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Writers, Invited! 

For the coming issue, we are going to invite the 

public from various fields and specialties in or-

der to share with us, their experience in dealing 

with the issues of genetic diseases. Writers may 

contribute their writing with these following cri-

teria: 

 

 Font 12, Time New Roman 

 Double-spacing 

 Identity card number (or passport) 

 Length (350 words, and it may be edited 

for our use) 

 The committee has the right to share your 

writing for further issues. 

 To suit the needs of the publication, and 

your writing won’t be returned  

 Emailed on the second week of the month 

to myhvp@usm.my or aishah@usm.my  

        

 

http://hvpmalaysia.kk.usm.my | Volume 2 | Issue 2 | May 2014 

Forum: BISAKAH Dia Nikahi Aku: Merungkai Keperluan Saringan DNA Pra 

Perkahwinan (Can He Marry Me?: Uncovering the need for Pre-marital Genetic Screening)  

On 12 May 2014, the MyHVP secretariat had invited two prominent figures in their own fields mainly to talk 

about issues revolving around genetic screening before marriage. Associate Professor Dr. Ariffin Nasir, a con-

sultant paediatrician and lecturer from Universiti Sains Malaysia, Kubang Kerian and Captain Hafiz Firdaus Ab-

dullah, an airline pilot who is also the writer of 'Pesan-pesan Pernikahan' (Marriage Advice) talked about this 

controversial topic. The target audience were mainly Universiti Sains Malaysia Health Campus students. The 

forum which was held in dewan PUMA, USM Health Campus, was jointly organized by KnowledgeQuest Sec-

retariat, USM KK.  

Marriage has always revolved around spiritual love between two persons. However, the physical transmission 

of genetic related diseases has indirectly affected the life of the couple. So, in order to avoid such complica-

tions, genetic screening might be the answer for future generations' well being.  

As marriage is actually the union of two blessed souls, we should never forget the importance of remaining 

happy throughout life, as married people too.  Pre-marital health screening is also important in order to avoid 

complications in later life.  As it is, the need for genetic screening before marriage is still debatable with Ma-

laysia, making only HIV and Thalassemia screening as a measure to raise awareness among future husband 

and wife, on the importance of obtaining health information among them before taking the next big step of 

marrying each other. 

Genetic has provided some powerful knowledge that is changing humanity's view of itself and its relation to 

the rest of the universe. This has brought changes of our current philosophies and religions. An important 

area in which current genetic knowledge is causing revolution is anthropological science. DNA of the human 

species carries more or less the same set of DNA, but small variations in the DNA contribute to human varia-

tions. So, genomic variations of the human species are being studied, through analysis of DNA from popula-

tions, families, and individuals worldwide. 

                                                                                                                | See page 8 

Forum: Bisakah Dia Nikahi Aku? Merungkai Keperluan Saringan DNA Pra Perkahwinan. From the left As-
soc. Dr Arifin Nasir, the moderator, Ms. Siti Aishah Meor and on the left, Capt. Hafiz Firdaus Abdullah, during 
the forum held in USM, Kubang Kerian, Kelantan.   

Public Community Engagement Activities 
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F 
or almost 4 years now, the Malaysian Human Variome Project had 

been successfully established.  As it is, the objective of MyHVP is to 

create the human genome variome variation map of the major ethnic 

groups in Malaysia to study its implications on various issues such as ethi-

cal, legal and social (to name a few).  Now, with the launch of HVP South-

east Asia node, we are going to reach, yet another milestone in genomics 

which will now reach the boundaries of the South-east Asian region.  The 

HVP SEA node was launched in November 2013, the first in the region to 

collect data on ethnic genetics for the study of disease and evolution, spe-

cifically in Malaysia.  It is hoped that the project which was supported by 

UNESCO with a financing of RM1.4 million APEX Delivering Excellence (DE) 

2012 grants from USM will pave the way towards more discoveries in the 

data mapping of the genomic studies. 

 

Professor Zilfalil Alwi 
Head of Malaysian Node of the Human Variome Project (MyHVP) 

School of Medical Sciences 
Universiti Sains Malaysia 

Health Campus 
16150 Kubang Kerian 

Kota Bharu Kelantan, Malaysia 

 

 

 

The information in this Newsletter is provided 

by the Malaysian Node of the Numan Variome 

Project (MyHVP) Members including South-

east Asian Node for educational / information 

purpose only. It is not a substitute for profes-

sional medical care and medical advice. The 

contents express the opinions of the authors 

who alone are responsible for their view ex-

pressed. MyHVP does not accept any legal re-

sponsibility for their contents.  

Universiti Sains Malaysia (USM) 

Universiti Malaya (UM) 

Universiti Putra Malaysia (UPM) 

Universiti Kebangsaan Malaysia 

(UKM) 

Malaysia Multimedia Universiti (MMU) 

Universiti Teknologi Mara (UiTM) 

Universiti Sultan Zainal Abidin 

(UniSZA) 

International Islamic University Malay-

sia (IIUM) 

Monash University 

Medical Genetics Society of Malaysia  

Genetic Society of Malaysia 

Jabatan Kimia Malaysia 

Sengenics Sdn. Bhd 

Malaysian Society of Bioinformatics  

and Computational Biology  

Malaysian Society of Human Genetics 

MyHVP would like to thank all the members  from various institutions and  

professional societies  throughout Malaysia: 
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B 
eginning from December 1st 2013 until February 28th 2014, I 

was scheduled for my 3-month sabbatical term at the Austral-

ia Human Variome Project Consortium. Level 5, University of 

Melbourne, 234 Queensberry Street, Victoria and the Department of 

Colorectal Medicine and Genetics, The Royal Melbourne Hospital, 

Parkville, Australia. 

 We arrived in Melbourne on 5th Dec 2013.  On 9th Dec 2013 at 

10.30am we had our 1st meeting with Prof Finlay Macrae, the Director 

of InSIGHT, John Paul-Plazzer, the database curator and a few other 

staff of the Colorectal Department. 

 The International Society for Gastrointestinal Hereditary Tumors 

(InSIGHT), is  a professional body which has been working seriously in 

the familial gastrointestinal (GI) cancer. InSIGHT database formed a 

primary store of the public information of inherited GI cancer gene 

variants that uses Leiden open variant database (LOVD) to consolidate 

data from various sources. Next, on the same date of 9th Dec 2013 at 

11.30am, we had our 1st meeting with the Chief Executive Officer of 

BioGrid Australian Maureen Turner and Mr Leon Heffner, Governance 

and client relation manager 

 As an overview, the role of BioGrid is as the framework used in 

the data connectivity, data sharing and accessibility of the data by an 

authorised institution/ researchers. BioGrid Australia is an independent 

organisation operating a secure data linkage and integration platform. 

It facilitates collaborative clinical research by providing access to the 

de-identified data across institutions.  

 At 2PM, the same day, our 

1st meeting with Heather Howard, 

Dr Fan Li as the Liaison Officer- 

China, Mr Timothy was held. The 

meeting among all discussed how 

HVP as an international consorti-

um of researchers and healthcare 

professionals from broad range of 

disciplines: clinician geneticists, 

general practioners, molecular bi-

ologists, cytogeneticists, bioinfor-

maticists, engineers and students 

believed that the free and open 

sharing of total genomic 

knowledge are dedicated to es-

tablishing and maintaining the 

standards, systems and infrastruc-

ture that will embed the sharing 

of the knowledge into routine 

clinical practice.  

On Dec 11th, I had my first meet-

ing with Mr Allan and Mr Melvin 

from Victorian Partnership for Ad-

vanced Computing (VPAC) and we 

discussed the role of VPAC in the 

ICT infrastructure to support HVPA 

and BioGrid activities.  

Among the abstracts submitted 

(i) DATABASES DEVELOPMENT 

FOR GENETIC DISEASES IN MA-

LAYSIA: INTRODUCTION, OVER-

VIEW AND CHALLENGES   

Nik Norliza Nik Hassan1, Halim 

Fikri Hashim3, F. Macrae1, Bin Alwi 

Zilfalil2 , all members of Malaysian Node of HVP* 

Accepted for POSTER presentation at 5th Biennial Human Variome Pro-

ject Meeting, UNESCO Headquarters, Paris, France. 20-22 May 2014 

(ii) A HUMAN VARIOME PROJECT COUNTRY NODE: TAKING THE 

HVPA-BIOGRID EXPERIENCE AS A DATA SHARING MODEL 

Nik Norliza NH1, Finlay Macrae2, Maureen Turner3, Leon Heffer3, Rich-

ard GH Cotton4, Bin Alwi Zilfalil 

Accepted for ORAL presentation at 5th Biennial Human Variome Pro-

ject Meeting, UNESCO Headquarters, Paris, France. 20-22 May 2014 

(iii) DEVELOPMENT OF HUMAN VARIOME PROJECT COUNTRY 

NODE TOWARDS A BETTER TOMORROW  

Nik Norliza NH1,2, Finlay Macrae2, Maureen Turner3, Leon Heffer3, Rich-

ard GH Cotton4, Bin Alwi Zilfali1 

Accepted for ORAL presentation at The 2nd International Environment 

& Health Conference (IEHC) 2014, 27th - 28th August 2014, Novotel 

Centara Hotel, Hat Yai, Thailand. 

 

Manuscript in preparation 

(iv) HARMONIZING THE INTERPRETATION OF THE GENETIC VARI-

ANT ACROSS THE WORLD  

Nik Norliza Nik Hassan1, John-Paul Plazzer2, Halim Fikri Hashim3, F. 

Macrae1, Bin Alwi Zilfalil4, all members of Malaysian Node of HVP* 

 

3 Months Sabbatical Report  
Prepared by Dr. Nik Norliza Nik Hassan 

Dr. Nik Norliza and fellow delegates during her 3 months sabbatical term at the Australia Human Vari-
ome Project Consortium.  
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By: Dr. Nik Norliza Nik Hassan 

School of Health Sciences 
Health Campus, Universiti Sains Malaysia  
16100 Kelantan, Malaysia  

 

Nearly every cell in the body contains a full set of chromosomes and 

identical genes. However, only a fraction of these genes confers their 

unique properties in what is called "gene expression." DNA is the re-

pository of genetic information. Through gene expression, the DNA is 

transcribed into messenger RNA (mRNA) molecules and translated in-

to proteins which carry out cell functions.  

 

The recent completion of the Human Genome Project has provided 

an unprecedented opportunity for researchers to identify high-risk pa-

tients and improve human health through the use of technologies 

that integrate the entire genome. DNA microarray testing is a major 

technological advance that allows researchers to analyze the gene ex-

pression of thousands of different genes in a single experiment. Alt-

hough it is still in its infancy, this technology is an important tool in 

the study of genetics.  

 

Through DNA microarray testing, scientists can study gene expression 

and gain insight into the fundamental aspects of cell growth and 

function, as well as the genetic causes of diseases, and how different 

drugs and therapies affect them. A DNA microarray generally compris-

es hundreds or thousands of gene sequences arranged in a regular 

pattern on a membrane or glass slide. By hybridizing these samples 

with fluorescently tagged nucleic acid molecules that bind to comple-

mentary genes, scientists can create a coloured digital image that re-

veals patterns of gene expression. 

 

Current medical research is devoted to the pursuit of genetic variants 

that can be used to identify disease as these variants are associated 

with a specific disease phenotype. They are not necessarily the cause 

of the illness, but markers that will help improve diagnosis and risk 

assessment, whose presence confers a high level of probability of dis-

ease (a “high predictive value”) would be most useful as diagnostic 

tools or as predictors of prognosis or response to therapy.  

 

Two approaches are used when pursuing genetic markers: researchers 

can conduct candidate gene studies (which focus on single genes) or 

genomic studies. (In such cases, genetic studies make clinical diagno-

sis straightforward. Mutations can be assessed by patient genotyping, 

and the expression of single genes can be assessed using techniques 

such as real-time reverse-transcription polymerized chain reaction (RT-

PCR) or Northern blot.  

 

However, for more common diseases, it has been more difficult to 

identify genetic markers, because most common diseases are poly-

genic. This genetic “web” of multiple genes may be very large and act 

in complex ways to induce a disease state. To expedite the search for 

genes associated with polygenic diseases, researchers use the comple-

mentary approaches of whole genome scans and microarray gene 

profiling, in combination with real-time RT-PCR, to identify and vali-

date clusters of relevant genes.  

 

Microarray technology holds great promise for further clarifying the 

molecular pathways involved in the pathogenesis of disease and will 

facilitate the identification of novel drug targets and expand the fu-

ture therapeutic armamentarium. The integration of high-throughput 

systems biology has the potential to translate insights gained from 

DNA microarrays and proteomic analysis to new diagnostic tools rele-

vant to diseases in the 21stcentury. 

   

 

Screening of Genetic Biomakers Via Microarray Technology: Plat-

form to Defining Disease Susceptibility  



 

 5 

Human Variome Project Malaysian Node Report 
 

Malaysia has officially joined as a Human 

Variome Project Country Node on 9 October 

2010. The Malaysian Node of Human Vari-

ome Project (MyHVP) is led by Professor Dr. 

Zilfalil Bin Alwi from School of Medical Sci-

ences, Universiti Sains Malaysia.   

 MyHVP also received support from 

professional societies including the Genetics 

Society of Malaysia, the Malaysian Society of 

Human Genetics, the Medical Genetics Socie-

ty of Malaysia, and the Malaysian Society of 

Bioinformatics and Computational Biology. 

 Since its launch 3 years ago, MyHVP 

has attracted an increasing number of re-

searchers and scientists across Malaysia to 

participate in this project.  For the past 12 

months, MyHVP has actively organized vari-

ous meetings and discussions with local and 

international HVP members such as a visit to 

Sengenics Lab in Universiti Malaya Kuala 

Lumpur, Inaugural Meeting of Human Vari-

ome Project South – east Asia Node (HVP 

SEA Node), Launching Ceremony of Human 

Variome Project  South-east Asia Node(HVP 

SEA Node). 

 For Data Storage and Collection Activi-

ties,  MyHVP has succeeded in developing an 

online database for the mutation of genes 

related to diseases discovered in Malaysia 

and also the Malay whole genome SNP data-

base. The mutation data that were collected 

are from published papers related to genetic 

diseases in Malaysia. 

 The Malay whole genome SNP data-

base derived from Malay ethnic groups were 

obtained from the genotyping of 108 healthy 

Malay individuals. The MyHVP database was 

developed by using MySQL database and 

PHP language Script. Registration is required 

for those who wanted to access the MyHVP 

database. The Access Database Committee 

will decide the application of the new user. 

The application status will be informed by 

email to the applicant. MyHVP aims to ex-

pand data collection to the other ethnic 

groups in Malaysia such as Chinese, India 

and Orang asli starting from this year. 

 MyHVP marks a new horizon on the 

genetics activities in Malaysia and provides 

the database on genetic variations that re-

lates to the Malaysian population. This data 

will also be a useful resource for other coun-

tries which have similar ethnic groups. 

  The ethic committee of MyHVP is led 

by Professor Ida Madieha Abd. Ghani who is 

from International Islamic University of Ma-

laysia (IIUM) Law faculty.  The ELSI framework 

for MyHVP was formed during the first meet-

ing of the MyHVP in 2013, at Faculty of Sci-

ences and Technology, Universiti Kebangsaan 

Malaysia (UKM), Bangi, during which discus-

sion on legal issues such as the privacy of 

genomic information were discussed. 

 MyHVP also has engaged with the Ma-

laysian Ministry of Health (MOH) national 

committee on ethics in genetic services by 

providing advice on ethical issues. Several 

members of MyHVP sit on this MOH national 

committee on ethics in genetics services.  

 

One of the strategic plans of Human Variome 

Project is building capacity. In order to 

achieve this objective, MyHVP has recently 

sent a student to the Australian node of Hu-

man Variome Project (HVP) to learn relevant 

knowledge and skills related to databasing. 

 During the training, Leiden Open-

source Variation Database (LOVD) system was 

used as a model in developing database sys-

tem. It was recommended to be used as a 

standard system in every Human Variome 

Project country node. 

 Since its inception in 9th October 

2010, MyHVP had built various networking 

within local and international, with institutes 

or companies which expert in the field of ge-

nomic and bioinformatics. Through this net-

working, MyHVP has sent regularly students 

for training in order to increase the skill and 

knowledge in the field of genomics and bio-

informatics.     

  MyHVP has now moved to the next 

level by establishing the South-east Asia Hu-

man Variome Project regional node (HVP SEA 

node), which has the secretariat based in Uni-

versiti Sains Malaysia. The HVP SEA node is 

expected to bring together individuals work-

ing in diagnostics and clinical care within Ma-

laysia and in Southeast Asia (SEA). 

 Currently, HVP SEA Node is participat-

ed by 6 countries which are Malaysia, Thai-

land, Brunei Darussalam, Vietnam, Indonesia 

and Singapore. The HVP SEA node was es-

tablished by taking Malaysia as the regional 

role model in genomic research and diagnos-

tic services especially for the developing 

countries in SEA. 

 MyHVP is able to assist these countries 

through human capital development by 

providing training and education in order to 

increase public awareness on the importance 

of genetics and genomics in health care. 

 By emphasizing the four areas of activ-

ities for the Human Variome Project which 

are setting normative functions, behaving 

ethically, sharing knowledge and building ca-

pacity, MyHVP will ultimately be a referral 

center for SEA variome activities. This will ele-

vate the status, enhance the visibility and 

highlights the contributions of Malaysia and 

USM in the field of genetics, genomics and 

variome. 

 

 

Prepared by Abdul Halim 
Fikri Hashim  
Malaysian Node of the 
Human Variome Project 
(MyHVP) 
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LOVD LOVD LOVD    

| Leiden  Open  Variation | Leiden  Open  Variation | Leiden  Open  Variation 
Database |Database |Database |   

 

LOVD is an "LSDB-in-a-Box", i.e. all functionalities to establish, manage 

and display web-based gene specific DNA variant databases (LSDBs) 

are included. LOVD allows users to link large numbers of DNA variants 

in one or more genes to an individual (multi-gene disorders or large 

scale next-generation sequencing). LOVD could be install  on the 

personal computer to browse through the variants in  exome/genome.  

 

The functional consequences of each variant can be set by the 

submitter and the curator separately, allowing easy separation of 

disease-associated from not associated variants. Detailed phenotype 

data can be stored on many different diseases, including longitudinal 

data. LOVD allows for many different ways to view and browse through 

the data, allowing users to take the path that they are most 

comfortable with. 

 

LOVD includes powerful search functionalities on all data views. 

Searching of records can be performed per column and allows the use 

of boolean search terms (AND, OR and NOT). Curators can perform 

special "find and replace" actions on all data or copy or move data 

from one column to another in large sets of records at the same time.  

 

LOVD has many possibilities to import new data through text files 

containing variant and individual data. Importing is independent of the 

order of the columns and optional columns can be left out. During 

import the data are checked for internal consistency. File formats 

supported include the VCF file and SeattleSeq annotation file formats. 

LOVD is an "LSDB-in-a-Box" completely based on Open Source 

software. Besides LOVD all additional software required is common, 

freely available and usually already installed on the server of a hosting 

provider. However, some hosting providers may not always include a 

MySQL database, but obtaining all software for an LOVD installation on 

an own webserver is simple. 

Source:  

This article is adopted from: 

www.lovd.nl 

Supasak Kulawonganunchai*, Supakit Prueksaaroon#, Chumpol Ngamphiw*, Uttapong Ruangrit*, and Sissades Tongsima*§ 

*National Center for Genetic Engineering and Biotechnology (BIOTEC) 

#Department of Engineering, Thammasat University, Thailand 

§Corresponding author 

 

With the advent of Next Generation Sequencing (NGS), more Thai individuals were sequenced, either with whole exome sequencing (WES) or 

whole genome sequencing (WGS).  Hence more complete Thai variants can be mapped and catalogued. This new source of data has posed sev-

eral important problems to be addressed. To align with the goal of HVP, the existing variant repository must be redesigned to incorporate dis-

ease-associated as well as the subpopulation information for each individual. Furthermore, we need to efficiently filter single nucleotide variants 

(SNVs) from the NGS outputs. In this update, we are in the process of developing a Thai variant database that store not only SNPs but also oth-

er variants. The architecture of this database was redesigned from the original Thai SNP&mutation database in such a way that the underlying 

variants can be disseminated and compared across different nodes.  The document database, e.g., MongoDB, will be used in place of a typical 

relational database. We also created a tool allowing researchers to submit their confirmed variants to this new database. This tool, called MU-

TANT, assists researchers to report their mutants in standard nomenclature as well. We have designed and implemented a new prototype plat-

form for screening potential functional SNPs from NGS data. This novel NGS post-processing platform incorporates common tools to detect var-

iants from multiple samples, predict their functions and report high potential SNVs for future experimental validations. Users can visualize 

graphically, using a standalone application (implemented in Java), the putative variants before submitting them to the database. Furthermore, we 

plan to bundle this NGS post-processing workflow along with required common SNP databases in a single virtual machine (VM) so that it can 

be distributed and used among different participating universities in Thailand as well as other country nodes. 

 

Update on HVP Country node: Current development and activities 

in Thailand  

LOVD is 

going to be 

used by 

MyHVP in 

the near 

future.  

DATABASE 

Software required to run LOVD  

• Apache HTTP webserver (or other webserver, we encourage Apache 

2.0 or up) 

• PHP scripting language (version 5.3.0 and up) 

• MySQL database (version 4.1.2 and up)  
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Whole Genome Analyses of DNA Variants in Malays with Hereditary  

Non-polyposis Colorectal  Cancer  
Reported by Wan Khairunnissa Wan Juhari  
(Universiti Sains Malaysia MSc candidate) 

It is believed that HNPCC is caused by germline mutations in any 

of the mismatch repair (MMR) genes: MLH1, MSH2, MSH6, MSH3, 

PMS1 and PMS2. Mutations in MLH1 and MSH2 genes account for 

almost 90% of the identified cases while 7% of mutations occurred in 

MSH6 gene, and 3% for the remaining genes (Peltomaki et al., 2004). 

The gold standard for diagnostic of HNPCC is germline mutation in 

MMR genes and direct DNA sequencing (Sanger sequencing) believed 

to be the key procedure in detecting the mutations in the MMR 

genes. Also, immunohistochemistry (IHC) is used to show the the ab-

normal MMR protein expression. It is important to realize that a small 

proportion of HNCC related tumours do not exhibit any abnormalities 

on analysis by IHC eventhough they have lost MMR function. Howev-

er, with the increasing evidence of genes involvement in the carcino-

genesis of HNPCC, sequencing all the genes implicated is a dauntless 

process; besides, it’s a laborious and time consuming practice.  Hence, 

with the availability and advent of whole genome sequencing, the 

task to evaluate a comprehensive genetic variation in individuals has 

become relatively easier with shorter time to achieve results. However, 

the challenging part will be in the data analysis. 

This study involves three phases, the first two phases (DNA se-

quencing and immunohistochemistry) would be considered as the 

screening method, which consists the expression of mismatch repair 

(MMR) proteins by immunohistochemistry. The second phase would 

be the detection of the mutations present in the MMR genes by con-

ventional PCR followed by direct DNA sequencing. The third phase 

involve searching for novel mutation and other variants using whole 

genome sequencing. Throughout conducting this research projects, a 

major problem that I faced was to recruit the patients’ samples as the 

patients to be involved in this study must meet the specific criteria 

that have been proposed. 

This study will show the power of whole genome sequencing in 

identifying common variants found in these individuals. The common 

variants are expected  to be a founder effect, for examples the Ma-

lays are originated from a common group of people or population. 

This study will also be able to identify novel genes that are related 

to the hereditary nonpolyposis colorectal cancer. 

 

 

Hemoglobin E- beta thalassaemia (Hb E/β-thalassaemia) is the geno-

type that is responsible for one–half of beta-thalassaemia. It is the 

commonest form of thalassemia in many Asian countries. About 50% 

of the worldwide of β-thalassemia patients are infected with severe 

Hb E/β-thalassemia.. Approximately, 60 % of people in Thailand, Laos 

and Cambodia inherited Hb E/β-thalassemia while in Southern China, 

about 4 % of their population is positive of it. In Malaysia, Hb E/β-

thalassemia is common in Malays people and higher prevalence is in 

Orang Asli in peninsular Malaysia. Ratio of the Hb E/β-thalassemia is 

about 10 to 1 which means that 10 Malays with HbE to one in Chi-

nese. From the National Thalassemia Registry, approximately about 

31.6 % of Malaysia population inherited HbE Beta thalassemia. The 

genetic is the key for variation of human phenotype. Patients with Hb 

E/β-thalassemia display variety of variants that affect severity of HbE/β

-thalassemia. The three most important genes that are associated 

with SNPs and disease severity are β- globin gene, HBS1L-MYB and 

BCL11A gene. But in order to define single nucleotide polymorphisms 

(SNPs), advance technology will be used for this experiment. The 

technique that has been conducted for this experiment is microarray. 

Our focus is to identify variants that affect severity of HbE/ β-

thalassemia in Malay patients. Although there are various forms of 

genetic variations that occur among individuals, SNPs are the most 

common type of sequence variation and are powerful markers due to 

their abundance, stability, and relative ease of scoring. Affymetrix  

 

Gene Chip SNP 6.0 was used because it is able to genotype a single 

sample for more than 1 million SNPs on one array. 

This study has few limitations such as slow sample recruitments at the 

beginning/early stage of the project due to the collaboration and or-

ganizing meetings in dealing with the procedure outside Hospital 

USM for blood samples/data collection and recruiting Research Assis-

tant and post graduate students.  

 

In conclusion, the microarray technique conducted for this experiment 

helps to define single nucleotide polymorphisms 8SNPs) so it will en-

able us to identify variants that affect severity of HbE/ β-thalassemia 

in Malay patients  

Genome Wide Studies of HBE Beta-Thalassemia Transfusion  

Dependent in Malay Patients 
Reported by Nurul Fatihah Azman  

(Universiti Sains Malaysia MSc candidate) 
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Continued from Page 1: 

 

Among the topic of discussion was whether couples should do screening before or after marriage and which is more advisable?  In addition, it is 

highly recommended that married couples, who are planning on having children, consider undergoing genetic screening tests. If they are found 

to be at risk of having a baby with a severe hereditary disease, they will be eligible for fetal tests during the pregnancy to ensure that the fetus 

is indeed healthy. Should it transpire that the fetus is afflicted with a severe hereditary disease; the couple will be able to consider medically di-

rected termination of the pregnancy. When the tests are performed ahead of the pregnancy, the couple can make their decisions under less psy-

chological pressure, and in addition, there is the possibility of early testing. 

 Assoc. Prof Dr Arifin Nasir touched mainly on the existing genetic screening around the globe and certain countries which performed ge-

netic screening have successfully avoided couples with unwanted genes from marrying each other, after the gene compatibility tests.  He also 

touched specifically on his area of specialty which is Thalassemia and gave examples how couples who got married can still actually conceive but 

it comes with certain risks, only to be made known after further tests on their newborn. 

 Capt Hafiz Firdaus Abdullah on the other hand, discussed Islamic point of view in presenting his arguments that the existing tests such 

HIV and Thalassemia is not sufficient as there are other issues revolving a failed marriage such as erectile dysfunction among men as well as 

other sexually-related complications which were not made known to the future spouses before marriage,  There was also the issue of ethics be-

ing raised by this aviator as part of his argument as there are many more cases among future spouses hiding the facts about their sexual inabil-

ity before marriage and it has proven to be unfair especially towards the opposite spouse. 

 The forum which was moderated by Miss Siti Aishah Meor Zul Kefli’Auni, the Liaison Officer for the MyHVP secretariat ended at 11:15 PM. 

 

 

 

Assoc. Prof. Dr. Arifin Nasir, delivering his important points.  Capt. Hafiz  Firdaus Abdulllah, expressing his thoughts from 
the Islamic point of view.  

The attentive audience 
during the forum. 

Upcoming Events 

 

Genetic Screening Public Forum 
Sekolah Seri Puteri  

Persiaran Tasik 

6300 Cyber jaya, Malaysia  

June 2014 

 

Seminar Melayu 2014 

Universiti Sains Malaysia 

Health Campus 

Kota Bharu, Kelantan. 

11—12 August 2014 

 

Asia Pacific Conference on Human Genetics 

21 - 22 Nov 2014 

Hanoi, Vietnam 


