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Thiz human genome variation database is a repository system and has been constructed to achieve permanent data
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2 Gene name : PADM

/ Region : chrl 17634690 - 17690495

: Full name :  peptidyl arginine deiminase, type IV L ' ' ' ' ' '
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] * = Ay == —
=, - A=) B Chrl §.17662639T=C IDDMT1D) 15731732 087 1010 casecantiol  Logistic regression(Allel
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N3 Chr1 g.17662639T=C RA 23701757 0.02 1.100 Case-Conirol  one-tailed P value (Allelii
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Study name | Read Mapping Detection of Quality level | Comment
depth program mutation

studyl Bwa0.5.9 GATK With indel realignment
Default parameter
study?2 20 SOAP2 SAMtooll.4 4 Without indel realignment

Default Parameter

Study name | mutation Num of reads with | Num of reads Comment
mutations without mutations
25 30

studyl Chr 14

With indel realignment
0.72684450G>A

Default parameter

study2 Chrl4 20 3

Without indel
0.72864480T>C

realignment
Default parameter
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Variant ID Average Average Supporting SNP by
SNP Quality Support. Read SNV Freq. Sanger Seq.

1 127 15 0.535 O
2 147 16 0.481 O
False negativeZi#ind j i?i gg 8-22; 8
F=OGATKTILEC aa O 231 68 0.644 O
SAMtoolsZRIALIZZE & 230 186 0.521 O
7 229 39 0.566 O
8 228 60 0.435 @)
9 235 63 0.592 O
10 135 16 0.617 O
11 231 48 0.655 O
12 53 20 0.348 X
13 135 18 0.605 @)
14 160 18 0.604 O
15 533 8 0.734 O
16 74 9 0.705 O
17 54 8 0.847 O
18 85 11 0.720 O
: 0 19 84 38 0.447 X
Accuracy rate: 82.1% -0 137 28 0.447 9
21 67 11 0.627 O
22 230 408 0.417 O
23 230 380 0.401 O
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This HLA database (HLA DB) is a repository systern and has been constructed to achieve permanent data management and
information sharing of HLA data. HLA-DB contains HLA haplotype data and disease-related information. We greatly appreciate
your HLA data submission.

This work has been supported by the Ministry of Education, Culture, Sports, Science and Technology.
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cox_hapz  CTTGBGGATT CCCCAACTED GCAGTTTCTT TICTCCCTCT CCCAACCTAC GTAGGGTCLT TCATCCTGOA TACTCACGAC GCGGACCCAR TTCTCACTLC CATTE G6T GTC GGG T1 ]
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CaseiControl
with this Study group
Genomic position Amino acid change NM change info HeteroHomo Disease VD  muation  P-value OR(95%CI) Type of studies Type of analysis (link to detail) P
Chr'i g.2132845 MM_00118509 IDDMT 488i846 3.600 case-control - Logistic regress h
_21828320(28_4 8102 10} 9] ion ti
l+lize_ e
Chr'éig.2182845 MM_00118509 1DOMT 4BBIB4G 18.100 cage-conirol  Logistic regress hr
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»>Control CNV DB »>CNV association DB
fEEE CNV DB #1604k Case-control association 5% 8 (RERF)
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