic resistance in Klebsiella pneumonia was to ampicillin (95.7%), cefazolin
(78.9%), ceftriaxone (70.3%), ceftazidime (65.8%) and cefepime (61.4%) and the least antibsttincesvas

to amikacin (31.%), nitrofurantoin (39.7%) and imipenem (40.1%). For Eenterococcus faecalis strains, the most
and the least antibiotic resistance was observed to gentamicin (61.2%) and linezolid (4.6%) respectively.
Conclusions: In this study,family of enterobacteriaceae were the most common causes of UTIs. and their
antimicrobial resistance patterns is advantageous and necessary in order to design a guideline for empirical
therapy.

Keywords: Antibiotic Resistance, Urinary Tract, infections
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Introduction and objectives: Respiratory tract infection is a serious concerrpfalic health in the worldwide,

and imposes a lot of pressure on health facilities, specifically in developing countries along with economic
restrictions. This study evaluated the prevalence of bacterial pathogens and their antibiotic sensitivity pattern
among patients with Respiratory Tract Infection in Ghaem hospital, Mashhad, east of Iran.

Materials and Methods: The etiological and antimicrobial susceptibility profile of respiratory tract infection
over a period of six month at Ghaem educational halspias studied. Thepecimensvere collected and
processea@ccordingto the standard microbiological methods. Antibacterial susceptibility testing was performed
by disc diffusion method following clinical and laboratory standards institute (CLSI) gwgdelin

Results: There were 868 clinical samples of respiratory tract, which 679 (77.8%) samples were recognized to be
culture positive. Out 0679 culture positive44% were related to femalend56%to male. The most frequency

of respiratory tract infectionsere occurred in the intensive care unit (ICU) about 60.5% (411/6K3} isolates

were obtained from the age group &3-80 years old 211/679 31%). The most common isolated were
Acinetobacter spp(35%; 239/679) andKlebsiella pneumonia20%; 138/679) Antimicrobial profile of
Acinetobacter spandKlebsiella pneumoniahowed maximum sensitivity to Amikacin respectively 20.3% and
50.5%; and maximum resistant to ceftazidime respectively 98.1% and 91.2%.

Conclusions:According to this stdy, reducing respiratory infections are effect on reducing mortality and health
care costs. Also, the duration of hospitalization in the ICU especially surgery ICU, is associated with an increased
risk of respiratoryinfection. Therefore, infection contrplays an important role in the ICUs.

Keywords: Respiratory Tract Infectiongntibacterial susceptibilityest,intensive care unit
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22474} Prevalence of virulence gene encoding type 1 fimbriaéiriH) among UPEC and

relationship with antimicrobial resistance

Rezvan GoodarzRasoul Yousefimashouflohammad Taheri

Introduction and Objectives: Escherichia colis the most causative pathogen of causing urinary tract infection
(UTI), the most common microbial infectious disease found in the clinical setting, leading to high medical costs
and significant morbidity. Better understanding of the properties of virelland its antibiotic resistance pattern

helps clinicians anticipate the improvement of infection in the patients.

Materials and Methods: E. coli strains were recovered from patients with urinary tract infections (UTI) who
admitted in several major hosggan Hamedan. Antibiotic susceptibility testing was done, according to CLSI
guidelines. PCR screened the uropathogEnicoli strains for the prevalence of virulence gene encoding type 1
fimbriae fimH).

Results:In total, 90 E. coli strains were subjedtto the studyE. coliisolates were resistant to cefepime (78%),
Cefotaxime (38.6%), Nalidixic acid (50%), Cotrimoxazole (64.28%), Amikacin (4.2%), cefixime (41.21%),
ceftriaxone (35.86%), Gentamicin (9.8%), Nitrofurantoin (1.4%), and Cephalothin (ZA&osusceptible to
imipenem (100%) and meropenem (100%). The prevalence of gene coding for fimbrial adhesive systems was
63% forfimH. The strains isolated from hospitalized patients displayed a great diversity of gene associations
compared to those isaéal from ambulatory patients.

Conclusion: The result showed that antibiotic resistance is escalating rapidly. UPEC strains causing infections
are more likely to harbor specific virulence genes. In the current study, high resistance was observed against
anibiotics widely used for the treatment of urinary tract infection; therefore, to reach better therapeutic outcomes,
empiric treatment regimens have to be modified.

Keywords: E. coli, fimH,antibiotic resistance
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Introduction and Objectives: Surgical site infections (SSIs) determine to increase@ostative complications

and medical expense. The current study is assumed to evaluate the frequency of SSI with pointing to factors
contributing to it and the antimicrobial susceptibility pattefthe organisms.

Materials and Methods: This crosssectional study was performed during six months (Jun -ZB&mber

2018). 1696 samples were collected from surgical site infecfidrespus samples were cultured and antibiotic
susceptibility deter mined b ylloKingrclmigal aBdaLaoratbérg Stashdasic d i f f
Institute (CLSI) 2018 recommendation.

Results Of 1696 patients we reported 312 (18.3%) with Surgical site infections. The high frequency was among
patients operated on neurosurgery basis in surgical unit. Alramgrial isolates, the highest prevalent bacterium
belonged to the Escherichia coli with prevalence 64(21%) followedikdgbsiella pneumoniae, Pseudomonas
aeruginosaAcinetobacter spwith prevalence of 60(19%),34 (11 %) and 32(10%), respectivelymiartbial

profile of Escherichia coli revealed maximum sensitivity to novobiocin, colistin and linezolid and maximum
resistant to oxacilin and cefotaxime. The highest and lowest resistaéebsfella pneumoniatsolates were

related to ampicillin (84.4%and amikacin (11.9%), respectively. Pseudomonas aeruginosa displayed the highest
and lowest resistance to ciprofloxacin (86.5%) and linezolid (5.4%).

Conclusions: This study suggest that bacterial resistance is a prevalent and current problem in getiessur
Escherichia coli is still the most frequently involved pathogen, showing high resistance rates. novobiocin and
colistin are still the best therapeutic options to treat these infections

Keywords: Surgical site infection, Antibiotic susceptibiljitgscherichia coli
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Pan drug-ResistantAcinetobacter baumannii

Zahra Farshadzadksara Masihzadéh

!Department of Microbiology, School of Medicine, Ahvaz Jundishapur University of Medical

Sciencs, Ahvaz, Iran

Introduction and Objectives: Acinetobacter baumannére currently considered one of the greatest causes of
nosocomial infection. The rapid emergence and spread of resistance to most conventional antibiotics highlight the
need to identify novel antimicrobial agents. Antimicrobial peptides (AMPSs) are ineddscpotential therapeutic
alternatives. Human anionic antimicrobial peptide, dermeldiDCD-1L), has shown antimicrobial activity
against a wide range of nosocomial pathogens; however, it is still unknown whether it exhibits such properties
againstA. baumannii For the first time, the present study was conducted to examine the antimicrobial activity of
DCD-1L against biofilm forming extensivelgrugresistant (XDR) and pan drugsistant (PDR) isolates #f.
baumannij belonging to different clonalieages.

Materials and Methods: DermcidinlL was examined in terms of antimicrobial properties against 1 biofilm
forming representative XDR isolate from each clonal lineage and 1 PDR isolate via minimum inhibitory
concentration (MIC) and minimum bactericidancentration (MBC) analyses and tikid assay. DermcidilL
resistance mutation frequencyAn baumanniivas also determined.

Results: Minimum inhibitory concentration and MBC of DGIL against all 8 representative XDR and standard
(ATCC 19606) isahtes were 16 and 3&)/mL, respectively, while the corresponding value for 1 PDR isolate was

8 pg/mL. The timekill assay results revealed that the bactericidal effects were more rapid against PDR than XDR
strains. In addition, the tested AMPs showed atlewdency talevelop resistance.

Conclusions: The present results showed that DEDexhibits interesting antibacterial properties against PDR

A. baumanniistrains, making it a promising candidate for the development of newnégettive therapies.
Keywords: Antimicrobial Peptide DCBLL, Drug Resistant\cinetobacter baumannii
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Introduction and objectives: Bacteria belonging to the genus Klebsiella frequently cause human infections,
including life threatening nosocomial infections. In particukdebsiella pnemoniae accounts for a significant
proportion of hospitahcquired urinary tract infections (UTI), pneumonia, septicemias, and soft tissue infections.
Because of their ability to spread rapidly in the hospital environment, these bacteria tend to czeemiabs
outbreaks. As opportunistic pathogens, the organism primarily attack immunocompromised individuals who are
hospitalized and suffer from severe underlying diseases such as diabetes mellitus or chronic pulmonary
obstruction. This study was undertaken assess the frequency Kf pneumoniaein UTI in in-patients,
demographic data and the virulence factors involved.

Materials and Methods: The clinical study was conducted at the Microbiology unit of Sina hospital's Laboratory
for the period 20182019.Bacterial isolation and identification were carried out following standard cultural and
biochemical techniques. The pertinent information on any underlying disease and other demographic data were
collected and analyzed. Susceptibility profiles of patheggathered were determined according to CLSI
standards. Capsule associated virulence factors were studied by performing multiplex PCR.

Results: Among the total isolates collected (n=188)e highest resistance was found for cefazolin (95.8%),
followed byceftazidime (91.4%). None of the isolates showed resistance to colistin. Around 43% of the isolates
were found to produce extended spectrum-tateamaseSerotype K54 was the most prevalent. K5 and K20
serotypes had a higher prevalence in clinical specgcollected from the females than males (p< 0.05). In
contrast, the distribution of K54 serotype with five capsule associated virulence factors did not differ in both
genders.

Conclusion: Information about the distribution of capsular serotypddTih, demographic details and pattern of
antibiotic resistance could help physicians for prescribing the appropriate treatment.

Keywords: Klebsiella pneumonigeserotype, Capsule, Virulence, Antibiotic resistance
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Prevalence of Resistant plasmids and integron Classes in new emerged

Staphylococcusugdunensisinfection in burn patients

Neda Pirbonyeh Amir Emamti, Abdullah Bazargafj Fatemeh JavanmatdAliReza Shiri, Mahrokh Rajaee
Burn & Wound Healing Researc®enter, Shiraz University of Medical Sciences, Shiraz, Iran

Bacteriology & Virology Department, Medical School, Shiraz University of Medical Sciences, Shiraz, Iran

Introduction and objectives StaphylococcutugdunensigSL) is coagulas@egative staphylococci may

cause various infections with unusual severity. In resentment of various antibiotics treatment, infections caused
by these bacteria are still significant and the frequency of antibiotic resistance genes|lgdpedntegron
structures and plasmid gene increases this issue. The object of this study was to investigate the antibiotic
susceptibility pattern, the presence of integron classes and presence of antibiotic resistance plasmids gene in SL

isolates.

Materials andMethods: Sampling for this study was carried out over a period of one year
from burn patients. Twentgight isolates ofsL were confirmed by phenotypic and
Antibacterial Resistance pattern was determined by disk diffusion test (CLSI 2018). The

prevalence of antibiotic resistance genéta,dfrA, ermB,ermC,ileS,mphBM andmsrA) on

- -4

L I AYARA FYR LYGdSaNRy OflFaasSaQ RSGSOGA2Yy 4 SN
Results The frequency of SL was about 21.8% in burn patients of recent study. The pafs@ststance genes

was as followsdfrA 28(100%9, mpBM 27(96.4%, msiA 25(89.3%), blaZ 24(85.7%9, ermC 24(85.7%, ermB

15 (53.6%)jleS 8(28.6%). The prevalence of integron classes | and Il was 7 (25.00%) and 2 (7.14%) respectively

while class Ill integron was detected. The association of antibiotic resistance and the presence of integron classes

was not significant. A significant relati between resistance genes and antibiotic resistant was seen.

Conclusion: The results indicated the probability of association between antibiotic resistance pattern and presence

of resistance plasmid genes. Presence of genes on plasmids increpsmb#ide of resistant transferring in

nosocomial infections. Therefore, checking of resistant transfer mechanisms and high risks is helpful in
controlling the hospital infections caused by this bacterium.

Keywords: Staphylococcukigdunensisintegrons, Sinaz, Antibiotic resistance, plasmid
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24l0] Evaluation of the antimicrobial activities of leaf extracts from threeOnosmaspecies

Parisa Shahsavatj SeyedehBatool Hassam, Farzaneh Khajoi Nasal) Ahmad Reza MehrabidnParastoo
Sanieé
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Beheshti University G.C., Tehran, Iran

2Department of Plant Sciences and Biotechnology, Faculty of Life Sciences and Biotechnology, Shahid Beheshti
University G.C., Tehran, Iran

Introduction and Objectives: Onosmal. species belonging to tHgoraginaceadamily are widely used as a

folk medicine to treat skin burns and wound healing. In this context;tilexanedichloromethane, ethyl acetate

and nethanol extracts from aerial parts of the@eosmal. species . dichroantumboiss.,O. sericeaWilld. and

0. elwendicunWettst.) were screened for potential antimicrobial activity against medically important bacterial
strains includingescherichia coland Staphylococcus. aureus

Material and Methods: For antimicrobial activity assay, weliffusion method was used according to standard
protocols. After 24 hours of incubation, antibacterial activity was expressed as inhibition zone diameters (mm)
producedby the plant extracts. An inhibition zone of 10 mm was arbitrarily chosen as representative of bacterial
susceptibility to the Extracts.

Results: The results showed that ethyl acetate extractheothreeOnosmaspecies; and methanol extracts of

O. dichroantumand O. sericeaexhibited significant activity againgéi. coli and S. aureuswith inhibition zone
diameter > 20 mmniThe highest antibacterial activity was observed at concentration of 100mg/ml for the ethyl
acetate extract dD. sericea The nrhexanedichloromethane extracts tife threeOnosmaspecies did not show

any significant antimicrobial activity.

Conclusion: These primary results confirm the possible antibacterial potential of the aerial parts extracts of the
three Onosmal. species. Furthestudies are needed to evaluate their therapeutic potential during infectious
diseases.

Keywords: Antimicrobial, leaf extractdDnosma
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Introduction and Objectives: Today there are growing concerns about the increasedlpnee of antibiotic
resistance. Excessive and inappropriate use of antibiotics has an influence on the rate of antimicrobial resistance
of not just the pathogenic bacteria but also has effect on the normal flora of the exposed individuals (animals and
humans) or populations. The objective of this study was the phenotypic and genotypic characterization of
antimicrobial resistance iBscherichia col(E. coli) isolates obtained from feces of the dogs and their owners.
Materials and Methods: A total of 112E. coli strains isolated from feces of 28 healthy dogner pairs (two

isolates from each individual) and confirmed by standard biochemical Rfstsotypic characterization of
antimicrobial resistance was done by tkgby-Bauer method using tetracycline and streptomycin disks.
Genotypic analysis was done on two streptomycin resistance géesndstrB) and four tetracycline resistance
genestetA tetB, tetCandtetD) using PCR method.

Results: According to phentypic analysis, the rate of resistance to tetracycline were 46.7% vs. 25%, and for

streptomycin were 67.7% vs. 58.9%dm gs &6 and ownersédé isol ates, respecti:
for strA, 12.5% vs. 1.8% fostrB, and 58.9% vs. 48.2% ftetAge nes wer e detected in dogso
respectively. Prevalence of baitBandtetCgenes in dogsd® and owner ge©O i sol at

gene was not found in none of the isolatesAwas the most prevalentgenen dogs dé 6andobwnhess
Conclusion: There were ngignificant differencebetweerprevalence offetracycline and streptomyaiasistance

genesn E. coliisolates frondogs andheir owners. Thigould show the possibility of sharing Bf colior their
resistance gees between dogs and their owners which was due to common environment and close relationship
betweerthem.

Keywords: Antibiotic resistance, Streptomycin, Tetracyclife coli, Dogs and their owners
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Introduction and Objectives: Emer gi ng anti biotic resistance is a maj
Understanding and fighting in this direction requires adalessment of the current status on the prevalence of
antibiotic resistance genes and understanding their correlation with each Rigsnidmediated quinolone
resistance (PMQRjenes oPseudomonas aeruginostaainshave arisen as a significant concern in recent years.
Accordingly, the aim of the present research was to determine therfoyopfd® MQR genes related to the isolates

of P. aeruginosabtainedrom clinical samples dkerman hospitals located in south east of Iran.

Material and Methods: In this sectional study, clinical samples were used to isolate different stralis of
aerughosa.Accordingly, in the first step, antibiotic resistance was evaluated using-Babgr and CLSI criteria.

In the second step, following DNA extractiamr andaac (6}Ib-cr genes were amplified using PCR method and
results were analyzed

Results: Cefexim (80%), Nalidixic acid (75%) showed maximum antibiotic resistance and imipenem (25%),
ciprofloxacin (35%) had the minimum antibiotic resistance. 10 sampbawr & (16.66%) and 8 samples gfirB
(13.33%) as well as 7 samples qpirS (11.66%) were positive and 5 samplesaafc(6}1b-cr (8/33%) were
positive.

Conclusion: Using molecular methods for diagnosis of pathogenic bacteria subh asruginosaand rapid
diagnosis of their resistant genesstproved to be very important and critiéah the other hand, it is necessary

to monitor for the spread of PMQR genes of clinical isolates and to ensure careful antibiotic use in a hospital
setting.

Keywords: Pseudomonas aerugingsantibiotic resistance®MQR genes frequencgnr, aac(6jcr, PCR.
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Role of antigen43 on biofilm formation and horizontal antibiotic resistance gene transfer

in non-O157 Shiga toxin producingEscherichia colistrains
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1Department of Microbiology and Virology, Kerman University of Medical Sciences, Kerman, Iran
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Introduction and Objectives: The objectives of this study weto evaluate the antibiotic resistance profiles,
biofilm formation, presence of antigen 4843) gene, and transfer of antibiotic resistance phenotype among non
0157 Shiga toxin producingscherichia col(STEC).

Material and Methods: From October 201tb November 2015 a total of 276 stool samples were collected from
healthycalves, goats and 395 patients with the sign of nonbloody diarrhea and screened for prebesiceé of
serotype O157 genes by polymerase chain reaction (PCR) technique. Susgepibllt antibiotics was
determined as per CLSI guideline. Presence of Ag43 and intaaig¥Y genes were detected by PCR. Biofilm
formation was measured by microtiter plate method. Conjugation was carried out by membrane filter technique.
Results:We isolded 74 (93.6%)no®w1 57 STEC strains from 41 calves, 33 |
however, no 0157 serotype was detected in our study. Resistance was observed most commonly to tobramycin
(66.2%), kanamycin (48.6%), and amikacin (29.7%) and flespiently to ciprofloxacin (4.1%), amoxicilin
clavulanic acid (5.4%), and ceftriaxone (9.5%) in isolates recovered from calves and goats fecal samples, whereas,
all human isolates were sensitive to ceftazidime, ciprofloxacin, tobramycin and imipengrcticedy.
Furthermore, Ag43 was detected in 60 STEC isolated from animals and 5 human origmsAgene was found

in this study). Biofilm formation from Ag43+ and Ag48olonies

showed 20 isolates with strong biofilm activities. Cefotaxime resistpheaotype was transferred Eo coli

ATCC 25922.1 (Nalr) by conjugation at a frequency of 1.6410

Conclusion: From the above results we concluded that, human infections wit®hbi STEC were significantly

low in Kerman. Ag43 was insignificant with bibth quantity in most cases.

Keywords: Shiga toxin producing. coli, Antibiotic resistance, Biofilm, PCR, Conjugation
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Introduction and objectives: There are #ot of concerns about the use of antibiotics to treat various diseases of
humans and other living organisms. Because of high levels of antibiotics, it can cause disorders and adverse effects
on human health. Despite the demonstration of the antibiofithaatibacterial action of biosurfactants, they can

also be used to solve this problem. Biosurfactants are biodegradableximrharmless and environmentally
friendly compounds. Therefore, these compounds can be a good alternative to antibiotisstuidyh our goal

was to assess the in vitro antimicrobial and-bidfilm abilities of biosurfactant produced Bhewanella

Materials and Methods: We determined biosurfactant minimum inhibitory concentration (MIC) against both
Grampositive and negaté antibiotieresistant bacteria by agar well diffusion method. Also, thelaafilm

activity of biosurfactant against the biofilm produced by clinically isolated bacterial strains was investigated by
microtiter plate.

Results: The biosurfactant proded by Shewanella neselectively showed activity against both Grpositive

and negative bacterial strains. The highest zone of inhibition (30 mm) was observed at concentration of 1 mg/ml
againstAcinetobacterObtained results of the biofilm formation eated that biosurfactant disrupted the biofilm

of Pseudomonas aerugino@0%) at 100 mg/ml concentrations.

Conclusion: The result of this study indicated that antibacterial and antibiofilm agents on the bacteria studied but
the use of biosurfactant in ieedicine and the replacement of antibiotics needs further investigation.

Keywords: Biosurfactant, Antibiotic resistant, Biodegradation bacteria, Antimicrobial activity, Antibiofilm
activity
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Medical Student, Faculty of Medicine, Shahid Sadoughi University of Medical Sciences, Yazd, Iran.

Introduction and Objectives: Staphylococcus aureisa major pathogen within hospital and in the community.

This bacterium colonizes the skin and in the anterior nose of ab@@%26f healthy people. During the past four
decades, methicilliresistanstaphylococcus aureyMRSA) has spread in hospit@hd community worldwide.

The spread of MRSA indicates that preventive strategies in world societies are inadequate implemented.
Determination of nasal carriage frequency and antibiotic resistan& afireusisolated from medical and
paramedical studentd§ Shahid Sadoughi University of Medical Sciences was the major aim of the present study.
Materials and Methods Following completing a questioner sheet for 177 students, a nasal swab was collected
and inoculated on MSA and after 24 hours incubation;esisg colonies were further applied for gram stain,
catalase and coagulase tests. The isol&@teaureusvas then proceeding for antibiogram with Disk Diffusion
Method using: penicillin, gentamycin, erythromycin, rifampin, ciprofloxacin, tetracycline daslirycin,
trimethoprim sulfamethoxazole, cefoxitin, chloramphenicol, nitrofurantoin. Inducible clindamycin resistance
was identified using Exone test.

Results Among 177 students, 100 were Medical and the remaining 77 were Medical Lab students. ®verall, 3
cases (21.5%) were nasal colonize&péureusin which 28 (73.7%) were medical and 10 (26.3%) Medical Lab
students. The most sensitive antibiotic were found to be nitrofurantoin and rifampin (100%) and the resistance
antibiotic was penicillin (100%Mote that (2.64%) of isolatefl aureusvas resistance (MRSA) and the remaining

were sensitive to cefoxitin (97.36%). D test was positive in 7.9% of cases.

Conclusion Although isolation of MRSA in this survey was limited, high frequenc$.cureugariage among

medical students is highly considerable.

Keywords: MRSA, antibiotic resistance, Medical students, Medical Lab studgtaighylococcus. aureusarrier
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Introduction and objectives: Urinary tract infections are one of the most clinical bacterial infectiessherichia

coli is the organism that causes UTIs in most patients. Many drug resistances have been reported, unfortunately,
drug resistance is increasing. "Researchers are lofikiadfernative to replace common dr@ne of alternatives

are the metabolites produced fror8treptomycesStreptomyceare filamentous bacteria that isolation from soil

and water. Some species of them can secretion antibiotics or other metabolikdk dhathibit the growth of

other microorganism. In this study we were screening Soeptomycedhat had antimicrobial effect on
Gentamycin resistande. coli, from BakhtararLake.

Materials and Methods: For isolation of Streptomyces samples were testeserial dilution method and culture

in starch casein agar then incubated itc28r 7 day. Gypsum and powder colonies were detected. For metabolite
produced isolated bacteria were cultured in28Rth in28 °%c and150rpm for 7 day. Then centrifuged and the
same volume, ethyl acetate was added and incuba2&kifor 5h. Then iquid transferred toSeparator funnel

The supernatant phase was transferred to distiller. This liquid was used for antimicrobial tests. Resistance to
Gentamicin and other common antibiotics was studied from 50 selected patients. Then, the isolated itegabol
from Streptomycesvere examined by disc diffusion method on these bacteFimally, streptomyces were
identified by 16srRNA.

Results:17 Streptomycewere isolated from Bakhtegan Lake. One of them has shown antimicrobial effect. The
diameter ofthe nongrowth zone was 19+1.2AResults from 16srRNA indicate that these bacteria is 99.9%
similar toStreptomyces Streptomyces sp. strain 11K402.

Conclusion: Streptomyceshave high ability to produce antimicrobial metaboliteBy purification and
formulation these metabolites, they can be used of them as an alternative to common antibiotics or antiagents.

Keywords: Streptomyces, Actinomycetater, Antibiotic,Escherichia coli Gentamicin resistance
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Hifs] Assessment of colistifresistant Escherichia coliisolates from Chicken in Qazvin

Saeedeh robatjdzifarhad nikkhahi*
Microbiology Department, Qazvin University of Medical Sciences, Qazvin

Introduction and Objectives: Colistin is considered as the laskort of treatment for muitirugresistant gram
negative bacteria infections (MBD&NB) in both human and animals. In recent studies, the presence of plasmid
mediated colistin resistance genes has been detected in various countries. In this studyijned ¢xa presence

of these genes iBscherichia colisolates from chiken.

Materials and Methods: The 60 isolates dEscherichia colivere collected from chicken fecal samples in Qazvin,
between 2017 and 2019. Colistin resistance was determined usibgothemicrodilution method by colistin
Minimum inhibitory concentration (MICs) to characterize their antimicrobial susceptibility based on Clinical
Laboratory Standards Institute guidelines 2019, and PCR was used to detect the mlediaiddncr-1,andmcr-

2 genes.

Results: Among60isolates;7 (11.6%) were resistant to colistin with MIO4* @ aNo isolates were detected

to harbomcr-1, mcr2 genes.

Conclusion: There was no relationship between resistance to colistin and presancegegheslt seems that
other mechanisms are involved in colistésistant isolates and further studies are need to find out the colistin
resistance mechanisms in our isolates.

Keywords: Escherichia coliColistin, plasmidmediatedmcr
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eMd | sol ati on and identi ficati on of Aer omonae

antagonistic effects on human pathogens

Zeynab Jafay dr mostafa jafarpour
Islamic Azad University, Tonekabon Branch

Introduction and objectives: The continued increase in infectious diseases has led to the extensive use of
commercially available antibiotics that has been proving to be a challenging phenomenon of antibiotic resistance,
This phenomenon is described as the future bomb of human s&etgral studies have been reported on the
assessment of the antimicrobial effects of living organisms on human pathogenic bacteria, the purpose of this
study was to isolate and identify the biochemical and molecular characteristicfeftimeonaspeces isolated

from the Caspian leech intestine, and to investigate the antimicrobial effects on human pathogens by disk diffusion
and well methods.

Materials and Methods: In this study, intestinal secretions from indigenous Caspian leech were cultured on
Ryan's artificial environment at 30 ° C for 24 houfse dark green colonies with the black center were identified

by biochemical methods. For molecular identification DNA from the desire colonies were extracted by GeneAll
kit and the product was performeyg b6sr DNA pcr sequencing method and the resulting sequence was aligned
by chromas software. The latex from identified colonies were obtained by centrifugation with 14000 rpm at 4 °
C for 20 minutes. Antibacterial effects from latex were evaluated adaingn pathogens including clinidal

coli , Pseudomonas aeruginosaith PTCC 1811Klebsiella pneumoniavith PTCC 9310 an&taphylococcus
aureuswith PTCC 1764 by disc diffusion and well methods.

Results:Biochemical and molecular identification confiedhthe presence éeromonas hydrophilxom leeches

gut extract. in the disc diffusion method the inhibition zones respectively adatimshylococcus aureus,
Pseudomonas aeruginosa, E. coli , Klebsiella pneumaei@ 15mm , 13mm , 9mm , Omm .In the Misding

method , the inhibition zones respectively agaBstphylococcus aureus , Pseudomonas aeruginosa, E.coli ,
Klebsiella pneumoniavere15mm , 12mm ,7mm Omm

Conclusion: According to the results, the bacterial latex from isolated bacteria was effaghinst a wide range

of gramnegative and positive bacteria. As well as is seemed disc diffiusion method in contrast to well method to
be effective for avaluation of antibacterial activity. Accordinglythie future production of natural antibacterial

from animal sourses can be replaced synthetic antibiotics.

Keywords: disk diffusion, leech, 16sr DNA sequencing, latex, aerombgdsophilla
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224515] Detection of toxic shock syndrome in MRSA nasal carriages ihabriz, North -West

of Iran

Leila Rahbarnif Alireza Dehnad® 23 Behrooz Naghili Sahar Zeinalpour Ahrabi

Infectionsand Tropical Diseases Research Center, Tabriz University of Medical Sciences, Tabriz, Iran.

2Higher Education Institute d?ab-Rashid, Tabriz, Iran.

3Biotechnology Department, East Azerbaijan Research and Education Center Agricultural and Natural Resources,
AREEOQ, Tabriz IRAN

Introduction and Objectives: Methicillin resistant Staphylococcus aureus (MRSA) is often the cafusde

range of infections ranging from minor skin infections to serious infections such toxic shock syndrome (TSS) in
hospital and community settings. Toxic shock syndrome toxin 1 (713SUper antigen is the main cause of TSS.

The aim of current studg detection of methicillin resistanceécA and TSST1 genes in healthy community.
Materials and Methods: A total of 400 samples were obtained from the nasal of students' high school schools in
Tabriz. After confirmation ofS. aureusstrains by standardiochemical tests, the antibiotic resistance patterns
were determined by the disk diffusion method. The presenogeofand tsstl genes was examined by PCR
reaction.

Results: from 400 students, 15% (60 samples) were positive&sfaureus Antimicrobial susceptibility testing

was performed against 12 antibiotic disks. The highest resistance rate was observed against ampicillin (100%)
and the highest sensitivity was observed against vancomycin antibiotic disk. Also, 18.34%ucéussolates

were resitant to methicillin (MRSA) while the presence of timecAgene was confirmed in 54.54% of cases.
These results were indicatitige emergence of Oxacillin susceptibdecApositive strains (OS1RSA) for the

first time in health community in IRAN. Based on PCR results, only one of isolates was positive fol T864.
Conclusion The results of this study indicate prevalence of MRSA nasal carriages in healthy posol#tene

is an essential need for continuous monitoring of nasal carriages in health community in order to prevent
subsequent infections.

Keywords: Staphylococcus aureuBIRSA, mecA, Tssi, high school students
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74s%) Prevalence of virulence factors in methicillin resistantStaphylococcus aureus

isolates in healthy students

Alireza Dehnadi?>3 Leila Rahbarni&'# Behrooz Naghifi Rana Khosravi Ré&dshadiyan Hajizadéh

Infectious andrropical Diseases Research Center, Tabriz University of Medical Sciences, Tabriz, Iran.
2Biotechnology Department, East Azerbaijan Research and Education Center Agricultural and Natural Resources,
AREEO, Tabriz IRAN

8 Higher education institute of RéRashid, Tabriz, IRAN

“Biotechnology Research Cent&abriz University of Medical Sciences, Tabriz, Iran.

Introduction and Objectives: Staphylococcus (S.) aureisthe most common cause of skin and soft tissue
infections.Arginine catabolic mobile element (ACME) and Paiitdalentine leukocidin (PVL) are known as
survivalfactors ofS. aureusn the skin, mucous membrane and soft tisEhe. current study is aimed detect
ACME-arcA and PVL genes among nasal methicillin resisgrdureussolates in the student population.
Materials and Methodes A total of 400 nasal samples were obtained from high school students of Tabriz, Iran.
The antibiotic resistance prtdiof S. aureussolates were determined by the disk diffusion method. The presence
of mecAand ACMEarcA and PVL genes was examined by PCR reaction.

Results: Of the 65 positiveS. aureussolates2.75 % (11/400) cases were MRSA nasal carriage and 27.69% of
isolates were multidrug resistance (MDBased on PCR results, 20 (30.76%) of isolates were positivedoA

and 28 (43.07%) isolates for ACM#&ECA geneand 10 (15.38%) isolates were positive PVL. There isa
significant relationship between the presencA©ME-arcA gene and the frequency of mecA positive straihs (
<0.05).

Conclusion The prevalence of carriagé ACME-arcA/ PVL-positiveS. aureudndicate an essential need for
monitoring of nasal carriers in healthy community to prevent subsequent infections.

Keywords: S. aureus, nasal carriag®JRSA, PVL, ACME-arcA
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2205 In vitro antibacterial activity of curcumin-meropenem combination against

extensively drugresistant (XDR) bacteria isolated from burn wound infections

Javad Yasbolaghi Sharahizahra Ahovad, 1, Zahra Riahi Rad*, Zohreh Riahi Rad, Aref Shariati?, Narjess
Bostanghadirt, Mehdi Goudarzt, Ali Hashemt
Department of Microbiology, School of Medicine, Shahid Beheshti University of Medical Sciences, Tehran, Iran.

’Department of Microbiology, School of Medicine, Iran University afdital Sciences, Tehran, Iran.

Introduction and Objectives: Burn wound infection is a severe complication of thermal injury. Patients with
severe burn injuries need urgent care to diminish complications after severe burns. Wound infections are
commonly caisidered one of the most serious burn complications, particularly those that are caused by extensively
drugresistant (XDR) bacteria with few therapeutic choices. The objective of this study was to detenritioe

activity of meropenem and curcumin, alone and in combination, against antghistieptible Gramositive, and
antibioticresistant and antibiotic susceptible graggative bacteria isolated from burn wound infections.

Materials and Methods: The antimicobial activity of meropenem and curcumin was investigated alone and in
combination, against antibiotgusceptible and antibiotiesistant bacterial (XDR) strains isolated from burn
patients. I n addition, the c ydiabdeldines, wasddtefmenedt of cur cun
Results: In this study, minimum inhibitory concentrations of meropenem decreased considerably in the presence
of curcumin (2 to 16fold reductions), with synergy observed. Curcumin exerted no cytotoxic effect at
concentréons 256512 pg/ml on human epithelial cell lines.

Conclusion: We suggest that curcumantibiotic combinations may provide an alternative approach for treating
infections with MDR and XDR bacteria.

Keywords Curcumin, Meropenem, Extensively drugsistah (XDR), Antibacterial, Woundinfections
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Survey ofermA, ermB, ermCand mecAgenes amongstaphylococcus aureusolates

isolated from patients admitted to hospitals in Tehran, Iran by PCR and sequencing

Ghazaleh Talebi Hossein Goudargi Zohreh Riahi ratf, Aref Shariatf, Zahra Riahi rafj Narjess
Bostanghadifj Javad Yasbolaghi Sharahtlham Abbasi Sara DavoudabatliAli Hashemt

1Department of Microbiology, School of Medicine, Shahid Beheshti University of Medical Sciences, Tehran, Iran.

°Department of Microbiology, School of Medicine, Iran University of Medical Sciences, Tehran, Iran

Introduction and ObjectivesStaphylococcus aureus is one of the gromsitive bacteria that has created many
problems in treatment. The antibiotic resistance is an important problem and debatable topic in the world. In recent
years, because of overuse of antibiotiod &ransition of resistance genes, frequency of resistant staphylococcal
infections, are increasing. Clindamycin inductive resistance causes failure in treatment. The aim of current study
is detection of clindamycin inductive resistance S. aureus is@latesg patients admitted to Tehran hospitals by
multiplex PCR.

Materials and Methods: A total of 80 isolates of S. aureus were collected from hospitalized patients in Tehran.
The antibiotic susceptibility tests were applied by MIC and disk diffusion methbhke identification of
clindamycin inductive resistance isolates was performed-agng test. To detection efmA, ermB, ermC and
mecAgenes, multiplex PCR was administrated.

Results: In current experiment, among 80 isolates, resistance rate to erythromycin and clindamycin were 70%
and 45% respectively. By-Bone test, 15 samples were positive. The frequeneynof, ermB and erm@enes

in S. aureus isolates were 5%, 7.5% and 10% ctispéy. The results of this study demonstrated that the antibiotic
resistance is a main problem in patientds treatment.
Conclusion: By identification of resistant isolates and apply appropriate treatment, can be somewhat prevent from
outspread of resistdisolates.

Keywords: Methicillin resistancé&taphylococcus aure®RSA), Clindamycin inductive resistance;20ne test
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The study of antibiotic resistance of isolated bacteria from upperespiratory tract in Adults in

Shahid Bahonar Hospital. Kerman. Iran

Zakieh Seifood, Nadia Kazemi Podr

Department of Microbiology, Islamic Azad University, Kernfaranch, Kerman, Iran

Introduction and Objectives: Upper respiratory tradghfection is one of the most common bacterial infections

in humans and the second reason for the high administration of antibiotics. The upward trend of antibiotic
resistance in bacterial pathogens is a worldwide challenge.

Materials and Methods: In this gudy, the upper respiratory tract samples of patients were evaluated during a
threemonth period from February 2019 to April 2019. Respiratory specimens were cultured on blood agar and
nutrient agar media. The bacteria were grown on the plates theni@tkhtifconventional biochemical tests. The

disc diffusion antibiotic susceptibility test was performed according to CLSI standards to 5 antibiotics. In addition,
the minimum inhibitory concentration was done by broth macro dilution method for antibsistard isolates

about gentamicin antibiotic Next, the percentage of cell surface hydrophobicit@ $brains was determined

isolated with the highest and lowest hydrophobicity were selected and used to study biofilm formation on glass,
polypropylene srface with stable and shake condition.

Results: 59 bacterial isolates with positive respiratory culture, were respectively including: 37.28%
Staphylococcus spp,20.33% Klebsiella spp,16.94% Pseudomonas spp,6.77% Escherichia Coli
,5.08%5treptococcusspp, and Citrobacter spp Serratia spp Proteus Spp. CorynebacteriumSpp3. 38%
Antibiotic susceptibility test for isolated showed maximum resistance to tetracycline and most of isolates sensitive
to gentamicin. The MIC test showed that mostly of isolateksensitive t@entamicin The results obiofilm
production on the selected surface, was indicate increasing the biofilm formation on propylene surfaces and in
shaker condition.

Conclusion: According to the results, there is a direct relationship betvaeibiotic resistance and biofilm
formation potential in isolates. The incorrect prescription of antibiotics for treatment of this infection has increased
the resistance of pathogens to antibiotics and also the production of biofilm. An effective puoagram
developed by evaluating antibiotics susceptibility patterns and new therapeutic methods.

Keywords: Upper Respiratory Tract Infection, Bacteria, Antibiotic Resistance, Biofilm
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224594 Serotyping, and Molecular Characterization of Antibiotic Resistance Genes in

Listeria monocytogeneksolated from Pregnant Women with a History of Abortion

Siamak Heidarzadéh Mohammad Mehdi Soltan Dalfat, Mohammad Reza PourmahdSaharSerajian,
Mohhamad Javad Mohammad Rezaldamid Sadeghi

1. Department of Microbiology and Virology, School of Medicine, Zanjan University of Medical Sciences,

Zanjan, Iran
2. Departmenof Pathobiology, School of Public Health, Tehran University of Maldsciences, Tehran, Iran.
3. Food Microbiology Research Center, Tehran University of Medical Sciences, Tehran, Iran.

* Corresponding author:-Bail: heidarzadehsiamak@gmail.com.

Introduction and objectives: Listeria monocytogeneshow a high mortality mong pregnant women and
newborns. The objective of our study was to deteanonocytogenem pregnant women with a history of
abortionand assess the serotypes, antibiotic susceptibility patterns, and its resistance genes.

Materials and Methods: A total of 400 vaginal swabs were taken from pregnant women with a history of abortion
in the past few years in a tertiary care hospital in Tehran, Iran, during 2018. Antibiotics susceptibility to a
panel of 10 antibiotics was determined using the stardiakddiffusion method and the isolates serotyped by the
agglutination method. The antimicrobi@sistant isolates were also screened for the presete#opermB and

dfrD genes by PCR.

Results:From400samples, a total &2 L. monocytogendsolates were identified. High rates of resistance were
observed for trimethoprim (50%; n=11), sulphamethoxazole (50%; n=11), tetracycline (45.45%; n=10) and
gentamicin (36.36%; n=8). From 22 monocytogeneisolates, 13 (59.10 %), 5 (22.¥8), 3 (13.63 %) and 1
(4.5499 belongedo serotypedb, 1/2a,1/2b, and3c, respectively. The genetic determintaiv was detected in
70% of the tetracyclineesistant isolates. Out of 11 trimethoptiesistant isolates, 27.27% isolates contained
dfrD. Moreover, theermB gene was found in 83.33% of the erythromyagistant isolates.

Conclusion: The resistance to antibiotics most commonly useduman listeriosis treatment is an important
public health concern. Therefore, it is necessary to continu&ariag and management antimicrobial resistance
and to diminish its further emergence and spread.

Keywords: Listeria monocytogeneSerotypingAntibiotic resistance genes.
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22%¥4 A Study of antimicrobial effects of essential oil ofThyme on Escherichia coli

isolated from broiler chicken flocks with colibacillosis

Aidin Azizpour
Associate Professor of PouliDiseases, University of Mohaghegh Ardabili, Ardabil, Iran.

Introduction and Objectives: Avian pathogeni&scherichia col(APEC) is the major cause of colibacillosis in
poultry. This disease has an important economic impact on poultry production worléwtdwgicrobial therapy

is an important tool in reducing both the incidence and mortality associated with avian colibacillosis. However,
resistance to existing antimicrobials is widespread and of concern to poultry veterinarians. Nowadays,
antibacterial dects of some medicinal plant oils are considered as an appropriate alternative of antibiotics.
Materials and Methods: The purpose of the this study was to determination of antimicrobial effects of essential
oil of Thyme against 178 E.coli isolated from broiler chicken flocks with colibacillosis infection during 2014 and
2015. Minimum inhibitory concentration (MIC) and minimum bactericidal concentration (MBC) of this medicinal
plant oil were detrmined for each isolate using mieddution technique. The antibiotic resistance of isolates for
common antibioticen Iranian poultry industry were evaluated using Kibguer disc diffusion method test.

Results: The highest resistance was to Tetrayc(®9.43%), Erythromycin (97.75%), Trimethoprime
sulphadiazine (80.34%), Enrofloxacin (77.53%eomycin (75.84%), Colistin (68.54%) and Florfenicol
(58.99%). Furthermore, essential @il Thyme showed significant inhibitory effect on E.coli isolates.

Conclusion: The results of this study show the high frequency of resistance to antimicrobial agents commonly
used in Iranian pouly industry and alsdhyme essential oil have antimicrobial activity against E.coli isolates.
So, there is using essential ofI Thyme as a substitute of common antibiotics.

Keywords: E coli, antibiotic resistancehyme, broiler flocks
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22255 High Rate of Fecal Carriage ofExtendedSpectrum-b-Lactamase Producing Escherichia
coli in healthy People in the south of Tehran, IRAN

Azade Hajihasahj Mohammad Mehdi Aslahi Masoumeh Rasouli NasalFereshteh Shahcherdgh
1- Pasteur Institute of Iran, Tehran, Iran

Introduction and objectives: The incidence of MultDrug-Resistant (MDR) Escherichia coli is alarming in the
worldwide. E. coli is a main inhabitant of human gut flora. Femabnization by Extende&pectrumB-
Lactamase (ESBL) producing E. coli (EPE) ealthy individuals contributes in their dissemination. The aim of

this study was find out the prevalence, phenotypic resistance pattern and molecular detection 6i\bZZiEX

of ESBL producing E. coli in feces of healthy people in Tehran.

Materials and methods:A total of 200 stool samples were taken from healthy people at ages36fyiars from

January to July 2018. All red colonies on Chromagar ESBL and Chromagar carba media were selected as EPE
and conventional biochemical tests were used to ideatin of the E. coli. Antimicrobial susceptibility tests in

EPE were performed using disc diffusion method for, quinolones, carbapenems and aminoglycosides antibiotics.
Presence of ESBL enzymes were confirmed by phenotypic standard methods. Every EREraared for
blaCTX-M genes (blaCTXM15 and blaCTXV14).

Results: In present study, 155/200 (77/5%) E. coli isolates were grown on media which ESBL confirmed in
137/200 (88/5%). The blaCTFKl genes were detected in all isolates that high prevalencesladsd to blaCTX

M15 (1191137; 86/8%). The blaCFXI14 gene was detected in the 6/137 (4/3%) only. 86/137 (62/7%) isolates
were resistance to quinolones also 11/137(8/02) and 12/ 137(8/7%) isolates resistance to carbapenems and
aminoglycosides respectiyel

Conclusions:The current study demonstrates the high rate of fecal carriage of ESBL producing E. coli harboring
bla CTX-M-15 in low income region of Tehran. it should aware us to possibility of increase transmission of these
MDR isolates in the part dhe city with limited access to well medical care, high population density and poor
hygiene. To reduce the risk of accession and subsequent transmission of these isolates in healthy people, fecal
carriage of higkrisk people in community should be the enif attention.

Keywords: Antibiotic resistant, Intestinal microbiota, Community carriage
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g4sle] T cell-mediated immune responsesf chickeninoculated with fowl pox vaccine

Mohammad Reza AziZi Esmaeil Asli**2 Ali Mohammad Behroozikhah B. Khales?

1- Department of Microbiology, Faculty of Sciences, Islamic Azad University, Karaj Branch

2- Razi Vaccine and Serum Research Institute. Agricultural, Research Education and Extension Organizatio
(AREEO), Karaj, Iran

Introduction and Objectives: Fowl pox is a viral disease that is widely distributed throughout the world. The
disease has an economic impact on the poultry industry, and even the outbreak has been reported in vaccinated
flocks. Thisstudy was designed to evaluate Theell-mediatedmmune responses of chickens induced by fowl

pox (FP) vaccine.

Materials and Methods: Three groups of 40 ngpathogenic 24day-old chicks were used. They were vaccinated

with either the local or commerti&P vaccines. Peripheral blood mononuclear cells were isolated and the
percentage of CD3CD3" CD4* and CD3 CD8' T lymphocytes were analyzed by flow cytometric method. The
concentration of inflammatory cytokines (IFN)  a ninflamamatory (IL-4) in peripheral blood mononuclear

cells were also measured using the ELISA method.

Results: The results showed that, after 7 days post immunization, a maximuO(®0) swelling formation
(Atakeo) on the site of vacci n®4teodCD&hympHogtessinbate r e obs
groups of commercial and local FP vaccinated groups were significantly higher (P < 0.05) than the control group.
The percentages of CD3CD3'CD4*, and CD3CD8" T-lymphocytes were increased (P < 0.05) in vaccinated
chickens with commrcial and local FP vaccines. The results of cytokine analysis showed that the ratio
concentration of IFNd  t -4 in $upernatant cell culture of vaccinated chickens in both groups were higher than

the control groupThe results show that the flow cytometmethod and the cytokine assay are appropriate for
measuring IFNo  a n4lby T-cells (CD4 and CD8).

Conclusion: This study revealed that the protective immunity may be associated with increased cellular immunity
(predominantly Thl typeeaction), ehancing the proliferation of T cells and increasing CipACD8 ratios due

to vaccination of the FP vaccine.

Keywords: FP vaccine, IFNv , f |l ow cyt ometcely, CD4 and Cd8 T
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27485 Identification of novel antimicrobial peptide from Asian sea bassl(ates calcarife) by in

silico and activity characterization

Behrouz Taheti Mohsen Mohamma#i, Iraj Nabipou?, Niloofar Momenzadeh

Mona Roozbehapi

1 Department of Medical Laboratory Sciences, SchoBlasbmedicine, Ahvaz Jundishapur University of

Medical Sciences, Ahvaz, Iran, 2 The Persian Gulf Marine Biotechnology Research Center, the Persian Gulf

Biomedical Sciences Research Institute, Bushehr University of Medical Sciences, Bushehr, Iran, 3 PhD

Stucents of Medical Parasitology School of Medicine, Iran University of Medical Sciences, Tehran, Iran

Introduction and Objectives: The global crisis of antibiotic resistance increases the demand for the new promising
alternative drugs such aantimicrobial peptides (AMPs). Accordingly, we have described a new, previously
unrecognized effective AMP, named dicentrdlde, from Asian sea bass and characterized its antimicrobial activity

by comparison with moronecidin.

Materials and Methods: Geneexpression analysis demonstrated the expression of dicertkacpeptide in tissues

of the immune system such as the skin and the head kidney, which is an important endocrine and lymphoid organ.
Moronecidin and dicentracilike exhibited a higher anti#itterial activity against grajpmositive bacteria relative to
gramnegative ones, while both peptides showed a greater binding ability tenggative bacteria compared to gram
positive ones. This contradiction between antibacterial activity and bindfimgtyaimay be related to the outer
membrane from gramegative bacteria. Compared with moronecidin, dicentfiicinpeptide showed more potent
binding ability to all grarpositive and grarmegative bacteria. In addition, dicentratike peptide exhibite@ high
antibacterial activity against the investigated microorganisms, except against Staphylococcus aureus. A direct
relationship was found between the binding affinity/cationicity and the antibiofilm activity of the peptides wherein, an
elevation in pHcorresponded to a decrease in their antibiofilm property. Time kill kinetics analysis against clinical
Acinetobacter baumannii isolate indicated that bactericidal effect of dicenlileiand moronecidin at inhibitory
concentration (1XMIC) was observeftax 4 and 6 hours, respectively, while bactericidal effect of both AMPs at
concentration of 2XMIC was observed after 2 hours. Dicentii@npeptide showed higher inhibitory activity at
subinhibitory concentration (1/2XMIC), relative to moronecidin. @aned with moronecidin, dicentraelike peptide
possessed greater binding affinity to bacteria at high salt concentration, as well as at alkaline pH; In addition,
dicentracinlike exhibited a higher antibiofilm activity in comparison to moronecidin eveikaline pH. Hemolytic
analysis against human RBC revealed that hemolytic activity of moronecidin was more potent than that of dicentracin
like, which is consistent with its greater npalar face hydrophobicity.

Conclusions:In the present study, In &b comparative sequence analysis and antimicrobial characterization led to
identify a new, previously unrecognized antimicrobial function for named dicentigeipeptide by comparison with
moronecidin, representing a possible template for designingffeative AMPs and improving known ones.

Keywords: Antimicrobilal peptide, Acinetobacter baumannii, Staphylococcus aureus, in silico analysis

175



Kerman University of Medical Sciences

20" International Congress of Microbiology
27- 29 August 2019 Kerman, Iran

Topic: Biotechnology

28510 Isolation and screening of novel local yeast strains for-asparaginasgproduction

Neda Fazelj Nayyereh Alimadadj Shaghayegh Nésr
Department of Microbial Biotechnology, Science and Research branch, Islami Azad University, Tehran, Iran

Microorganisms Bank, Iranian Biological Resource Center (IBRC), ACECR, Tehran. Iran

Introduction and Objectives L-asparaginase is an enzyme with great potential for biotechnological applications
including the pharmaceutical and food industries. Investigation of neaspdraginase producers may advance the
commercial development of thezgsme. In this study, some local yeast strains were isolated and screened for L
asparaginase production.

Materials and Methods: Ten soil samples were collected and serially diluted on Rose Bengal Chloramphenicol Agar
medium. The isolated yeasts were identified by sequencing of the D1/D2 domain of the LSU rRNA gene. The isolates and
ten identified yeast strains obtained from Iraf#mlogical Resource Center (IBRC) were spmtculated on modified
Czapek agar media containing 0.009% phenol red or 0.008% bromothymol blue. After incubation at 25 °C for 72 h, the
diameter of the zones was measured. Positive strains were cultured rondified Czapek broth for quantitative
estimation of kasparaginase production. After incubation at 25 °C for 4 days, enzyme aetisitdetermined by
measuring the amount of ammonia formed by nesslerization and expressed as InternationabSipéegfihase activity

per volume of culture (IU/ml).

Results: Three yeast strains were isolated from three soil samples and identified and desidriabetbt@asulasp. F1,
Rhodotorulasp. F2 an&@arocladiurrsp. F3. These strains and five strains obtained BT includingAureobasidium
mangroveiBRC-M 30265,Fereydounia khargensiIBRC-M 30116,Coniochaeta iranicdBRC-M 30187,Graphiola
fimbriatalBRC-M 30158 andtarmerella orientali$BRC-M 30204 showed positive reaction in the plate assay. In liquid
culture, L-asparaginase production by the strains were estimated at the rangelo68.0&ml. The strainSarocladium

sp. F3 andrereydouniakhargensisIBRC-M 30116 showed the highest production level of 1.68 and 1.11 IU/ml,
respectively.

Conclusion: In the present study, seven locah$paraginase producing yeast strains were reported. Among them, five
yeast species were introduced aasharaginase producers for the first time.

Keywords: Isolation, l-asparaginase, screeniggast
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