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ISearch by IDs

QC filter & ALL samples © Samples having call rate == 0.95 anly
Maote: rs# and affy# must be prefixed with "rs" or "SNP_A-", respectively {i.e. rs233978, SNP_A-1780618)

IBatch query for frequency
Upload the file

Format example

rs233978
rsdde63 12
rs10091363
rs2713501
rsl1?012816
rsh335963

QC filter & ALL samples © Samples having call rate == 0.95 anly

Hardy-Weinberg equilibrium test
Wigginton, J E_, Cutler, D.J., Abecasis, G.R.(2005). A note on exact tests of Hardy-Weinberg equilibrium. American Journal of Human

Genetics 76: 887 - 893,
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call rate >= 0.95

Project

i Chr: position Alleles Genotype Allele Genotype HWE

(strand) Count Frequency Frequency (P-value)
A 0303 AA : 0.090
301 rs233978 |SNP_A-1780618Nsp 4: 104894961 (+) A/G 155 e AG 426 1. 000e+00
G : 0.697 .
GG : 0.484
. 0.994 GG : 0.097
rs9965312 [SNP_A-1780617Nsp 18: 24853920 (+) C/T A CT : 394
- 0.706 .
TT : 0.510
. 185 GG : 0.052
rs10091369/SNP_A-1780572/Nsp 8: 12915299 (=) /T A CT : 266
- 0.815 .
1T 682
. CC - 0.019
rs2713901 SNP_A-1780357 Sty 15: 54398617 (=) C/T A CT : 121
S TT : 0.860
. GG 151
rs17012816/SNP_A-1780352 Sty 4: 88667542 (+) /T A CT : 358 5.084e-02
S TT : 0.491
. AA - 0.872
rs5995963 SNP_A-1780351 Sty 22: 39632919 (=) A/T A AT 110 9.472e-02
S TT : 0.018
. AA - 0.872
rs5995963 SNP_A-1780351 Sty 22: 39632919 (=) A/T A AT 110 9.472e-02
S TT : 0.018

RS ID Affy ID Enzyme
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Affymetrix SNP Array 6.0 ( CNV)

lllumina system

SJAG data gc call rate, N/S concordance,
H-W , stratification)
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