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genome association and population-based linkage analysis. American Journal of Human Genetics, 81, 559-575.
URL: http://prgu.mgh harvard edu/~purcell/plink/
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GAINQC RESULTS

1 Download

File Last
Description File name i Modified Button
Summary INTM_GAINQC_SUMMARY TXT | 2kb e
Sample Q.C INTM_GAINQC_SAMPLE PDF 10kb g&%"
6-Jan- =
Snp Q.C. INTM_GAIN_QC_SNP.PDF 38kb e
B e INTM_GAINQC_RELATION PDF 3kb by
Q. = - 2009
| lview |
Sample - oo 20-Jan- 1 View
i eins
Chr: | #
rs number:
20-Jan-
Snp Table --- -— 2009
; | Lview |
Relation L . 20-Jan- | View
e ea [ Downioad ]
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JINTOO1

INTDO2
INTDO3
JINTDO4
INTDOS
INTDOB
INTOO?
INTDOB
INTDOS
INTD1D
INTO11
INTD12
INTO13
INTO14
INTO15
INTD1B
INTO17
JNTO18
INTD1S
INTO20
INTO21
INTDZ22
INTDZ3
INTD24
INTD25
INTDZE
INTOF

Completeness
0.9962
0.5564
0.95943
0.5958
0.9921
0.59542
0.9956
0.59946
0.9932
0.554
0.9962
0.9957
0.9951
0.9939
0.9969
0.9946
0.9951
0.9957
0.9933
0.9967
0.59955
0.59527
0.9928
0.5917
0.9941
0.95936
N 953h

Heterozygosity
0.2321

0.237

0.2384
0.2379
0.2358
0.2385
0.2038
0.2377
0.2483
0.2355
0.2364
0.2371
0.2381
0.2358
0.2355
0.2385
0. 2444
0.2456
0.2381
0.2356
0.2345
0.237

0.2368
0.2412
0.2355
0.2368
N_23R3
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nan
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ran
man
man
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man
man
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man
man

Man
man

AT

AvgQualit
4815.4114
4B09.15957
4738.0436
4B67.1951
4628.545
4750.2413
4B66.8524
4813.0004
4658. 0681
4654, 2846
4623.2137
4B66.2162
4639.8328
4530.2665
45923.4554
4775.3082
4B858.1078
4950.5229
4724,0062
5007.45931
4852.5782
4687.1483
4747 2189
4653.B112
4703.4639
4665.8623
4560 M2NA



PLINKQC RESULTS

Description

Last
Modified

Buition

Sample(.imiss) table

10-Jan-2009

1 View

1 Download

llLog

Test of missingness by case/control
status(.missing) table

10-Jan-2009

1 View

1 Download

llLog

Sample clustering

10-Jan-2009

1 View

1 Download

llLog

Avssoc table

10-Jan-2009

1 View

I%

1 Download

.assoc.adjusted
1 Download

lLog
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Association test

d a SNP CHR BP Al F_A F_U Al CHISQ P

1 SMNP_A-B536815 4 15606525 G 0.0B163 02222 A 15.08 0.000103

2 SMHP_A-2057512 15 45203752 c 0.4455 0.2626 T 15.08 0.0001032
3 SNP_A-2236427 15 49157032 A 0.4545 0.2677 T 14.98 00001084
4 SNP_A-B375307 15 459166828 T 0.4545 0.2677 c 14.58 0. 0001084
5 SHP_A-1791749 14 B4131441 T 0.1263 0. 2828 C 14.91 0.0001125
B SMP_A-1803907 14 64153095 G 0.1263 0.2828 A 14,91 0.0001125
7 SNP_A-B461146 7 93388383 G 0. 2828 0.1263 A 1491 0.0001125
B SHP_A-B342046 21 42705024 T 0.005051 0.08586 c 14.9 0.0001134
9 SHP_A-B342048 21 42716148 A 0.005051 0.0B58E G 14.9 0.0001134
10 SMHP_A-4194755 4 1435999063 T 0.2194 0. 08081 C 14,86 0.000116

11 SMNP_A-B543335 4 ISERTTER T 0.1768 0.3469 G 14,77 0.0001213
12 SHP_A-BBETEE0 7 13297268 C 0.101 0.2475 G 14.76 0.0001221
13 SHP_A-2237749 7 95242508 A 0. 2908 0.1327 G 14.69 0.0001268
14 SHP_A-B420429 4 143585223 T 0.2677 0.1162 C 14,65 0.0001251
15 SNP_A-B593736 4 1435995034 A 0.2677 0.1162 G 14.65 0.0001291
16 SHP_A-1845403 7 95242972 T 0.2879 0.1313 c 14.65 0.0001255
17 SHP_A-1B56635 7 95242854 T 0. 2879 0.1313 A 14.65 0.0001295
18 SMP_A-2215313 B 125285510 c 0.5758 0.3838 A 14,61 0.0001322
15 SNP_A-B333211 11 5031197 G 0.1443 0.3061 A 14.681 0.0001324
20 SHP_A-BGTOGES 7 93383267 T 0.2857 0.1289 A 14.58 0.0001346
21 SHP_A-2035833 4 144118135 C 0.2316 0. 0BE54 T 14.56 0.0001357
22 SHP_A-2158267 9 4084068 A 0.1061 0.2525 G 14,43 0.0001453
23 SMNP_A-B569164 16 BOD70322 G 0.1364 0.2929 A 14.4 0.0001481
24 SNP_A-2158052 12 72065387 c 0.04545 0.1616 T 14.39 0.0001484
25 SHP_A-B475303 15 B1006143 A 0.04545 0.1616 G 14.39 0.0001484
26 SHP_A-4207554 s 35713252 G 0.1061 0.01515 A 14,37 0.0001501
27 SNP_A-BF717213 10 71087400 G 0.2755 0.4596 A 14.35 0.0001517
28 SHP_A-1845056 5 121013965 A 0.0202 0.1162 T 14.35 0.0001519
28 SHP_A-1504705 12 3439663 A 0.3182 0. 1566 G 14.28 0.0001572
30 SMP_A-BGSBOES 20 S06703E0 T 0.2857 0.1313 c 14,25 0.0001602
31 SMNP A-B5TBTSE 21 37061502 C 0.3737 0.202 A 14.24 0.0001605



OR LS5 uss GC BONF HOLM SIDAK_SS SIDAK_SD  FDR_BH FDR_BY
0.3111 0.1688 0.5733 0.0002042 1 1 1 1 0.5135 1
2.253 1.502 3.458 0.0002045 T 1 1 1 0.9139 1
2.26 1.497 3.473 0.0002141 1 1 1 1 0.9135 1
2.28 1.497 3.473 0.0002141 1 1 1 1 0.5139 1
0.3664 0.2176 0.617 0.0002214 1 1 1 1 0.9139 1
0.3664 0.2176 0.617 0.0002214 T 1 1 1 0.5139 1
2729 1.621 4.505 0.0002214 1 1 1 1 0.91359 1
0.05405 0.007121 0.4102 0.0002231 1 1 1 1 0.9139 1
0.05405 0.007121 0.4102 0.0002231 1 1 1 1 0.5135 1
3.157 1732 5.501 0.0002278 T 1 1 1 0.9139 1
0.4042 0.2529 0.646 0.0002373 1 1 1 1 0.9139 1
0.3417 0.1544 0.6004 0.0002388 1 1 1 1 0.5139 1
2,681 1.602 4,488 0.0002473 1 1 1 1 0.5135 1
2.781 1.626 4.756 0.0002514 T 1 1 1 0.9139 1
2.7E1 1.626 4. 756 0.0002514 1 1 1 1 0.9139 1
2.674 1.559 4.474 0.0002521 1 1 1 1 0.5139 1
2.674 1.589 4.474 0.0002521 1 1 1 1 0.9139 1
2.179 1.458 3.256 0.0002569 1 1 'k 1 0.5139 1
0.3823 0.2313 0.632 0.0002573 1 1 1 1 0.5135 1
2.704 1.604 4.557 0.0002612 1 1 1 1 0.9139 1
3,102 1.7 5.66 0.0002632 1 1 1 1 0.9139 1
0.3512 0.2017 0.6114 00002801 1 1 1 1 0.5139 1
0.3811 0.2292 0.6336 0.0002852 1 1 1 1 0.913% 1
0.247 0.1146 0.5326 0.0002856 1 1 1 1 0.9139 1
0.247 0.1146 0.5326 0.0002856 1 1 1 1 0.5135 1
7.712 2.262 26.3 0.0002887 T 1 1 1 0.9139 1
fi 447 f a3R M RRMS nAnn?a1s 1 1 1 1 nal3a 1
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& il
| PLINK! | v1.05 |  11/Dec/2008
(C) 2008 Shaun Purcell, GNU General Public License, w2

For documentation, citation & bug-report instructions:
! http://pngu. mgh. harvard. edu/purcel | /plink/ g

Web-based version check ( —noweb to skip )
Recent cached web-check found... OK, v1.05 is current

Writing this text to log file [ ut bin. log ]
Analysis started: Tue Jan 6 21:39:14 2009

Options in effect:
—bfile ut_bin
—al low-no-sex
—ass0c
—ad just
—ci 0.95
—out ut_bin

Reading map (extended format) from [ ut_bin. bim ]

868162 markers to be included from [ ut_bin. bim ]

Reading pedigree information from [ ut_bin. fam ]

198 individuals read from [ ut_bin. fam ]

198 individuals with nonmissing phenotypes

Assuming a disease phenotype (I1=unaff, 2=aff, O=miss)

Missing phenotype value is also -9

99 cases, 99 controls and 0 missing

0 males, 0 females, and 198 of unspecified sex

Warning, found 198 individuals with ambiguous sex codes

Writing list of these individuals to [ ut_bin. nosex 1

Reading genotype bitfile from [ wut_bin. bed ]

Detected that binary PED file is v1.00 SNP-major mode

Before frequency and genotyping pruning, there are 868162 SNPs
198 founders and 0 non-founders found

Total genotyping rate in remaining individuals is nan

0 SNPs failed missingness test ( GENO > 1 )

0 SNPs failed frequency test ( MAF < 0 )

After frequency and genotyping pruning, there are 868162 SNPs
After filtering, 99 cases, 99 controls and O missing

After filtering, 0 males. 0 females, and 198 of unspecified sex
Writing main association results to [ ut_bin. assoc ]

Computing corrected significance values (FDR, Sidak, etc)
Genomic inflation factor (based on median chi-squared) is 1.09348
Mean chi-squared statistic is 1.01327

Correcting for 699040 tests

Writing multiple-test corrected significance values to [ ut_bin. assoc. adjusted ]

Analysis finished: Tue Jan 6 21:40:24 2009



SEEDHEZFD1 (Data QC BEE )

1. QCHEEEZ 81695 (PLINKQC, PC Analysis ft1) .

2. EEDOGWAST—3ZZ T AND,

3. Batch effects¥7 R (permutation testftt1)

4 . Birdsuite/PLINK™®D % it



SHBOAHFD2 (BHRERBARANTOZALTEHROEADIEST)

<E=

BEEREAT L/ N\T O/ TERICIKRFL TS,

HapMap®D/\NT A1 J{E%R : European. AfricanldEfEE. 7O 7 AITIERFEE
(#1% MphaseMirY))

D-HaploD/\7 O/ J1E#H: BAR ARSI \T O/ FHiE) EH3EDNA ZHVT
HY. ERE(BRAREE/NTAZM4TER)

ResequencinglZ&>THRLNZ/\TOZALTER: 2RI RO EFINLGM., B
FEIE (1% DphaseDiLl)) , D-HaploDFIRIZE>THEER LA ATHE,

<FITARMPETIE>

D-HaploD 1Rk, ZEBERABBADTATOAMRD /AT EHR. Resequencing
BHREHEL T BEEZEBERECEESCSRENTOAFAMTIVTEEEL
TG T—A3R—=—RELTREAT B0 DFEERET 5,

TOTANDEREEERTOBEEZSOHDRFHRERET D,



FURTHER INFORMATION

Liming Liang’s homepage:
http://www.sph.umich.edu/csg/liang

Abecasis laboratory homepage (contains programs for
genome-scale data analysis):
http://www.sph.umich.edu/csg/abecasis

Catalog of Published Genome-Wide Association Studies:
http:// www.genome.gov/gwastudies

Database of Genomic Variants:
http://projects.tcag.ca/variation

dbSNP: http://www.ncbi.nlm.nih.gov/projects/SNP
D-HaploDB: http://orca.gen.kyushu-u.ac.jp
Genotype-Tissue Expression (GTEx):
http://nihroadmap.nih.gov/GTEx

H-InvDB: http://www.h-invitational.jp

mRNA by SNP Browser v 1.0.1:
http://www.sph.umich.edu/csg/liang/asthma
UniGene: http://www.ncbi.nlm.nih.gov/unigene
VarySysDB:
http://www.h-invitational.jp/varygene/home.htm
WaferGen: http://www.wafergen.com

Nature Reviews Genetics 10, 194, March 2009

Mapping complex disease traits with global gene expression

By Cookson, Liang, Abecasis, Moffatt and Lathrop
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Switch error rate
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