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4 KBN—Catalog—116—v1.1 7|8t Exome chip SNP 22| 7,524
5 KBN—Catalog—04—v2.0 | 7EEE" Affy. 5.0 SNP 13.1 8,840
6 | xjeap|yjat | KBN—Catalog—117-v2.0 | 7R Affy. 5.0 HapMap 43.1 8,840
7 =L KBN—Catalog—118—v2.0 | 7f=E" Affy. 5.0 1,000G 213.1 8,840
8 KBN—Catalog—06—-v2.0 | 7R’ Exome chip SNP 23| 7,524
9 KBN—Catalog—119—v1.1 | SgiEA{t Affy. 5.0 SNP 13 8,840
10 KBN—Catalog—120—v1.1 | S&i5AT Affy. 5.0 HapMap 43 | 8,840
11 KBN—Catalog—121—v1.1 | SgEA{T Affy. 5.0 1,000G 213 8,840
12 KBN—Catalog—122—v1.1 | S85&" | Exome chip | SNP 2.2 | 7,524
13 KBN—Catalog—123—-v2.2 Ll Affy. 6.0 SNP 8.7 3,693
14 SA[HE KBN—Catalog—124—-v2.2 7|8t Exome chip SNP 1 3,433
15 | 25 | KeN—Catlog—12-v1.2 | JEEE’ | Affy. 6.0 | SNP 87| 3,693
16 KBN—Catalog—13—-v1.2 | ZE=&" Exome chip SNP 1 3,433
17 KBN-Catalog—125-v2.0 | 7|4 Affy. 6.0 SNP 41| 1816
18 KBN—Catalog—126—v2.0 718k llumina Omni SNP 10 3,666
19 [ KBN—Catalog—127-v2.0 7149t Exome chip SNP 0.91 3,068
20 | B== | KBN-Catalog—15—v2.0 | JREE | Affy. 60 | SNP 41| 1816
21 KBN—Catalog—16-v2.0 | ZIFE" | llumira Omil | SNP 10| 3,666
22 KBN—Catalog—17—v2.0 | ZEHE" Exome chip SNP 0.91 3,068
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