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Development of a genome information viewer - giv

Keiichiro Takeuchi®™ and Kensuke Nakamura*

We here describe gve, a new CUI tool for analyzing genome sequence.
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Fig. 1 GUI Genome Viewers (Left: NCBI Genome View,
Right: UCSC Genome Browser)
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Sequence 1 (1) I MAGEE IO

AGCTTTTCATTCTGACTGCAACGGGCAATATGTCTCTGTGTGGATTAAAAAAAGAGTCTCTGACAGCAG

TTCTGAACTGGTTACCTGCCGTGAGTAAATTAAAATTTTATTGACTTAGGTCACTAAATACTTTAACC
@ AATATAGGCATAGCGCACAGACAGATAAAAATTACAGAGTACACAACATCCATGAAACGCATTAGCACC

ACCATTACCACCACCATCACCACCACEATCACCATTACCATTACCACAGGTAACGGTGCGGGCTGACGC
TACAGGAAACACAGAAAAAAGCCCGCACCTGACAGTGCGGGCTTT TCGACCAAAGGTAACGAG!
AACAACCATGCGAGTGTTGAAGTTCGGCGGTACATCAGTGGCAAATGCAGAACG CTGCGGGTTG

testref.fasta 1 of 4 1 ~ 414 / 5498450 4 / 79688; 27; 234
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Fig.2 Appearance of giv
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Fig. 3 Display of Coding Sequences

(to be implemented in the future version)

B A C giv IIREKEZ -2V E 2 —U—Th 5.
WA — o o — R TIE ) = v T ORERIC
k%5 SNP (—#i#£%) < INDEL GfA - k%) 128
THERND BT ) LS ERET DL H DN,
INDEL (24 EMUGEDRERE 2B EE5 2 &M
5., FERECEEFRETILVL, Vo—F v T
— EANLEEEFEY A N T v 7 LR L CERT 55
EER SR, MEWARE I, Tk 5iHE
IEFEA EOVEMED IR & B 2 TREREZ%ZEI LIC
LC&E7. UL, 3.1.4 THlRAEEARGEPHIR E DHEREIC
L OBEA RTREMERR A TEREZ S, 5HBOT v
T — F THAIAA TWVWE TZWEEED—D2TH 5.

WREHIOMITCTH 5 —2BE LImW eI, DV E
WBBRRH D, V== =X iz T —REEN
HZENEL D V= T —F 2SHEY| EICRERT D

BIEETOI A~ Yy T EHET D ENRHED LfiF
M &2 WMNATR D ZENTE DT EBZ,

BHR D 7 a7 5 HE MacOSX D FEITHAE LT
Fx D =7 YA F( http://metalmine.mydns.jp/giv/ )
MHE T a— RKA[fETH D,

BPNZ bl _7= X512, CULIZ L DA v H—T = — A
XN Z 72T 72 %é&f@ FRABLET, OWE
ﬁ%w#%bﬂ&wﬂ\#/Aﬁﬂ®MW#MEEHn
TlE, h—YEfEL | g TRIEBICED R EDWHL D7
O EARBENBICHIGA TR D & REICFIHTE 5, giv
IR ZIXI LD TELLFEIFIETH Y HEORME R
2\, TR7 T AOEER Al EITONTIHWEN
ETNES%OT v 7T — FTRIG LTV &E N
(knakamura@maebashi-it.ac.jp).

BE R
1) R. D. Fleischmann et al,
sequencing and assembly of Haemophilus influenza Rd,
Science, 269 (5223), 496-512 (1995).
2) R. Himmelreich, et al, Complete Sequence Analysis of

Whole-genome random

the Genome of the Bacterium Mycoplasma pneumoniae,
Nucleic Acids Research, 24 (22), 4420-4449 (1996).

3) International Human Genome Sequencing Consortium,
Initial sequencing and analysis of the human genome,
Nature, 409, 860-921(2001).

4) J.C.Venteretal.,
Science, 291(5507), 1304-1351 (2001).

5) H. Sakai et al, The power of single molecule real-time

The Sequence of the Human Genome,

sequencing technology in the de novo assembly of a
eukaryotic genome, Scientific Reports, 5, 16780, (2015).

6) H. Thorvalsdottir, J.T. Robinson, J. P. Mesirov,
Integrative Genomics Viewer(IGV): high-performance
genomics data visualization and exploration, 14(2),
178-192 (2013).

7) K. Nakamura et al, Sequence specific error profile of
Illumina sequencers, Nucleic Acids Research, 39, €90
(2011).


http://metalmine.mydns.jp/giv/

