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AG
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- e
GACAGAGTTTGA
CATATTGATT

GTGCTCTTCC
GATCTGTTAG
TGATCAATGT
GTTAATCATA
AAGTAATT

rs 10768807

5336582

TCC ATAATC ACAT
CTGCTA

54910551

11.78

G/A

GTGCTCTICC
GATCTCTGTT
GCACCAACCT
AATATAAGGA
A

GAC AATAC‘ AGAA

GTGCTCTTCC
GATCTGAGGG
GATTTGTATC
CGTTGTTIC

rs 10837882
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TCC
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GATCTACAGT
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AC
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Region
No.

SNPID

Coordinate
onchrll

Forward primer (3" to 3')

Reverse primer {5 to 37)

157930833

5222527

AATCGGGAAGCTGA

AGCTTGATAGTTTCT
ACTTTGGGTTGATAA
1T

1s1236487
2

5222914

CACTACCGTCGOGATGAC
ATAATGGGAAGACATGT
ATATAATCTTAGAGATA

ATGTCATCCGACGG
TAGTGAGCAGAAAG
AGATAATATTAAGG

ATAATCAG

151083762
8

5223174

GTGCTCTTCCGATCTGC
AGAAAGAGATAATATT
AAGGATAATCAG

ATGTCATCCGACGG
TAGTGAGTCAAATG
GATATTTGTATCTGA
AAAATC

GTGCTCTTCCGATCTAT
GCATCTTGATGATTAGA
ATTGCA

52187610

5224176

AATCGGGAAGCTGA
AGTCATGGTTCACCT
TTCATTTGTTC

151076868
2

5224277

CACTACCGTCGGATGAC
ATAACATCAAACTAAAA
AATTTCCACACAA

ATGICATCCGACGG
TAGTIG\CAAATTCA
AAAAACGGCTGCA

GTGCTCTTCCOATCTAA
GAAATCAAAAGAAGAA
AATTCTAATATTCA

151083763
0

5224812

AATCGGGAAGCTGA
AGGTAATAAGACAG
TAGTGAATATCAAG
CTACAAA

151083763
]

5225126

CACTACCGTICGUGATGAC
ATAAGTTAGGACTGAGA
AGAATTTGAAAGG

ATGTCATCCGACGG
TAGTGAGTATCTCTA
AGCAAGAGAACTGA
GTGG

GTGCTCTTCCGATCTATT
TGCTTATCCTGCATCTCT
CAG

157110263

5225282

AATCGGGAAGCTGA
AGTTTTCTGAGGGAT
GAATAAGGCAT

151609812

5225911

CACTACCGTCOGGATGAC
ATAATTGGCAACAGCCC
CTGAT

ATGICATCCGACGC
TAGIG ATACAATTTA
TATGCAGAAATATITT
ATATGCAG

GTGCTCTTCCGATCTATT
TCTGGGTTAAGGCAATA
GCAA

1s7480526

5226503

AATCGGOGAAGCTGA
AGTTCCCATTCTAAA
CTGTACCCTGTT

CACTACCGTCGGATGAC
ATAATGGTTAAGTTCAT
GTCATAGGAAGG
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22128
Regio Coordina
1 No SNPID te Forward primer (5" to 37) Reverse primer (5™ t037)
: onchrll
. AATCGGGAAGCTGAAG | CACTACCGTCGGATGAC
1 0 5226561 | CCTATGACATGAACTTA | ATATGAGAACTTCAGGG
ACCATAGAAA TGAGTCTATG
— ATGTCATCCGACGGTA | GTGCTCTTCCGATCTAA
12 $3 5227411 | GIGATTCCCAATTTTCT | ACTCTTCCACTTTTAGTG
; TATTACACAAATAAGA | CATCAA
110363 AATCGGGAAGCTGAAG | CACTACCGTCGGATGAC
13 o 5227774 | TTAGTTACTTATTAGGT | ATAATTTTTGACTGCAT
TTTGGGAAACAAG TAAGAGGTCTCTAGT
| ATCTCATCCOACGAIA | GroeteTTecaaTCTAA
14 | STB082 | shn003g | GEGAGAAAAGACGTCT | )\ A ACAGCCAAGTC
3 ‘ TTAAAATATTTTAAATG y V V
T AAATCTG
381373 AATCGGGAAGCTGAAG | CACTACCGTCGGATGAC
15 | 777,77 | 5234682 | CTGTCATGTGTGTCTTG | ATAAGATGCGGTGGGG
ACTCAGAA AGATATG
108376 ATGTCATCCGACGGTA | GTGCTCTTCCGATCTAG
16 i 5236808 | GTIGAAAGGCCATGAGG | CCAAGTCTTTGGAATTA
ACTGTTATTTG ACAGAC
— | AATCGGGAAGCTGAAG | CACTACCGTCGGATGAC
17 e 5237260 | CCGCATCCAGCCAGGA | ATAACAAGAGTAGATG
TA CTATTCTTTCCACTTT
— ATGICATCCGACGGTA | GTGCTCTTCCGATCTCA
18 5 | 5237362 | GIGATAGATAGGGACA | TTTCCCTACCTCTAATCA
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