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. 24 Read More +
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o, O Experiment
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-CODA 21 8&=&, 812X E(BMC bioinformatics) Al X(2017)
¥ =&H|=: HLAscan: genotyping of the HLA region using next-generation sequencing data(2017), Sojeong Ka1t,
Sunho Lee2t, Jonghee Hong1, Yangrae Cho2, Joohon Sung3, Han-Na Kim4, Hyung-Lae Kim4*and Jongsun Jung2*

Availability of data and materials
Sequencing data for families #5-#9 (37 individuals) used in this study are

deposited in the Clinical Omics Data Archive (CODA, http/fcodanihugols), % CODA Al A EI:I“ Ol -(l)-H Ql X‘I Ié' 0‘” A‘I
but restrictions apply to the availability of these data, and they are not rn B o |
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publicly available. However, all data obtained and/or analyzed during the
current study are available from the authors upon reasonable request.
HLAscan is available at hetp//fwwwgenomekorea.com/display/tools/
HLA_SCAN.
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- A8 FEH GO SS4H AAE, CODA(Clinical & Omics Data Archive) G
. BAEIE RN SN AR SOIM RHMHOIE 43
- 370 HOolH= AES 2ot AF=H0 otk XS
. =HEO|E 7|7k 1714 12 ~ HXIIX
- CODAMHEHZILCIEM 5 HO[EHEt: EI/io| IS Aoz N

Data type | Project | DEIEN | Participants Samples Data size
WGS 5 7 388 467 139.1TB
WES 12 20 2,104 2,703 35.8TB
RNA-seq 5 8 596 639 2.1TB
Sequence Targeted-seq 5 5 543 543 728.6GB
Epigenome-seq 1 0 0 12 38.7GB
Metagenome 2 5 1,668 1,668 393.9GB
Subtotal 30 45 5,299 6,032 178.2TB
Gene expression 2 4 292 292 7.3GB
SNP detection 3 37,012 37,012 916.2GB
Microarray Gene CNV 1 2 94 94 811.6MB
DNA methylation 2 3 123 131 1.1GB
Subtotal 8 11 37,521 37,529 925.4GB
Total 38 56 42,820 43,561 179.17B
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