BXF-19

=

N H |

:I—
» ﬂ
K A K E

HFEHREBEBRER (FNHREAEZBIRE) FRRRBES

Rk 2 54E5 H 2 2 AHE

HEES : 17301

MZRiER - AT (B)

B2 EART : 2011~2013

SEEES - 23791230

MEEEL (FX) 2EXFFo—OTF7Y—LRICEELE-OROZRA~DY/ 29 AW
77O0—F

IciEE4R (¥EX) Genomics Approach to orofacial clefts focusing the
ubiquitin-proteasome system

HERERE

=IE &2z (MISHIMA HIROYUKI)

RIBFKRZ - KREREEEZREMER - B
MEEEZES: 1 0513319

WFFERRREOBEEE (Fn30)

R, Wiy —27 = oY —D IS IS X - TEFERI DD ERSE ORI 2N TEIZ 72 ) oD
HDHZEEBEZ, Y TEDHIEIZHKATLUC, T — X fENTT — 2 7 a— DL 1T > 712,
T LD, ARSI MEEERR N R T UVSSA DR, T—2_XR—RAT 7t AT
A 77 Y Ruby UCSC API OB %2Rk L=, HRIHIZ O N #EY > 7 L OfiffT & #& 2
HIENWTERMoT2IN, A%EBELT-TV—7 7a—% 1 LI 2 /i 5.

WFFERC R OB (3530) -

Next generation sequencers (NGS) can analyze samples more comprehensively and
more accurately than quantitative PCR. Thus, the author started to build data
analysis workflow for NGS data. Using the workflow, the research team including the
author succeeded to find the UVSSA gene causing UV sensitive syndrome A. The
author also published database accessing library for Ruby, the Ruby UCSC API. The

author plan to finish analysis of orofacial cleft samples using build workflows.
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