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Allele Frequency
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Erarames Ceno count Hm:?er e Function
Variant rsIDALT] Ref:Alt of samnl sample Alleles Gene mRHA Codon AA Orgd | Platform
positionAl¥] A[¥] | alternative o mp Enl read depth [A]¥] | Accession® [¥] [A]¥]
alleleAlY] | Ref/Ref | Ref/Alt | AltiAlt |~ F° AI¥] Ref | Alt | Ref | Alt
eeE HiSeq
chr5:34840841 U | rs6451173 AIG 0.152 219 70 11 200 | 59.47223.93 | g gay p.153 | TTC22L | NM_144725 | CAT | CGT | His | Arg | KU =
S0LID
Hi%eq
; [
chr5:34850406 Y | rs185191041 ANG 0.005 297 3 o 300 33.84=15.98 | g ggg p.005 | TTC23L | NM_T44725 | ACA | ACG Thr | Thr kU +
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. I
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N — . = - prefles
T/ LSE~BERERFRRE~RBDONLPRE
GC-MS Crh Position rs ID Ref. Alt. P (QTL) P (eQTL) Annotation for SNP  Annotation for probe
Amino acid A 7 55XXXXX rs12345 G T 1.33E-10 0.0002086  1234,ABCDE.... Homo sapiens gene....
Amino acid A 7 55XXXXY rs12346 G A 1.18E-10 0.0002075
Amino acid A 7 55XXXXZ rs12347 A G 8.12E-10 0.0005998
Amino acid A 7 55XXXYX rs12348 G A 1.45E-09 0.0005998
Amino acid A 7 55XXXYY rs12349 C T 1.04E-09 0.0004905
Amino acid A 7 55XXXYZ rs12350 C T 3.79E-13 0.0007183
Amino acid A 7 55XXXZX rs12351 G T 1.33E-10 1.69E-24
Amino acid A 7 55XXXZY rs12352 G A 1.18E-10 2.00E-24
Amino acid A 7 B5XXXZZ rs12353 A G 812E-10 1.57E-19
Amino acid A 7 55XXYXX rsl12354 G A 145E-09 1.57E-19
Amino acid A 7 55XXYXY rs12355 C T 1.04E-09 1.54E-21
Amino acid A 7 55XXYXZ rs12356 G A 7.38E-11 1.25E-09
Amino acid A 7 55XXYYX rsl12357 C A 490E-11 1.43E-13
Amino acid A 7 55XXYYY rs12358 A C 282E-12 5.10E-10
Amino acid A 7 56XXXXX rs12359 T C 1.11E-13 4.56E-10
Amino acid A 7 56XXXXY rs12360 T C 6.11E-14 1.65E-08
Amino acid A 7 56XXXXZ rs12361 C T 3.79E-13 8.12E-06
Amino acid A 7 56XXXYX rs12362 A C 1.40E-09 0.0005151
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Kyoto Course on Bioinformatics
for Next Generation Sequencing
with Applications in Human Genetics

A four-day course consisting of lectures and
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Kyoto Course on Bioinformatics
for Next Generation Sequencing

with Applications in Human Genetics

Day 1
Day 2

Day 3
Day 4

Mark Lathrop (CEPH, France)

Exome and whole genome sequencing using massively-
parallel sequencers

Application to RNA analysis
Data submission

Practicals for exome and RNA seq
Human genetics

Guillaume Bourque (McGill, Canada)

Daniel E. Weeks (Pittsburgh, U.S.A)) Mar Gonzalez-Porta (EBI, U.K))
Rajesh Radhakrishnan (EBI, U.K)) Jurg Ott (Rockefeller, U.S.A.)
Marcella Devoto (Pennsylvania, U.S.A.) Derek Gordon (Rutgers, U.S.A.)
Makoto Mark Taketo (Kyoto, Japan)
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The 2nd Kyoto Course on Bioinformatics
for Next Generation Sequencing
with Applications in Human Genetics

Center for Genomic Medicine
Kyoto University Faculty of Medicine

March 10th ~ 12th, 2014
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