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Symposium Organizer / Host

The symposium is organized and hosted by the Centre of Excellence
in Molecular Biology, University of the Punjab, Lahore Pakistan. In
order to build national capability in the new bioscience, University
of the Punjab established a nucleus Centre for Advanced studies in
Molecular Biology. Molecular Biology Laboratory Complex is
spread over 60 acres of land, with covered area of 7000 square
meters, including a Laboratory Block, a Teaching Block, a Hostel for
PhD Research Scholars. The Laboratory Block is divided into four
separate research units comprising a total of 20 Research Labs. and
four Conference Rooms, one Production Unit and one Support
Facilities Unit comprising a Lab-aid Section (for washing,
autoclaving and media preparation), an Animal House, an
Insectary, six large Plant Growth Rooms, and storage space for
research materials. The Teaching Block consists of a well-equipped
Library, Seminar Hall, Photography, Computer Rooms, a
Conference Hall, Director's Office, Administration and Accounts
Section.
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Program Schedule

DAY 1 (29 December 2015)

Time

0830-0955 Hrs

Theme Speaker

Registration of participants

Inauguration Session

0955-1000 Hrs

1000-1005 Hrs

1005-1020 Hrs

1020-1035 Hrs

1035-1050 Hrs

1050-1105 Hrs

1105-1130 Hrs

Guests to be Seated

Recitation of Holy Quran

Prof. Dr. Tayyab

Welcome Address Husnain
Director CEMB
Address by Dean Life Prof. Dr. Javed Iqbal
Sciences Qazi
Address by the Prof. Dr. Mujahid
Vice Chancellor Kamran
University of the Punjab
Dr. Farrukh Javed
Address by Chief guest Provincial Minister of
Agriculture
Tea Break

Advances in Molecular Biology of PLANT Sciences

1130-1200 Hrs

Technical Session I (Invited / International Speakers)
Chair: Prof. Dr. Kauser Abdullah Malik

Co-Chair: Prof. Dr. Javed Iqbal Qazi

Dr. Shaheena B.
Magbool

Director Epigenomics
Shared facility

An Introduction to the
Epigenomics Shared Facility
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Albert Einstein College
of Medicine, USA

Dr. Khurram Bashir
RIKEN, Yokohama,
Japan

Dr. Muhammad
Naseem

Strategies to develop plants
1200-1220 Hrs L
tolerant to abiotic stresses

Plant Immunity, Microbial
Pathogenesis and
Cytokinins: An Integrated
Systems Biology Perspective

D f
1220-1245 Hrs 'e[?artment.o
Bioinformatics,
University of
Wuerzburg, Germany

1245-1300 Hrs Q/A Session

1300-1350 Hrs Prayer / Lunch Break

Technical Session IT (PLANT Genomics)
Chair: Dr. Muhammad Ashraf
Co-Chair: Prof. Dr. Ahmed Mukhtar Khalid

1345-14:00 Hrs

1400-1415 Hrs

1415-1430 Hrs

Use Of RAPD Markers In
Comparison With Agro-
Morphological Traits For
Estimation Of Diversity
Among Chickpea
Genotypes

Insights of the
phosphoenolpyruvate
carboxylase (CaPPC)
gene family in chickpea
(Cicerarietinum L.)

Profiling and expressional
studies of microRNAs in
root, stem and leaf of the
bioenergy plant

Prof. Dr. Shiekh
Muhammad Igbal,
University of Haripur

Prof. Dr. Syed Rehmat
Shah, HOD, Lasbela
University of Agriculture,
Water and Marine
Sciences, Uthal,
Balochistan

Dr. M. Younas Khan
Barozai

Assistant Professor
University of Baluchistan
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switchgrass (Panicum
virgatum L.) under
drought stress

Identification of DNA
. . Dr. Muhammad Saeed
markers associated with .
1430-1445 Hrs salinity tolerance in rice Assistant Professor
y ok (GCUF)
(Oryza sativa L.)
Confirmation of root-
knot nematode resistant Dr. Musarrat Ramzan
1445-1500 Hrs gene rmil using Assistant Professor
diagnostic marker University of Sargodha
approaches
1500-1510 Hrs Q/A session
1510-1535 Hrs Tea Break

Technical Session ITI (PLANT Genomics & Bisaofety)

Chair: Dr. Iqrar Ahmed Khan

Co-Chair: Dr. Prof. Shahid Mansoor
Advance -To-Be-
Expressed, Modified
Genomic Dna Isolation

1535-1545 Hrs From Nicotiana

Benthamiana Var Domin.’S
Specified Germlasms In
Pakistan

Zaryab Khalid Sial
Lecturer (LCWU)

Determining the expression ~ Samina Khan /

1545-1555 Hrs pattern of GLP gene during ~ Dr. Fazeelat Kramat

somatic embryogenesis in Assistant Professor

Oryza sativa, L COMSATS

The Role of

Gossypiumarboreum Ms. Sameera Sattar
1555-1605 Hrs Universal Stress Protein S. Research Officer

(GUSP1) in Gossypium CEMB

hirsutum
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Dr. Qurban Ali
1605-1615 Hrs CEMB Floriculture group Assistant Professor
CEMB
Mr. Tahir Rahman
Biosafety assessment of Samiullah
1615-1625 H
615-1625 Hrs transgenic crops at CEMB Research Officer cum

Lecturer CEMB
1625-1635 Hrs Q/A session

DAY II (30th December 2015)

Technical Session IV (Invited Speakers) / PLANT
Transformation)
Chair: Dr. Noor ul Islam
Co-Chair: Dr. Altaf Hussain
Dr. Zafar Nawaz

Invited Speaker (Skype Professor; Senior
0900-0930 Hrs Talk) Associate Dean
University of Miami,
USA

Development of transgenic
wheat with higher phytase
expression for improved
phosphorus use efficiency
Development of transgenic
wheat with low phytate for
increasing bioavailability of

Dr. Muhammad Irfan
Assistant Professor
(FCU)

0930-0945 Hrs

Dr. AsmaMagbool

0945-1000 Hrs Assistant Professor

FCU

iron and zinc ( )
Biosafety studies of

genetically modified maize Ms. Rabia Saba

1000-1015 Hrs (zea mays L.), its effect on
soil fertility by evaluating
ph, ec and micronutrients

Lecturer, Uni. Sargodha

Development of Tagman

probe based qPCR for Dr. Azmatullah Khan

1015-1030 Hrs
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CLCuV particles (DNA-A,  Research Associate

alphasatellite and CEMB
betasatellite)

1030-1045 Hrs Q/ A Session

1045-1110 Hrs Tea Break

Advances in Molecular Biology of Health Sciences

Technical Session V (Molecular Biology of Cancer)
Chair: Dr. Zafar Aziz Khan
Co-Chair: Dr. Shahid Mahmood Baig

Identification of abberantly ~ Prof. Dr. NihatDILSIZ

1110-1130 Hrs

1130-1150 Hrs

1150-12:00 Hrs

1200-1210 Hrs

1210-1220 Hrs

expressed microRNAs in
colorectal cancer

Latest developments in
Cancer Genomics and its
integration into Clinical
Practice

Role of Human Interferon
alpha2b Gene and
Presumptive Drug Model
against Breast Cancer

Medicinal Plants for the
Management of Breast
Cancer and its Prevalence
in Pakistan

HCV regulated apoptosis,
steatosis, and oxidative
stress leads to HCC

Dean of Faculty of Arts
and Sciences, Harran
University, Turkey

Dr. Zafar Igbal
Assistant Professor

King Saud Bin Abdulaziz
University for Health
Sciences, Saudia Arabia

Dr. Bushra Ijaz

Hafiz Muhammad Asif
Department of Eastern
Medicine & Surgery,
University of Poonch,
Rawalakot, AJ& K

Dr. Shah Jahan
Assistant Professor UHS
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Hafiz Muhammad Asif
Department of Eastern

Medicinal Plants for the
Management of Breast

1220-1230 Hrs Cancer and its Prevalence Medicine & Surgery,
in Pakistan University of Poonch,
Rawlakot, AJ& K

Poster Session and Evaluation
Dr. Nihat Dilsiz, Dr. Shaheena B Maqgbool, Dr.
Khurram Bashir
Prayer / Lunch Break
Technical Session VI (Molecular Biology of Cancer &
Forensic Sciences)
Chair: Prof. Dr. Khalid Mehmood Khan
Co-Chair: Prof. Dr. Fazal e Majid

1230-1315 Hrs

1315-1400 Hrs

1400-1420 Hrs

1420-1440 Hrs

1440-1450 Hrs

Riproximin: A plant
protein with therapeutic
properties against multiple
cancers

(Skype Talk)

Therapeutic potential of
chemokine network in
metastatic colorectal cancer
(Skype Talk)

Forensic Analysis of
Human Hair for Heavy
Metals detection and
Comparison among
workers of Different
Industries Using PIXE

Prof. Dr. Martin R.
Berger

Head of Toxicology and
Chemotherapy Unit,
German Cancer Research
Center (DKFZ),
Germany

Dr. Asim Pervaiz
Toxicology and
Chemotherapy Unit,
German Cancer Research
Center Heidelberg,
Germany

Dr. Saqib Shahzad
Associate Professor UCP
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1450-1500 Hrs

1500-1510 Hrs

1510-1520 Hrs

1520-1530 Hrs

1530-1540 Hrs
1540-1605 Hrs

Proteome of human oral
tongue squamous cell
carcinoma identified by
quantitative tandem mass
spectrometry

A study of SE33 locus as a
reliable STR marker for
forensic investigation in
Pakistani population

Pakistan and the
Personalized Medicine Era

Development of a miniSTR
system for the analysis of
highly degraded DNA

Q/A session

Tea Break

Technical Session VII (Genetic Diseases)
Chair: Dr. Saleh Memon

Co-Chair:

1605-1615 Hrs

1615-1625 Hrs

1625-1635 Hrs

1635-1645 Hrs

Genomic regions 17q21
and 20p13 are associated
with asthma in Pakistani
population

Attenuation of
apomorphine-induced
sensitization in an animal
model of stress
Molecular & Genetic
Analysis of Hereditary
Vision Impairment

Construction of Linkage
Disequilibrium map for

Saira Saleem
(SKMCH&RC), Pakistan

Dr. Munir Ahmad
Bhinder
Assistant Professor UHS

Dr. Muhammad Ilyas
Assistant Professor
AWKU

Dr. Muhammad Shafiq
Research Officer cum
Lecturer CEMB

Dr. Farooq Sabar
Assistant Professor,
CAMB

Dr. Huma Ikram
Assistant Professor,
University of Karachi

Dr. Asif Naeem
Assistant Professor,
CEMB

Dr. Mariam Shahid
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1645-1655 Hrs

1655-1705 Hrs

1705-1715 Hrs

17q21 region to find
Haplotype association with
Asthma in population of
Lahore, Pakistan

Genetic basis of Intellectual
disability in Pakistan
Genetic and Molecular
Characterization of
Hearing Impairment in
Pakistan

Q/ A Session

DAY III (31st December 2015)
Technical Session VII (Stem Cells)

0900-0930 Hrs

0930-0945 Hrs

0945-1000 Hrs

1000-1015 Hrs

Chair: Dr. Nihat Dilsiz

29-31 December 2015+ Lahore, Pakistan

Research Officer cum
Lecturer CEMB

Faiza Rasheed
Ph. D Scholar, CEMB

Hamna Tariq
Ph. D Scholar, CEMB

Co-Chair: Dr. Allah Bux Ghanghro

Invited Speaker

Neural differentiation of
embryonic stem cells (ES)

Cell-Material Interaction: a
case of tail wagging the dog

Transcription factor
activating protein 2 beta
(TFAP2B) mediates
noradrenergic neuronal
differentiation in
neuroblastoma

Dr. Faisal F. Khan
Director,

Institute of Integrative
Biosciences, KPK

Dr. Sajida Batool
Assistant Professor
COMSATS

Dr. Arshad Jamal
Assistant Professor,
COMSATS

Dr. Fakhera Ikram
University of Cologne,
Cologne, Germany
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Isolation, identification and
antimicrobial sensitivity

. . Dr. Aamir Ali Khattak
pattern of microorganisms Assistant Professor
1015-1030 Hrs found in different culture of L >
. University of Haripur,
burn patients at a Burn KPK
Center in Islamabad,
Pakistan
o Dr. Azra Mehmood
Preconditioning of stem cells .
1030-1045 Hrs . . Assistant Professor,
for the repair of burnt skin
CEMB
1045-1100 Hrs Q/ A session
1100-1120 Hrs Tea Break
Technical Session VII (Medical)
Chair: Dr. Prof. Iqbal Chaudhry
Co-Chair: Prof. Dr. M. H. Qazi
Effects of Cyp4x1 mutation
on weight gain and energy Dr. Farhat Batool
1120-1135 Hrs metabolism in mice: evidence  Assistant Professor,
for increased adiposity and University of Karachi

metabolic syndrome
Atrial fibrillati jati
.rla. i .r1 ation associa 1f)n Dr. Saima Shareef
with indicators of metabolic .
1135-1150 Hrs . . Assistant Professors,
syndrome in subjects of our .
. LCWU
local population
Effect of protein synthesis

inhibitors and mitochondrial LD B frliewr)

Wagar Hameed
1150-1205 Hrs proteases on the abundance q
. . Assistant Professor,
of mitochondrial DNA ) . .
University of Karachi

encoded transcripts
Structural Characterization of ~Madiha Fayyaz

interactions between small Institute for

1205-1220 Hrs basic protein and Biochemistry and
accumulation associated Molecular Biology, ,
protein- Two essential Germany
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1220-1235 Hrs

1235-1300 Hrs

1300-1340 Hrs

1340-1355 Hrs

1355-1410 Hrs

1410-1425 Hrs

1425-1440 Hrs

1440-1500 Hrs

proteins in Staphylococcus
epidermidis biofilm

Global consensus sequence
development of dengue virus
for peptide based vaccine
design against local Dengue
Virus

Q/ A Session

Prayer / Lunch Break

Dr. Samia Afzal
Assistant Professor,
CEMB

Technical Session VII (Metabolic Disorders)

Chair: Prof. Dr. Ikram-ul-Haq

Co-Chair: Prof. Dr. Sharif Mughal

Down-regulation of ABCAI
gene by hyperglycemia leads
to dyslipidemia in type 2
diabetes

Culture media stress on the
activity of Glutamate
Dehydrogenase of
Antidiabetic Medicinal herb
The role of aldose reductase
in progression of diabetic
retinopathy of local
population

Drug loaded
hydroxyapatite/polymer
composites for sustained
drug release

Low BrdU Absorption
Persuade SCEs and
Association with GSTT1
Null Genotype in Healthy

Dr. Asifa Majeed
Assistant Professor,
Army Medical college

Dr. Darima Habib
Assistant Professor,
University of Haripur,
KPK

Dr. Shagufta Naz
Assistant Professors,
LCWU

Rabia Zeeshan
Lecturer, COMSATS

Dr. Shauka tIgbal

Associate Professor
Capital University,

Islamabad
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Individuals and Myeloid
Leukemia Patients

1500-1510 Hrs Q/ A session

1520-1600 Hrs Closing ceremony
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ABSTRACT INFO

Session: Invited
Speakers
S01

Authors’ Affiliation:
Albert Einstein College
of Medicine Of Yeshiva
University, Bronx, NY,

USA

*Corresponding
Author:
Magbool SB

Presenter:
Magbool SB

An introduction to the epigenomics shared
facility

Magbool SB*, Olea R, Ossipov M, Momin ZA, Shijun Mi, Lau K,
Benard K, Greally J]M

The Epigenomics Shared Facility (ESF), part of Einstein’s Center for
Epigenomics and an Illumina CSPro (certified service provider)
laboratory, offers massively-parallel sequencing (MPS) including fully-
automated library preparation, quality control and assurance, and a number of
assays to study the epigenome such as ATACSeq, ChIPSeq, HELPTagging,
MethylC-Seq and SeqCap Epi. Sample information is uploaded through a web-
based interface (WASP) prior to sample submission, allowing LIMS and
automated primary analysis of the data generated using the Wasp System
software, and returning data through visualization and web links. Data
analytical services are provided by the Computational and Statistical
Epigenomics Group. We encourage novel research in a number of human
diseases, with early emphases on cancer, neuroepigenomics, the epigenomics of
infectious disease, aging research, diabetes and renal disorders.
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ABSTRACT INFO

Session: Invited
Speakers
S01

Authors’ Affiliation:
Toxicology and
Chemotherapy Unit
(G401), German Cancer
Research Center
(DKFZ), Im
Neuenheimer Feld 581,
69120 Heidelberg,
Germany

*Corresponding
Author:

Asim Pervaiz

Presenter:

Asim Pervaiz

Therapeutic potential of chemokine
network in metastatic colorectal cancer

Asim Pervaiz*, Martin R. Berger

hemokines, comprising a big network of proteins, perform a variety of

homeostatic and inflammatory functions including embryonic

development, lymphoid trafficking, angiogenesis and maturation of
immune cells. Components of the chemokine network are gaining significant
attention as potential therapeutic targets for metastatic cancers. We have
focused on therapeutic relevance of chemokines in colorectal cancer liver
metastasis, which accounts for ~50% colorectal cancer associated mortalities.
Following the knockdown or blockade of chemokines by siRNAs or antagonists,
respectively, we performed in vitro assays including RT-PCR, western blot,
confocal microscopy, nuclear staining, cell cycle and FACS analysis to
investigate functional effects of the chemokines in selected colorectal cancer
cells (SW480, SW620 and CC531). An animal model mimicking colorectal
cancer liver metastasis was used for the evaluation of targeting chemokines in
vivo. Significant anti-neoplastic effects were identified in the investigated cells
following the chemokines inhibition/blockage. These anti-neoplastic effects
included inhibition of proliferation, migration and colonization of the cells. On
molecular levels, mechanisms like induction of apoptosis leading to cytotoxic
effects and changes in cell cycle corresponding to cytostatic effects were
observed. Most strikingly, complete remission of growing tumor was observed
for colorectal cancer liver metastasis in vivo. These laboratory investigations,
while supported with relevant clinical data, will provide proof of concept about
therapeutic potential of chemokine network in colorectal liver metastatic
cancers.
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ABSTRACT INFO

Session: Invited
Speakers
S01

Authors’ Affiliation:
Toxicology and
Chemotherapy Unit
(G401), German Cancer
Research Center
(DKFZ), Im
Neuenheimer Feld 581,
69120 Heidelberg,
Germany

*Corresponding
Author:
Martin R. Berger

Presenter:
Martin R. Berger

Riproximin: A plant protein with
therapeutic properties against multiple
cancers

Asim Pervaiz, Michael Zepp, Martin R. Berger*

iproximin (Rpx), a type II ribosome inactivating protein, was purified
Rfrom kernels of the plant Ximenia americana. Previous studies

highlighted its cytotoxicity in a variety of cancer cell lines originating
from solid and non-solid tumors. In our recent studies, we investigated the
mechanistic aspects of Rpx in selected breast and colorectal cancer cells.
Cytotoxicity of Rpx was determined by MTT assay, while the migratory and
clonogenic effects were determined by migration, scratch and colony formation
assays. Apoptotic and cytostatic properties were studied by nuclear staining
procedures and flow cytometry. Alterations at molecular levels, in response to
Rpx exposure, were scrutinized by means of microarray and qRT-PCR
methodologies. Rpx induced significant anti-proliferative effects in the selected
breast (MDA-MB-231 and MCF-7) and colorectal cancer cells (SW480, SW620,
and CC531). Profound inhibition of migration and colony formation was
observed in all cell lines. Concomitantly, a distinct arrest in S phase and nuclear
condensation/fragmentation were observed, indicating cytostatic and apoptotic
effects. Genetic profiling revealed induction of the anticancer cytokine MDA-
7/IL24 and ER-stress related GADD genes. Furthermore, inhibition of
migration (RHO GTPases), anti-apoptotic activities (BCL family) and cell cycle
relevant genes (cyclins) were observed in breast cancer cells. These studies
indicate the anticancer potential of Rpx in breast and colorectal cancers and
favor further evaluation of this naturally occurring plant compound as
therapeutic agent.
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ABSTRACT INFO

Session: Invited
Speakers
S01

Authors’ Affiliation:
Plant Genomics
Network Research
Team, RIKEN
Yokohama Campus,
Japan

*Corresponding
Author:
Khurram Bashir

Presenter
Khurram Bashir:

Strategies to develop plants tolerant to
Abiotic stresses

Khurram Bashir*

ineral nutrients are not only essential for plants growth and

development but also integral for human and animal health. In

recent years the concept of hidden hunger (deficiency in certain
mineral nutrients despite eating enough calories) has been well established and
the importance of micronutrient nutrition is increasing at a great pace. Among
these micronutrients iron (Fe), zinc (Zn), and manganese (Mn) are of particular
interest as these are essential micronutrients for all higher organisms. Plants
have developed sophisticated mechanisms to absorb Fe from soil and to
transport it from root to shoot and grain. To acquire Fe and Zn from soil,
graminaceous plants secrete small molecules called mugineic acid family
phytosiderophores (MAs) that solubilize Fe, and Fe(III)-MA complexes are
readily taken up by specific transporter at the root surface. Besides this, plants
also use other genes to uptake and transport metals in plants (Bashir et al.,
2013a, 2013b). I will discuss the role of various transporters in metal absorption
from soil and a particular focus on mitochondrial iron transporter in rice. I have
identified the protein responsible for transporting Fe into the mitochondria of
rice. It is the first report of any protein transporting Fe to mitochondria in any
plant species. Not only is the identification of MIT a significant advance in
understanding cellular Fe homeostasis in rice, but it may also lead to improved
Fe content in this essential grain. Moreover, it will facilitate the identification of
mitochondrial Fe transporters in other plant species significantly improving our
knowledge.
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ABSTRACT INFO

Session: Invited
Speakers
S01

Authors’ Affiliation:
Department of
Molecular Biology and
Genetics, Faculty of
Arts and Sciences,
University of Harran,
Sanhwurfa, Turkey.

*Corresponding
Author:
Dilsiz N.

Email:

nihdil@gmail.com

Presenter:
Dilsiz N.

|dentification of abberantly expressed
microRNAs in colorectal cancer

Dilsiz N*

The aim of this study was to determine the differences of gene expression
in normal colon (CRN) and colorectal cancer (CRC) by using
microarray system.

Introduction: Cancer is the most important diseases characterized by
unregulated cell growth and spread of cells from the site of origin site, to other
sites in the body. Total RNA was extracted from tissue samples of 12 patients
with colorectal cancer undergoing surgical resection of the colon for studying
tumor specific changes in miRNA expression. MiRNA was polyadenilated by
using PolyA Tailing master mix. After Flash Tag Biotin Ligation samples were
hybridized, stained and washed. The arrays were finally scanned using AGCC
Scan control programmer according to the manufacturer’s protocol
(Affymetrix).

It was found that some of miRNAs were found up or down regulated in studied
CRC tissues compared to nontumor tissues. MiRNA-183, miRNA-431,
miRNA-487a, miRNA-34a, miRNA-542 and miRNA-1290 were overexpressed
and miRNA-3172, miRNA-422a, miRNA-378¢c, miRNA-497, miRNA-1244 and
miRNA-378 were downregulated in patients with CRC. We have also found that
some dysregulated miRNAs, which to our knowledge have not previously been
associated with colorectal carcinogenesis.

Consequently, the results of this study will increase our understanding of
development, progression and earlier detection and personnel treatment of
colon cancer.
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Low BrdU Absorption Persuade SCEs and
Assaciation with GSTT1 Null Genotype in
Healthy Individuals and Myeloid Leukemia
Patients

Shaukat Igbal Malik", Vasiliki Hatz*, Khalid Akhtar®

ister chromatid exchanges (SCEs) frequently observed in leukemia are
S potential indicators of genotoxins exposure and anti-leukemogenic drugs

activity. However, it is not clear whether the observed increase in SCEs’
incidence in leukemia patients is a sole consequence of chemotherapeutic
exposure or reflects an endogenous aberration in the genetic background.
Keeping in account the aforementioned consideration and the pathogenic role
of detoxification gene GSTT1 polymorphism in cancer susceptibility triggered
us to verify whether genetic polymorphism in GSTTI influences the
endogenous genomic sensitivity in healthy individuals and myeloid leukemia
patients. The cytogenetic-based study was conducted to scrutinize the
endogenous SCEs using a Fluorescein isothiocyanate (FITC)-conjugated anti-
BrdU antibody in a highly-sensitive immunochemical staining method which
was chosen in order to eliminate the possible BrdU-induced SCEs that result
from the BrdU used in the standard FPG method. For this purpose, SCE analysis
was performed on peripheral blood lymphocytes from 42 healthy non-smoking
individuals and 15 myeloid leukemia patients at diagnosis. The presence or
absence of the homozygous deletion in GSTT1 gene was determined in
peripheral blood lymphocytes using a multiplex-PCR method. The results
obtained do not demonstrate any association between the GSTT1-null genotype
and the increased endogenous SCE frequencies in leukemia patients with
respect to the healthy individuals. Moreover, the SCE frequency obtained in the
GSTT1 genotypes in leukemia patients is comparable to its frequency in the
healthy population. Hence, our results indicate that the endogenous SCEs that
arise in metaphase lymphocytes of myeloid leukemia patients are independent
of the GSTT1 genotype and the donors’ gender.
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The Role of Gossypium arboreum
Universal Stress Protein (GUSP1) in
Gossypium hirsutum

Sameera Hassan*, Agsa Aslam, Muhammad Bilal Sarwar,
Fatima Batool, Zarnab Ahmad, Muhammad Nadeem
Hafeez, Sajjad Sadique, Shehla Parveen, Muhammad Umair
Majid, Bushra Rashid, Tayyab Husnain

he cells of eukaryotic organisms are localized elaborately into
I functionally distinct membrane bound compartments, thus most
cellular processes are spatially restricted to defined regions of the cell. In
a previous study Universal stress protein gene (GUSP1), identified from water-
stressed leaves of Gossypium arboreum was cloned in pCAMBIA 1301 plant
expression vector by replacing reporter GUS with GFP. Transgenic plants of G.
hirsutum were produced through Agrobacterium mediated transformation. The
transgene was amplified through PCR and a fragment of 500bp confirmed the
integration of GUSPI in transgenic plants by Southern blot. The gene expression
was studied through ELISA and Western blot by using GUSPI specific
polyclonal antibodies and Real-time PCR quantified 2-3 fold expression in
different tissues of transgenic plants following drought stress. The location of
GUSPI was determined through immunostaining and microscopy using GFP as
a cytological marker. These results will be helpful in order to unravel the role of
GUSPI as a regulatory protein under abiotic stress condition in plants.
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Use of RAPD markers in comparison with
agro-morphological traits for estimation
of diversity among chickpea genotypes

Sheikh Muhammad Igbal”’, Ahmad Bakhsh? and Mehboob-
ur-Rahman’®

enetic diversity was assessed among 38 chickpea genotypes on the basis
Gof random amplified polymorphic DNA (RAPD) in comparison with

agro-morphological traits. Evaluation of agro-morphological traits
revealed highly significant differences between genotypes. Days to 50%
flowering ranged from 92 to 118, plant height (¢m) ranged from 54.16 +2.11 to
87+2.65, Number of fruit bearing branches and pod per plant respectively varied
from 4 £1.09 - 17.25+1.47 and 7.60+1.38 - 27.4 + 2.05, whereas grain yield per
plant (gm) differed from 3.50+0.6 to 9.8+0.64. The ascochyta blight score of
these genotypes, recorded on 1-9 rating scale, varied from 3-9. The cluster
analysis showing relationship based on morphological traits (scale: Euclidean
distance) placed 35 genotypes into five distinct groups, and three genotypes,
NOOR-91, Local Mankera and BR4 were not included in any cluster. The
RAPD analysis showed that 35 RAPD primers amplified a total of 212 fragments
out of which 45 were polymorphic. The polymorphic bands were generated by
21 primers whereas 14 primers were monomorphic. Genetic similarity matrix
based on Nei & Li’s index revealed similarity coefficients ranging from 92% to
97% indicating lower level of genetic polymorphism revealed by RAPD primers.
The dandrogram constructed on the basis of these coefficients grouped all the
genotypes in to 2 major and 3 small clusters at 92% similarity level. Two
decamers, OPC5 and OPC14 distinguished between three Desi and two Kabuli
genotypes. This study showed that the level of genetic variability observed in
chickpea for agro-morphological traits was not reflected in DNA polymorphism
obtained by RAPD analysis.
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|dentification of DNA markers associated
with salinity tolerance in rice (Oryza
58tiva L.]

Muhammad Saeed*

ice is an important staple crop of the world. Pakistan is famous for best
unality rice production. Rice production is affected by salinity stress. A

research project was designed to identify DNA markers associated with
salinity tolerance in rice (Oryza sativa L.). An F2 population, originating from
the cross Pokkali x IR-36, consisting of 113 individuals were evaluated under
saline and normal field conditions. F2 population was phenotyped for yield and
biochemical traits. Parents of F2 population were screened for polymorphism
with 553 simple sequence repeats (SSRs) markers. One hundred and eleven
markers were found to be polymorphic. Linkage map was constructed by using
Joinmap v. 3.0. Quantitative trait loci (QTL) mapping analysis was carried out
by QTL Cartographer 2.5 software. This analysis yielded significant marker-trait
associations for salinity tolerance in rice. SSR marker RM248 was found to be
associated with sodium uptake under saline conditions. This marker had higher
phenotypic variance explained (R2) value. This marker can be successfully used
in rice breeding programs for salinity tolerance.
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Confirmation of root-knot nematode
resistant gene rmil using diagnostic
marker approaches

Musarrat Ramzan*, Riffat Ahmad, Naheed Kauser, Anis Ali
Shah, Rabia Saba, Shahina Fayyaz and Saifullah Khan

olecular studies using Simple Sequence Repeat (SSR) marker system
Midentiﬁed six Pakistani soybean [Glycin max. (L) Mirr] varieties as

resistant against Root Knot Nematode (RKN) out of fifteen (15)
indegenous cultivars. Diagnostic SSR markers Satt-358 and Satt-492 have
shown the presence of RMi gene in all resistance carrying genotypes. Satt-358
amplified the fragment of 200 bp and Satt-492 generated 232 bp bands in all
resistant genotypes. This study confirmed the RMi gene locus (G248A-1) in all
internationally confirmed resistant varieties including native ones. These
investigations have revealed the effective and informative sources that can be
utilized in breeding programs for the selection of RKN resistance soybean
genotypes in Pakistan.
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Profiling and expressional studies of
microRNAs in root, stem and leaf of the
bioenergy plant switchgrass (FPanicum
virgatum L.) under drought stress

Muhammad Younas Khan Barozai**?, Zhujia Ye* and
Suping Zhou?

witchgrass (Panicum virgatum L.) is a perennial fodder grass that is well
Sknown as a model renewable bioenergy crop. Its high production of

biomass for biofuel supply is due to fast growing and wide adaptation
properties of the plant. Very little studies and data are available about the
miRNAs in this important biofuel crop. This situation demands to focus and
identify new miRNAs and also elaborate their expressional analysis in the
management of the plant under drought stress. Both computational and
expressional studies were done for the miRNAs in the switchgrass under
drought stress. A total of 158 new miRNAs belonging to 83 families were
identified and characterized from the switchgrass expressed sequence tags
(ESTs) and Genomic survey sequences (GSS). Also five pre-miRNA clusters and
four sense and antisense pre-miRNAs were resulted in this research.
Furthermore, 49 miRNAs were randomly selected and subjected for qPCR
expressional studies in root, leaf and stem of switchgrass under drought stress.
A total of 406 putative targets were also predicted. These targets are found to
play role in structural protein, metabolism, transcription factor, growth &
development, stress related, signaling pathways, storage proteins and other vital
processes. This baseline data can be utilized for the fine tuning of this important
bioenergy plant under biotic and abiotic stresses.
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Insightes of the phosphoenolpyruvate
carboxylase (CaPPC) gene family in
chickpea (Licer arietinum L.)

Syed Rehmat Ullah Shah*!, Muhammad Aslam Buzdar?,
Dost Muhammad Baloch! Ghulam Jilani!

involved in p-carboxylation of phosphoenolpyruvate (PEP) to
oxaloacetate and is encoded by a gene family CaPPCs. It has a vital role
in diverse metabolic pathways of organic acids biosynthesis and carbon fixation.

Phosphoenolpyruvate carboxylase (EC 4.1.1.31; PEPC) enzyme is

In this study we characterized the PEPC gene family in chickpea (Cicer
arietinum L.)

Transcripts and their abundance (fragment per kilo bases per million reads,
FPKM) were retrieved from online transcriptome or genome databases.
Different plant type PPCs (PTPC) and bacterial type PPCs (BTPC) sequences
were separated, aligned and their class and specie specific consensus were
constructed in CLC Main Workbench 6.5 (CLC bio, Denmark). Blastx analysis
was carried out through NCBI database. Sequence alignment and phylogeny of
PPC gene family of chickpea (Cicer arietinum L.) was analysed through in house
available softwares.

The current study revealed that PEPC enzyme in chickpea is encoded by a gene
family of at least 6 members with all active site residues of C3 PEPCs.
Phylogenetic analysis of the amino acid sequences showed divergence into two
major groups PTPC and BTPC with further convergence of PTPC into sub
groups. FPKM values of the transcripts showed tissue specific abundance in
shoots, roots, flowers and pods.

Phosphoenolpyruvate carboxylase enzyme in chickpea is encoded by a small
gene family. In contrast to Arabidopsis PTPC in chickpea is not restricted to 3
members and has tissue specific transcript abundance. Further studies are
suggested to probe out the role of PPC genes in nodule development and its
regulation under stress conditions in chickpea.
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Determining the expression pattern of
GLP gene during somatic embryogenesis
in oryza sativa

Fazeelat Karamat*!, Samina Khan', Tayyaba Yasmin'

ermins and Germin like proteins, display a wide spectrum of variety in
Gtheir occurrence and activities in plants. They are believed to have

pivotal roles in the plant germination, development and defense system
i.e., biotic and abiotic stress owing mainly to the two associated enzymatic
activities; oxalate oxidase (OXO) and superoxide dismutase (SOD). Among
cash crops of Pakistan, rice hold top position and these proteins have been
found to confer the resistance against broad spectrum diseases in this crop.
Furthermore, the presence of these proteins in all organs and developmental
stages of plants has been reported. On behalf of their involvement in plant
growth and health it would be really insightful to examine their expression
during in vitrocallus formation and somatic embryogenesis in Pakistani rice
varieties. Two varieties, viz; KSK -282 and SuperBasmati were selected for
callus induction in the presence of two hormonal treatments (2, 4-D alone,
2,4-D + BAP) eitherinlight or dark. Cali was used as explants for regeneration
experiments using the BAP as growth regulator. RNA isolation from calli and
various developmental stages (green spots, emerging shoots and roots) and
subsequent ¢cDNA synthesis was accomplished. Expression analysis of GLP
gene would be analyzed through QPCR. The gene/s expression analysis
outcome from this study would be helpful in getting perceptivity about the
possible relation between the expression of GLPs at transcript level and various
developmental stages of somatic embryogenesis and early development.
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*Corresponding N. benthamiana without the help of temperature controlled facilities. For speedy
Author: workout the dried and preserved germplasm exported from abroad has become
Zaryab Khalid Sial aneed of researchers working on this model plant. It is also noticed that elevated

temperature during the germination and growth of N. benthamiana not only

effects the quality of extracted DNA but also leaves impact on it host pest

Presenter: relationship. So it was necessary to get some handy protocol/ protocols for
Zaryab Khalid isolating pure DNA not only from dry and preserved germplasm of N.
benthamiana but also from the locally under controlled environment grown
plants using their young, mature, fresh or dry tissues. The presence of certain
metabolites like polyphenols and polysaccharides have been found to interfere
more (specially during plant growth and further processing in warmer climates)
with already adopted DNA isolation protocols and also with further reactions
like DNA restriction, cloning and amplification. We have worked with four
modified protocols for getting best quality genomic DNA extraction from dry
and fresh explants of N. benthamiana. The best quality DNA was extracted by
modifying different steps along with altering quantities of different reagents and
organic solvent used during above mentioned four reported methods. The
protocol without liquid nitrogen gave best results in this concern. Dry plant
material was of special consideration. The isolated DNA provided distinct bands
with 0.8% gel. A very efficient and simple protocol was optimized for removing
highly interfering metabolites which gave the best isolated DNA of N.
benthamiana in terms of quality and purity. We describe here the simple
efficient and cost effective methods for Isolation of DNA from this model plant.
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main goal of current study was gene transformation in cotton for the

*Corresponding development of bollworms and weedicide resistant varieties especially with
Author: crystal toxin and cp4 EPSPS genes protein.
Kamran Shehzad Bajwa In order to produce transgenic cotton resistant to insects and weeds, newly

emerge embryos of MNH-786 were transformed with Agrobacterium
tumefaciens strain LBA4404 harboring the plasmid pCAMBIA 1301 vector
containing CrylAc+Cry2A and Cp4 EPSPS genes under the control of CaMv
35S promoter. Neomycin phosphotransferase (nptll) gene was used as a

Presenter:
Kamran Shehzad Bajwa

selectable marker.

The integration and expression of these genes were evaluated by molecular
techniques such as PCR, Florescent In-Situ Hybridization and ELISA
respectively. Out of 700 putative transgenic cotton plants, 10 plants (1.4%
transformation efficiency) showed the presence of genes CrylAc+Cry2A and
cp4 EPSPS through PCR analysis. Insect feed bioassay and glyphosate spray
assay (1600 ml/acre) were used for measurement of mortality percentage of
bollworms and weeds under field condition. The data collected of transgenic
cotton plants from field condition indicated that 100% mortality of American
bollworms, army worms but 39.0% to 73.0% effects on pink bollworms and also
100% mortality of weeds in glyphosate spray assay as compared to control.

The results showed that the transgenic lines were resistant to bollworms and
Glyphosate, as compared to control plants. The results of this study support
improvement of cotton defense systems against bollworms and natural
competitors (weeds) through genome modification.
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Development of transgenic wheat with
higher phytase expression for improved
phosphorus use efficiency

Asma Magbool*, Samreen Mohsin and Kauser Abdulla Malik

hosphorus deficiency is a critical issue for the agriculture world. Though
P use of fertilizers was considered a solution at first, it is now considered

to be only adding more fuel to the problem since it adds to organic
phosphorus pool of soil. Development of plant cultivars with enhanced
phosphorus utilization ability via traditional breeding is very slow. With
advancements in biotechnology, development of transgenic plants with better
phosphorus efficiency is a better way of overcoming this problem. Thus for
improved organic phosphorus utilization, transgenic wheat with root-specific
phytase expression was developed. Positive transformed plants were screened
via basta selection and PCR. From T1 generation onwards, phytase activity and
phosphorus content of transgenic plants grown in the presence of phytate was
determined. Morphological analysis of transgenic plants grown under natural
conditions was also done. Plants with higher phytase activity and phosphorus
content along with no adverse morphological characteristics were selected for
further analysis. Results uptill now are encouraging and soon a stable
homozygous transgenic line with higher phytase activity and improved
phosphorus efficiency will be determined.
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Transformation and expression studies of
Cry1Ac+Cry2A and GTGene in Zea mays

Abdul Munim Farooq, Idrees Ahmad Nasir, Qurban Ali* and
Tayyab Husnain

ea mays is the 3" important cereal crop grown all over the world and
2 fulfills the needs of millions of people. Efforts to make good quality and
high yielding crop are continuous. There are various biotic and abiotic
stress that caused reduction in grain yield and quality of maize crop among them
weeds showed the most adverse effects. Average maize production of Pakistan
is 2,850 kg/ha which is very is low as compared to the developed countries like
USA, which is 3420 kg/ha. In Pakistan it is planted on an estimated area of 1.083
million hectare with an annual production of 4.271 million tons (Anonymous
2006). Insect pest, like Heliothus, root bore, stem borer and weeds are the main
causes of low production in Pakistan e.g. only stem borer can caused losses up
to 75% (Groote, 2002). Transgenic maize having locally developed CEMB-insect
resistant and weedicide resistant genes were found very effective to combat these
challenges to the local maize crop. Objective of this study was to develop
lepidopteron insects and Glyphosate resistance maize lines. The transformed
lines will have more ability to cope with lepidopteron insects and herbicides as
compared with non-transformed lines in field trials. Transformation of maize
with GTGene will open new perspective for the improvement of herbicide
resistant maize.
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Biosafety studies of genetically modified
maize (Zea mays.), its effect on soil
fertility by evaluating pH, EC and
micronutrients

Rabia Saba, Zabta Khan Shinwari, Naseer Ahmad And Saira Karimi

biosafety study was conducted of genetically modified maize (Zea
Amays L.) in order to comparatively evaluate the impact of transgenic

maize (insect resistance) with non-transgenic maize lines (Islamabad
White and Islamabad Gold). The main objective was to measure effect of
transgenic maize on soil fertility by evaluating the status of pH, EC,
micronutrients in rhizospheric soil. Soil samples were collected from field trial
and controlled conditions at vegetative and harvesting stage of both transgenic
maize and non-transgenic maize lines the soil in which no plant was grown were
referred as control. The samples were analysed for pH, EC and AB-DTPA
extractable micronutrients such as Mn, Ni, Co, Cu, Cr and Fe. There was also
significant difference in content of Mn (control mean 0.20, Mn (GM) mean
0.91and (non GM) mean 0.92 with significance value 0.00), Co (control mean
0.015, Co (GM) mean 0.040 and (non GM) mean 0.046 with significance value
0.043), Cu (control mean 0.064, Cu (GM) and (non GM) mean 0.099 with
significance value 0.028), Cr (control mean 0.035, Cr (GM) mean 0.043 and
(non GM) mean 0.15 with significance value 0.035) and Fe (control mean 0.66,
Fe (GM) mean 0.56 and (non GM) mean 0.58 with significance value 0.029) in
rhizospheric soil of all the plants of both transgenic maize and non-transgenic
maize at all stages of both field trial and controlled conditions. So it showed that
transgenic maize behave positively toward rhizospheric soil.
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Improvement of cotton fibre quality by
overexpression of SuS gene

Mukhtar Ahmed*, Ahmed Ali Shahid, Abdul Qayyum Rao, Salah
ud Din, Sidra Akhtar, Muhammad Azmat Ullah Khan, Kamran
Shehzad Bajwa, Ammara Ahad, Ambreen Gul, Malik Adil Abbas,
Tayyab Husnain

he demand for long staple fibre having better strength and length is
I increasing with introduction of modern spinning and weaving industry
in Pakistan. Work on gene discovery from developing cotton fibres has
helped to identify dozens of genes that take part in cotton fibre development
and several genes have been characterized for their role in fibre development.
The study was focused at successful Agrobacterium mediated stable
transformation of SuS gene construct in pCAMBIA 1301 into cotton variety
CEMB-00. Removal of 2815bp fragment by restriction digestion with specific
restriction enzymes ensures successful ligation of fibre gene into pCAMBIA
1301. Total 1000 embryos were subjected to selection free medium after
inoculation with Agrobacterium harboring gene of interest. Out of 1000 total
128 embryos successfully developed shoots and roots. 45 putative transgenic
cotton plants have been shifted to selection free medium in test tubes and are
passing acclimatization process. Molecular analysis of these plants is under
process which will further confirm their successful integration and expression
will lead towards improvement of fibre characteristics when shifted to field at
mature stage. Incorporation of genes related to cotton fibre length and quality
can provide new avenues for fibre improvement. The utilization of this
technology would provide an efficient import substitution and sustained
production of long staple fibre in Pakistan to fulfill the industrial requirements.
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Development of transgenic wheat with
low phytate for increasing bioavailability
of iron and zinc
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Asia Khatoon” and Kauser A. Malik®

ron and zinc are two most important micronutrients and according to an

estimate more than two billion people are suffering from deficiency of these

nutrients worldwide and especially in developing countries. The
deficiencies of these micronutrients is responsible for reduced learning and
working capability, increased risk of infections, anemia, retarded growth,
skeletal abnormalities and depressed immune response. The bioavailability of
iron and zinc in wheat can be improved by transformation of wheat with phytase
enzyme, which catalyses hydrolysis of phytic acid and releases cations bound to
it. Phytase transgenic wheat plants with endosperm specific expression to
enhance bioavailability of Fe and Zn, were developed. Agrobacterium mediated
transformation method was used to generate transgenic plants. In vitro
digestion experiments revealed enhanced phytase activity, reduced phytic acid
content, 1.2-1.4 folds increased bioavailable iron content and 1.3-2 folds
enhanced bioavailable Zn content in dough and 2.1-3.0 folds increased
bioavailable iron content and 1.3-2.2 folds enhanced bioavailable Zn content in
chapatti. This development opens new ways to overcome iron and zinc
malnutrition, especially women and children.
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Knock down studies of Aichia pastoris
derived OCH1 through shRNA
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Outer CHain elongation 1 (OCH1) encoded a-1,6-monnosyltransferase is golgi
based enzyme, which is involved in hyperglycosylation of glycoproteins,
expressed in Pichia pastoris (Yeast). OCH1 initiates outer chain, on the
oligosaccharides attached to glycoproteins, coming directly from Endoplasmic
Reticulum. Further branching occurs on this outer chain, where bunch of
residues  get  attached,
Hyperglycosylation has adverse effects on therapeutic efficacy of glycoproteins,

mannose leading to  hyperglycosylation.
like solubility, pharmacokinetics, pharmacodistribution, proper structural
folding, receptors binding and serum half-life. There are various glycosylation
engineering technologies, which has successfully engineered the N-
glycosylation pathway of yeast to control hyperglycosylation. In most of these
technologies OCHI is the target of interest to knock out by homologous
recombination, but this has adversely affected the cell morphology as well as
volumetric productivity has decreased. In this study we have explored the
possibility of alternative approach to knock down OCHI1 gene via siRNA at the
time of gene expression, rather than complete knock out, to counter the adverse
effects. Three shRNA designed were co-transfected with OCHI in Huh-7
transient expression system in dose dependent manner to check silencing effect
of siRNA. Real Time PCR analysis shows that shRNA3 has knocked down
OCH1 by 63%, while 62% by shRNA2 after 48 hours, when shRNA vector
concentration was 1000ng. Almost similar results were obtained when shRNA
vector concentration was decreased to 500ng. Dose reduction from 1000 ng to
500 ng has favor the silencing effect of sShRNA1, almost 18% more silencing
effect has been observed. Now both shRNA2 and shRNA3 can be used
synergistically in a single a vector to get maximum depression of mRNA.
Unfortunately it is believed that RNA interference phenomena does not exist in
budding yeast. Hence, in future, first RNA interference phenomena will be
reconstituted in Pichia pastoris by introduction of Dicer (DCR) and Argonaute
(Ago) genes of yeast origin. Then, OCH1 gene will be silenced under inducible
promotor at the time of recombinant glycoproteins expression to control its
hyperglycosylation.
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the high-quality DNA samples are available. But when the DNA is

Authors’ Affiliation: highly degraded or the fragments are lower than 250 bp due to
Centre of Excellence in environmental stress which fails to show conclusive profiling. For such
Molecular Biology, circumstances, ten STR loci (CSF1PO, D7S820, TPOX, D18S51, D2S1338,
University of the D138317, FGA, D5S818, D21S11, and D165539) and amelogenin marker were
Punjab, Lahore - selected for the development of mini-plex system. The product amplification

3 pplication of conventional STRs gives the results in full profiles where

Paldstan range was defined fluorescently from 65bp to 270bp using 5-dye system on

ABI3130xl Genetic Analyzer. For the stability and sensitivity of these miniSTRs

. . DNA was artificially degraded up to 80 minutes and the all these loci were
Corresponding . o

Author: amplified successfully. Moreover ten miniSTRs were screened through 350

Muhammad Shafique unrelated individuals of Pakistani population. A total of 101 polymorphic
alleles were observed ranging the allelic frequency from 0.0014 to 0.4214.The
power of discrimination is from 0.852 (TPOX) to 0.970 (D2S1338). The
probability of matching was low as 0.0301 at D2S1338 to 0.1473 at TPOX. The

Presenter: combined power of discrimination (PD), combined power of exclusion (PE)

Muhammad Shafique and cumulative probability of matching (PM) were equaled to
0.999999999998611, 0.999753 and 1.38943x10-12 respectively. These MiniSTRs
on the basis of high degree of polymorphism and fragment size reduction will
be highly informative in most of the forensic cases where DNA of the samples
is highly degraded, parentage analysis, mass disasters and dead body
identification. Applying the p values exact test, at probability level of 0.05,
significant deviations from Hardy-Weinberg equilibrium were observed at
three loci (D2S1338, TPOX, and D21S11) but after Bonferroni correction, no
deviations were observed. When compared the same STR loci with previously
published different world populations, significant differences were also
observed at these loci.
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505 Hepatitis C virus (HCV) Core protein is thought to trigger the

activation of multiple signaling pathways and alteration of cellular
gene expression responsible for HCV induced pathogenesis leading to

Authors’ Affiliation: hepatocellular carcinoma (HCC). Prevalence of HCV genotype 3a associated

Department of

HCC is higher in Pakistan as compare to the rest of world. Approximately 40-
60% of HCV infected individuals leads to chronic liver diseases, however the

Immunology,
University of Health molecular mechanism of HCV involved in HCC pathogenesis is still unclear.
Sciences, Lahore - This study was conducted to analyze effect of HCV genotype la and 3a on
Pakistan cellular genes involved in oxidative stress, steatosis and apoptotic pathway and

cell proliferation which leads to HCC.
We examined the in vitro effect of HCV structural proteins of genotype 3a and
“Corresponding la on cellular genes involved in oxidative stress, steatosis and apoptosis by real
Author: time PCR and western blotting and cell proliferation by transfecting HCV
Shah Jahan . . . .
structural protiens in Human hepatocellular cell line (Huh-7). Expression
analysis of cellular genes were also studied in Blood and biopsy samples of HCV
P chronic patients
resenter:

Dr. Shah Jahan, PhD HCV 3a Core protein over expression down regulates the RNA and protein
Assistant Professor levels of caspase and other gens which are involved in apoptosis . We found
down regulated expression of these genes in HCV chronic patient with HCV
genotype 3a as compare to la in apoptosis. Moreover, HCV 3a gene showed
stronger effect in regulating protein level of p-Akt as compared to HCV 1a Core
accompanied by enhanced cell proliferation in HCV 3a Core transfected Huh-
7 cell line. Expression analysis of cellular genes were altered in in Blood and
biopsy samples of HCV chronic patients as compare to normal which confirms
our cell culture results
Reduced expression of cellular genes involved in apoptosis and increased
expression of cellular genes involved in oxidative stress and steatosis in HCV
patients and HCV Transfected Huh 7 cells and p-Akt involved in cell
proliferation in response to HCV confirms higher involvement of HCV 3a in
HCC. We suggest further studies to evaluate an interaction of HCV and cellular
genes in regulating the gene expression which may provide a better
understanding for genome-specific mechanisms involved in disease progression
by regulating other pathways directly or indirectly increases cell proliferation
leading to HCC.
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A study of SE33 locus as a reliable STR
marker for forensic investigation in
Pakistani population

Munir Ahmad Bhinder*, Muhammad Yasir Zahoor, Rukhsana Perveen,

Ghulam Murtaza Anjum, Muhammad Imran

diverse ethnic groups in South East Asia is known throughout the
inclusive context. Different genetic and forensic parameters for SE33
locus were studied in 204 individuals from different ethnic groups of Pakistani
population. Genotyping of SE33 locus revealed a total of 43 alleles including 3
novel alleles. Genotype and allele frequencies for SE33 locus were not in Hardy-

The genetic variation being an authentic discriminating marker for

Weinberg equilibrium. Value for power of discrimination of SE33 locus was
0.991 making this locus a powerful marker for forensic genetics and
anthrogenealogical studies of Pakistani population and neighboring ancestral
populations from Iran to central Asia extending to Europe. SE33 profile is may
be very useful in inconclusive cases where incomplete DNA profile is generated
due to degraded evidence samples.
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Medicinal Plants for the Management of
Breast Cancer and its Prevalence in
Pakistan

Hafiz Muhammad Asif*, Sabira Sultana

reast cancer is the most common cancer in females all over the world

with approximately one million new cases each year as well as one of

second leading causes of death among females. In Pakistan, the most
frequently diagnosed cancer among females is also breast cancer, accounting for
nearly one in nine female patients. Its incidence in Pakistan is 2.5 times higher
than that in neighboring countries like Iran and India. The risk factors
associated with breast cancer are age, family history, early menarche, intake of
combined estrogen and progestin menopausal hormones, alcohol consumption,
physical inactivity, low socioeconomic status and lack of awareness regarding
the disease. Although great advancement have been made in the treatment of
cancer progression, still significant deficiencies and room for improvement
remain. Chemotherapy produced a number of undesired and toxic side effects.
Natural therapies, such as the use of plant-derived products in the treatment of
cancer, may reduce adverse and toxic side effects. However, many plants exist
that have shown very promising anticancer activities in vitro and in vivo but
their active anticancer principle have yet to be evaluated. Combined efforts of
botanist, pharmacologist and chemists are required to find new lead anticancer
constituent to fight disease. This article aims to provide awareness about breast
cancer as well as an updated knowledge about the prevalence, risk factors and
new lead anticancer constituent to fight against breast cancer in Pakistan.
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