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Come my friend. Let’s forget the cares of tomorrow

And instead enjoy this moment of our life
For tomorrow when we have left this ancient abode

We shall be equal to all the seven thousand year olds
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Introduction



Resequencing Study

The loci identified in GWAs range from 10 to 100 kb,
It does not cover causal variants and genes

To find new susceptibility associated with T2D



Population based family Study
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Robustness to the influence of population stratification,

Detectable genotyping error,

Checking the effect of imprinting gene on phenotypes

Determining the inherited or de novo Allele
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KLF14 Locus at other studies

H R
GIES
1s972283 Associated with T2D
China, Pakistan, United state (African —American population), Europe, Japan,
1513234269 African- American
rs4731702 No significant results

rs3800561 No significant results
rs3800562 No significant results
rs3800563 No significant results
rs3800564 No significant results
rs3807137 No significant results
rs3807139 No significant results
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7023.3
1480bp

Intron less
BTEB5
GC content around 75%

Master Transcription factors of fat tissue

KLF14 Gene card

Transcriptional co-repressor & co activator

Chr 7

p2Z.3
pzz.1
pzl.3
pzl.2
pzl.1
p15.3

plz.a

pl5.2
pid.3
pld.1
plZ.3

Peroxisome

Plasma mem brane
Lysosome

Cytoskeleton
Golgi

Endosome m
Mitochondrion

Endoplasmic Cytosol
reticulum
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Material & Methods
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Nuclear family

» At least one parent
* Probands
 Siblings (if available)

» At least one control

Sample collection

150 Individuals

DiagnosingT2D

fasting glucose>126 mg/dL
2-h oral glucose tolerance
test glucose> 200 mg/dL
random glucose >200 mg/dL
HbA1C >6
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KLF14 Amplifying

First Part of KLF14 genes, PCR Program

No Description Cycles

95°c, 7 min

Step 2 95°c,1min 35 Second Part of KLF14 genes, PCR Program
63°c, 30 Sec . .
72°C. 1min & 50 Sec No Description Cycles
Step 3 72°C, Imin 1 Step 1 95°c, 7 min 1
4°C
Step 2 95°c,1min 35

61°c, 30 Sec
72°C, 1min & 50 Sec

Step 3 72°C, 1min 1
4°C




it G Sequencing results are converted to Multi-FASTA format

. .e
INA BA ~ - Project M
- - Projec anager == E
Project buildsr  Project options  Sequence processing options  Yector removal  Log Remaining time: 17 days 19h 12m 425
SAMPLE EXPLORER JOB LIST
Browse || |4l supported files w G:\shahvaz!an\seq with fasta formath1 MCEI KLF14.fasta A
LR O 2c2festa A B e adonoeq wi st Foma\ TATT ot
[ shahvvazian [ 27C3fasta G:hshahvazianseq with fasta fomath1 24712 fasta
[ 28C4.fasta g::sﬂaﬂvazian:seq w!tﬂ Fasta ;ormat:}l g?g%.frasta
Dutput 200 fast Ssshahvaziansseq with Fasta format fasta
0 Dutpu 0 982 atsa G:\shahvazianseq with fasta formath133C5.fasta
O -1asta G:hehakvazianheeq with fasta formaty1 381 Fasta
[ 30CE fasta G:shahvazianhseq with fasta formaty 1482 fasta
[ 31C7 fasta G:tshahvazianhseqg with Fasta formath1583.fasta
[ 32CA fasta G:hshahvazian'seq with fasta formatv1684.fasta
[ 3303 fasta Grhshahvaziankseq with fasta format1 785 fasta Gi\shahvazian\seq with fasta format\ 1583 fasta
G:4shahvazianhseq with fasta format18BE.fasta
[ 34C10.fasta G:Mshahvazianhseq with Fasta formath19B 7 fasta
[ 38C11.fasta G:hshahvazianhzeq with fasta formati1A1 fasta
[ 3701 fasta G:4zhahvazianhseq with fazta format\20B8. fasta
[ 3802 fasta G:hshahvaziankseq with fasta formath21B9 fasta
) G:\shahvazianseq with fasta formath22B10.fasta
[ 3903 fasta G:hshahvaziansseq with fasta farmath23811. fasta
[ 383 fasta G:\shahvazianhseq with fasta formath25C1 Fasta
[ 4004 fasta G:\shahvazianhseq with fasta formath2BC2 fasta
[ 4105 fasta G:\shahvazianseq with fasta formath27C3 Fasta
O 42D8.f ; G:hehakvazianheeq with fasta format\28C4 fasta
asta G:hshahvazianhseq with fasta format'29C5 fasta
L] G:\shahvazianseq with fasta formath242 fasta
[ 4408 fasta G:hshahvazianhseq with Fasta formath30CE. fasta
B0 fasta “shahvazianszeq with fasta farm.at fasta
O G:4shahvazian' ith fasta f 5c) [ne;
0 46D10.fasta G:shahvazianhseq with fasta format\ 3208 fasta
) G:\shahvazianseq with fasta formath33C9 Fasta
[ 47011 fasta G:hshahvazianhzeq with fasta formath34C1 0 fasta
[ 49E1.fasta G:zhahvazianhseq with fazta formath 35011 fasta
[ 48dfasta E:I\shalhvaz!anl\seq w!tlh Easta [ormatl\gigl.[asta W
[ SOEZfasta — .
[ 51E3fasta “ Start batch
[ SEd4fasta FEQUENCE COnYErsion S|
% gigg':mta Project path/name
fasta
[ 55E7fasta | Path M amme:
[ 568 fasta G:hshahvaziantseq with fasta formath |
(& Desktop | L) My Docs @ % :;E?nfi:tja e lse curent folder | | Browse [+] &uto-generate project name & path

A
File size: 903 bytes
A Murnber of bages: 857
GC: 73/6289351563594%,  AT: 26/3710618436406%

>4206_Finl

CCGRAGGAGCT CACGGRACTCCGTCCGCCCACGGCCGRECCGLGT TTEGEACG G CGETCGLCGGCEGLCGGGCGGTCTAGCAT GTCAGCCGCCRTGGLGTGECTGRACTACT TCGCCGCCGAGTGECTGRTGTCCATGTCOGLGREEGCCETGGT TCACCGCCGCCCG LG RACCLCRAGGECGOGEETHRAGCCGLAGGCTCGRAG
GTGERTRCGGRCGCAGCCGEAGTCCGETCTGECGRGTCCGREGCCATCRGGGCCCACGTCGRT CCCCCARCT COOG ARG T CCCCGCCCCCARCCCCGGLGCGGRRLGGCGCCGCGLCCCACCTGLT GRCTRCAAGCRTCTGGGLGRACT TGCG LG RCAGCTCT GRCGAGGGCTCCTGRGAGAACT CG GGG GAAGCT CCACGLGLCTCG
TCTGGECTTCTCCGACCCGATCCCG TGETCOG T CCAGACCCCGT GET COGAGCTGG LT CCCGCCT COGGLGCCGCGGRLGHT CTREGCT CCCGAGAGLT CCTCCGAT GG CCCGLCGTCCCAAGCGLGCCTGLT GLCCCG G GEG CACCAGCAGCCTCTGETGGGETTCTCTGGAG GEGCECTAGG GEEARGCCCCGCCCCCGLCGOGGAT CA
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a Alignment by ClustalWw
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Data Edit Search Alignment Web Sequencer Display Help
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DNA Sequences lTransIated Protein Sequences ]

Species/Bbbry |||||||||||||||\||||||\|||||||||||||||||||||||||\||||||\||||||||||H|||||||||||||\||||||\||||||||||||*||||||\||||||\|||||||||||A
1. gi|563815531:2130734033-130732554 Homo sapiens chromosome T|CGCEECAGCTCTEE AACTCCCEEEAAGC cccr-cercfeecTTeTCCERCCCEATCCCETECTCCETCCAGRACCCCE

2. 10210 Finl ce agC AACTCE azecTccacececeT-ceTclleecTToTCCEACCCEATCCCETECTCCETCCAGACCCCETEC-TCCEARCTE

3. 11311 Finl ce 2eC ARCTCE azecTecacececeT-ceTelleecTToTCCEACCCEATCCCRTECTCCETCCAGACCCCETEC-TCCEAGCTE

4. 13217 Finl ce X1 AACTCECEEEAARC cccr-cercleceTTeTCCRACCCERATCCCETECTCCETCCAGACCCCETEC-TCCEAGCT

5. 13083 Finl ce agC 2acC azecTccacececeT-ceTclleccTToTCCEACCCEATCCCETECTCCETCCAGACCCCETEC-TCCEAGCT

5. 133C5 Finl ce AECTCTEE 2aC azecTecacececeT-ceTelleccTToTOCEACCOEATCCCETECTCCETCCAGACCCCETEC-TCCRAGCT

7. 1381 Finl ce AECTCTEE aac azcc cccr-ceTclzceTTCTCCEACCCEATCCCETECTCCETCCAGACCCCETEC-TCCEAGCT

8. 14B2 Finl ce agC 2acC azecTccacececcT-ceTclleecTTeTCCcEACCCEATCCCETECTCCETCCAGACCCCETEC-TCCEARCTE

5. 1684 Finl ce AEC aAC azccTecacececeT-ceTclleceTToTOCEACCCEATCCCETECTCCETCCAGACCCCETEC-TCOEARCT

10. 1886 Finl ce X1 aac ARECTCCACECECCT-CE Ic:l“c:lIc:Ic:c:-,_c:c:c::-;_Iccc::- ECTCCETCCAGACCCCETEC-TCCEAECT

11. 1987 Finl ce 2GC 23C ARGCTCCACE EECTTCTCCEACCCEATCCCETECTCCETCCAGACCOCETEC-TCORAGCT

12. 121 Finl ce AEC aAC ARGCTCCACECECCT-CE Icl:—:—c:IIc:Ic:c ACCCEATCCCETECTCCETCCAGACCCCETEC-TCCEAGCTEE

13. 2088 Finl ce X1 aac ARGCTCCACGCECCT- c:-IcI“:-c:IIc:Ic:c:-,_cc:c:-;_Icc:c::- ECTCCETCCAGACCCCETEC-TCCEAECT

14. 21B9 Finl ce 2GC 23C azccTccacececcT-ceTclleecTToTCCEACCOEATCCCETECTCCETCCAGACCCCETEC-TCOEAGCT

15. 25C1 Finl ce AEC aAC azgcTccacececeT-ceTelleecTTOTCCEACCCEATCCCETECTCCETCCARACCCCETEC-TCCEARCTRE

16. 26Cz Finl ce 2EC 2aC ARECTCCACECECCT- c:-IcI“:-c:IIc:Ic:c_-,_cc:c:-;_Icc:c::- ECTCCETCCAGACCCCETEC-TCCEAECT

17. 28C4 Finl CACCTCT aac azccTccacececeT-ceTelleccTTeTCCEACCOEATCCCETECTCCETCCAGACCCCETEC-TCCEAGCT

18. 232 Finl CAGCTCTEECE 23C azecTccacececcT-ceTclleecTTeTCCEACCCEATCCCETRCTCCETCCARACCCCETEC-TCCEARCTE

15. 30C6 Finl ca 2aC ARECTCCACECECCT- c:-Icl“:-c:IIc:Ic:c_-,_cc:c:-;_Icc:c::- ECTCCETCCAGACCCCETEC-TCCEAECT

20. 31C7 Finl ca aac azccrecacececeT-ceTclleccTTeTCCEACCCREATCCCETECTCCETCCAGACCCCETEC-TCCEAGCT

21. 32C8 Finl ca 23C azecTccacececcT-ceTclleecTTeTCCEACCCEATCCCETRCTCCETCCARACCCCETEC-TCCEARCTE

2. 33C3 Finl ca 2aC ARECTCCACECECCT- c:-Icl“:-c:IIc:Ic:c_-,_cc:c:-;_Icc:c::- ECTCCETCCAGACCCCETEC-TCCEAECT

23. 34C10 Finl ca aac azccreccacececeT-ceTclleccTTeTeCceaccceaTecceTecTeCeTCcacacccceTec-TecHaceT

24. 35C11 Finl ca 2acC azecTccacececeT-ceTclleecTToTCCEACCCEATCCCETECTCCETCCAGACCCCETEC-TCCEAGCTEECTCCC
5. 37D1 Finl ca 2aC azecTecacececeT-ceTelleecTTOTCCEACCOEATCCCETECTCCETCCAGACCCCETEC-TCCEAGCTERCTCCE
6. 38Dz Finl ca aac 2z ECTTCTCCEACCCEATCCCETECTCCETCCAGACCCCETEC-TCCEAGCTEECTCCT
27. 323 Finl ca 2acC azecTccacececeT-ceTclleecTToTCCEACCCEATCCCETECTCCETCCAGACCCCETEC-TCCEAGCTEECTCCC
5. 40D4 Finl ca 2aC azecTecacececeT-ceTelleecTTOTCCEACCOEATCCCETECTCCETCCAGACCCCETEC-TCCEAGCTERCTCCE
5. 41D5 Finl ca aac 2z ECTTCTCCEACCCEATCCCETECTCCETCCAGACCCCETEC-TCCEAGCTEECTCCT
30. 4206 Finl ca 2acC azecTccacececeT-ceTclleecTToTCCEACCCEATCCCETECTCCETCCAGACCCCETEC-TCCEAGCTEECTCCC
31. 43D7 Finl ca aAC azccTecacececeT-ceTclleecTToTOCEACCCEATCCCETECTCCETCCAGACCCCETEC-TCCEARCTERECTCEE
32. 44 D& Finl ca aac azcc ECTTCTCCEACCCEATCCCETECTCCETCCAGACCCCETEC-TCCEAGCTEECTCCT
33. 4509 Finl ca 23C azccTccacececcT-ceTclleecTToTCCEACCCEATCCCETECTCCETCCAGACCCCETEC-TCCEAGCTEECTCCC
34. 46D10 Finl ca a3C azccTecacececeT-ceTelleecTTOTCCEACCOEATCCCETECTCCETCCAGACCCCETEC-TCCEARCTERECTCCE
35. 47011 Finl o | 220 ancC ccrrcleceacecceateccerecrecerccallzccceerec-TeclzBeTeecTCCe
36. 495 1 Finl ca 2AC azccTccacececcT-ceTclleecTToTOCEACCOEATCCCETECTCCETCCAGACCCCETEC-TCCEAGCTEECTCCC
37. 424 Finl ca aAC azccTecacececeT-ceTclleecTToTOCEACCCEATCCCETECTCCETCCAGACCCCETEC-TCCEARCTERECTCEE
38. S0E 2z Finl ca 2aC azecTccacececeT-ceTelleccTTCTCCEACCOEATCCCETECTCCETCCAGACCCCETEC-TCCEAECT

39. gi|568815591 ca aac azccrccacececeT-ceTclleccTTeTCCcE2CCCRATCCCETRCTCCETCCACRCECCE

40. 53 E5 Finl cae ZAAC }}"CICCrC”CC—CCI—CC—ICIC—C—CIICICCC—“CCCC—“ICCCQIC—CICCC—ICC,—C—}CCCC TEC-TCCEAGCTEECTCCE
41. 54 E6 Finl cag 2aC azecTccacececcT-ceTclleccTTeTCCEACCCEATCCCETECTCCETCCAGACCCCETEC-TCCEAECT

4. 55 E7 Finl cac aac azccTccacececeT-ceTclleecTTeTCCEACCCREATCCCETRECTCCETCCARA

43. 57 E9 Finl cae ZAAC }}"CICCrC”CC—CCI—CC—ICIC—C—CIICICCC—“CCCC—“ICCCQIC—CICCC—ICC,—C—}CCCC TEC-TCCEAGCTEECTCCE
44. 53 E10 Finl CAGCTCTGE 2aC azecTccacececeT-ceTelleecTTCTCCEACCCEATCCCETECTCCETCCAGACCCCETEC-TCCEAECTEECTCCE
45. 59 E11 Finl CACCTICTE aac azccTccacececeT-ceTelleccTTeTCCEACCCEATCCCETECTCCETERAGACTLCE cTCCe
46. 5A5 Finl CECEECAGCTCTEECEARE 2acC azecrccacececer-ceTclleecTTeTCCceAaCCCEATCCCETECTCCETCCAGATCCCETEC-TCCEAGCTEECTCCC
P — it - wnrmernnmonrot—oom el om s oo oo oo o 4 Sk oA At AR e o e Y
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Statistical analysis

* Applying an exact test for deviation from Hardy—Weinberg equilibrium (HWE)
« The proportions of genotypes or alleles were compared by the chi square (y?) test.

* SNPx T2D associations were assessed using odds ratios and 95% confidence
intervals derived from logistic regression models including all members, adjusting

for age and sex.
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Results
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Sequencing results of KLF14 by bioedith Software
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220 variants

rs76603546\///

rs111731678
rs782564043
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3/818319h;

Diversity in variants
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Hardy-Weinberg equilibrium Results

SNP Chi Square P-value
rs76603546 3.84 0.04
rs111731678 0.48 0.48

rs782564043 2.2 0.13

YDS
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Genotyping and Allele frequencies of rs76603546

Genotype Case Control OR (95%Cl) P-value
cC 0.5 0.33
T 0.18 0.37 0.33(0.1-1.1) 0.06
TC 0.32 0.27 0.72(0.22-2.29) 0.57
Allele
C 0.66 0.48 2.15 (1.08- 4.30) 0.02

T 0.34 0.518
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Genotyping and Allele frequencies of rs111731678

Genotype Case Control OR (95%Cl) P-value
AA 0.73 0.78
T 0.043 0
AT 0.23 0.21 1.15 0.82
Allele
A 0.84 0.89 0.63( 0.29 -1.77) 0.38
0.16 0.11
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Genotyping and Allele frequencies of rs782564043

Genotype Case Control OR (95%Cl) P-value
GG 0.45 0.57
AA 0. 0 --- ----
GA 0.54 0.43 1.6(0.62-4.16) 0.33
Allele
G 0.73 0.78 0.7(90.33 - 1.61) 0.43

0.27 0.21
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Discussion
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Nuclease

HDL,TG,BMI,INS, T2D

NINJ2, KLF13, GNBI,
MYL5,TPMT, ARSD,
PRMT2, APH1B,C80rf82,
SLC7A10
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CpG Islands results

Results for 1480 residue sequence

CpG

CpG

Q
g
@

island

island

i island

island

3 island

G island

island

island

island

G island

island

island

CpG island

CpG
CpG
CpG
CpG

CpG

island

island

island

island

island

"Untitled" starting "ATGTCGGCCG"

detected in region 1 to 200 (Obs/Exp = 1.0l and %GC = 79%.50)

detected i

detected

detected i

detected i

detected

detected i

detected

detected

detected

detected

detected

detected

detected

detected i

detected

detected

detected

region 2 to 201 (Obs/Exp = 1.03 and %GC = 80.00)

region 3 to 202 (Obs/Exp = 1.02 and $GC = 80.50)
region 4 to 203 (Obs/Exp = 1.03 and %GC = 80.00)
region 5 to 204 (Obs/Exp = 1.02 and %GC = 80.50)
region 6 to 205 (Obs/Exp = 0.99 and %GC = 80.50)

region 7 to 206 (Obs/Exp = 1.00 and %GC = 80.00
MethPrimer result

Plecase cite MethPrimer: Li LC and Dahiya R. MethPrimer: designi
Bioinformatics. 2002 Nov;18(11):1427-31.
PMID: 12424112

Sequence Name:
Sequence Length: 1480

CpG island prediction results
(Criteria used: Island size > 100, GC Percent > 50.0, Obs/Ex
2 CpG island(s) were found in your sequence

Size (Start - End)
Island 1 466 bp (47 - 586)
Island 2 429 bp (545 - 973)

Primer picking results for bisulfite sequencing (or restrict
No primers found!

=

ATGTCGGCCGCCGTGECGTGCCTGGACTACTTCGCCGCCGAGTGCCTGGTGTCC
I s S A N R s A R A
ATGTCGGTCETCGTGRCGTGTTTGGATTATTTCGTCGTCGAGTGTTTGGTGTTT
GCGGECGCCETGGTTCACCGLCGCCCGCCGGACCCCGAGGGCGLGGATGGAGCT
att| | errar | ||| o[ rbarberabrwt | oo raa | || ees | ][] ]2
61 GCGGECGTCGTGGTTTATCGTCGTTCGTCGGATTTCGAGGGLGCGGGETGGAGTC
121 TCGGAGGTGGEGTGLGECGCCECCGRAGTCCGCTCTGCCGGEGTCCGGGGLCACLG

[N RN R s A I H A A N A L B s
121 TCGGAGGTGGEGTGCGECGTCETCGRAGTTCGTTTTGTCGGGTTCGGGGTTATCG
181 GCGTCGGTCCCCCAGCTCCCGCAGGTCCCCGCCCCCAGCCCLGGCGLGRGLGET
e I e N e e I B s e = A N R B

@
=N

Combine FASTA

EMEL to FASTA

-EMBL Feature Extracior
-EMBL Trans Extractor
Filter DNA

-Filter Protein

-GenBank to FASTA
-GenBank Featurs Exifractor
-GenBank Trans Extractor
“One to Three

-Range Extractor DNA
Range Extractor Protein
Reverse Complament
-Split Codoans

-Split FASTA

-Three to One

“Window Extractar DNA
Window Extractor Protein

~Codon Plat

-Codon Usage

CpG Islands

-DNA Molacular Weight
DNA Pattem Find
DNA Stats

Fuzzy Search DNA
Fuzzy Search Prolain
Aldent and Sim

-Multi Rev Trans
-Mutate for Digest
-0ORF Finder

-Pairwise Align Codons
-Pairwise Align DNA
-Pairwise Align Protein
PCR Primar Slals
PCR Products
Protein GRAVY
Frotein I1soelectnc Point
FProtein Malecular Weight
Proteln Pattem Find
-Protein Stats
-Restriction Digest
Restriction Summary

181
241

241
301

301
361

36l
421

GCGTCGGTTTTTTAGTTTTCGTAGGTTTTCGTTTTTAGTTTCGGCGLGGGLGECHL 1 Lulh
CCCCACCTGRETGGCTGCAAGEGTCTGOGCGGACTTGCGCGGCAGCTCTGGCGAGGGCTCL
e N R e I N R R R N M
TTTTATTTGTTGGTTGTAAGCGT TTGGGCGGAT TTGCGCGGTAGTTTTGGCGAGGGTTTT
TGGGAGAACTCGGGEGGAAGCTCCACGCGCCTCGTCCGGCTTCTCCGACCCGATCCCGTGE
R R R R R R R R R R R RS R R )|

TGGGAGAATTCEGGGEAAGTTTTACGCGTTTCGTTCGGTTTTTTCGATTCGATTTCGTGT
TCCGTCCAGACCCCGTGCTCCGAGCTGGCTCCCGCCTCCGGLGCCGLGGCGGTCTGCGCT
Pra oo [Pl oeeas] fe ot [ o] ] o]z | ot [t | 4] | | [ 442]
TTCGTTTAGATTTCGTGTTTCGAGT TGGTTTTCGTTTTCGGCGTCGLGGCGGTTTGCGTT
CCCGAGAGCTCCTCCGATGCGCCCGCCGTCCCAAGCGCGCCTGCTGCCCCGGECGCACCA
B NN R R AR R R N E S ey N R N EE R A B

rs/6603546

CpG Islands reports potential CpG island regions using the method
described by Gardiner-Garden and Frommer (1987). The calculation is
performed using a 200 bp window moving across the sequence at 1 bp
intervals. CpG islands are defined as sequence ranges where the
Obs/Exp value is greater than 0.6 and the GC content is greater than
50%. The expected number of CpG dimers in a window is calculated as
the number of 'C's in the window multiplied by the number of 'G's in the
window, divided by the window length. CpG islands are often found in
the 5' regions of vertebrate genes, therefore this program can be used to
highlight potential genes in genomic sequences.

Paste the raw sequence or one or more FASTA sequences into the text
area below. Input limit is 100000 characters.

AGCTCCCAGTCT =
CAAAGGACTCTGGTGTCTCACCCATCCACCAGGGLGRACCTTGGAGAGGGTGTCAGGE
GTGGCAGTCTTG
GAAATGTCCAGGACTGGGATGGTGAGAGGCCTTTGGAAACAGAAATGATTTCTATTTC I
TGTAAACAGCAA

TGTTTACTAA -

Please check the browser compatibility page before using this program.
Submit = Clear Reset

*This page requires JavaScript. See browser compatibility.

*You can mirror this page or use it off-line.

new window | home | citation
Thu Aug 27 17:17:36 2015
Valid XHTML 1.0; Valid C85
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Conclusion

1. The association of KLF14 SNP, rs76603546 With T2D , may be due to LD with SNP out side of gene

2. Higher Odd ratio of rs76603546 SNP with T2D compared to other SNPs in the locus might be either because

of incomplete LD between these SNPs or simply it might be because of differences in the gene pool of
different population

3. Another possible assumption can consider rs76603546 as an independent SNP from previously studied SNPs

4. Based on our bioinformatics studies rs76603546 is a methylated nucleotide when the C allele is present

5. This study needs to be reproduced in a larger scale and functional studies should be conducted , which is in

progress






