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Sanger Al S &3l <QIkF Ay ZEAE (Human
Genome Project, HGP)7} €Al ¥l ©] % Sanger A 84S
A& High Throughput Sequencing (HTS)e] =¢jo =
A Als A1d7d ¥-8o] $1,000 o]stE Hojz Ao
2 diHa v (2" 1), AEA HEe AR
Adal A AJEA dHolHol gk HEAdol ot
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(personalized medicine) A th7} 94d Aoz 7gt}

HTS & DNA-seq, RNA-seq, ChIP-seq 52| o] =7
oMol AL&xi glort B =itoA:= RNA-seq Wh
= gt HTS 7|=ollA 71 sash
Hog AAFE FwMuk 7§2] short read
Ao &nt2 FAHA 7= #Aolgt & F
RNA-seq ] 7Z-%- RNAsplicing ©.& <13} DNA 53} th
27 AdARgo] g% B3sk sox2 deA UTH1]
RNA splicing ©]# ZA}(transcript) A A EE
(intron)o] A A= a1 o) E(exon)7He] A o] o] Foj x| =
ddor o QJEE Fio A FHAHAA large
alignment gap = A/dsh= Wlo] Hr.

wh2kA] RNA-Seq HlolH &= Ew3dAld Add o
RNA splicing 2.2 <13} large alignment gap & -5l
wet o 2 7HA B read = v ¢ 2
UH3]. st large gap $lol A H ¥ = YWk read o]
t}2 sl large alignment gap < AASHH AH ¥ =
splice junction read ©]t}. YWHA Sl read = 71E9] short
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splice junction read = M 2% A7} € Q3.
splice junction & W73le] A e|ed
P Elo] grom E = e o]
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splice junction & &

Tt AQkEol A
T g9l Al 7HA Vs v
doF shoh[8]: (1) splice junction >3 read HE (2)
paired-end read *2] (3) &l A<l =3 AIZE o] 3t V]
g BEUR ¥ =idAe i 22 7 e ¢

1YES AE3I T <3 1> TopHat[4], TopHat2[5],
GSNAP[6], MapSplice[7],  SpliceMap[8], RUM[9],
STAR[10].

TopHat, TopHat2 += 3 ¥ 2 Bowtie[ll] &S A&
sto] Aol read 55 A HAIA splice junction
o] ZFH A g FAA AEES Fohyar ojuf A
H %] ¢ki= 100bp ©]3ke] &2 read 5 H A7
g EE read & 2 27to® Uik F FHAOR
gt 7 HARZ ol wjsd AHHE o] &
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splice junction = 2ztolliT},
GSNAP 2 34 Hola 7]dke] <
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splicing & 71AFslar &ef %l splice site dlo]EjHjo] ~E
o]-g3lo] AALE splicing ol 4 false positive ¢} false
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Algorithm  Citation ite
TopHat 2,303
TopHat2 233 http://ccb.jhu.edu/software/tophat/index.shtml
GSNAP 377 http://research-pub.gene.com/gmap
MapSplice 215 http://www.netlab.uky.edu/p/bioinfo/MapSplice2
SpliceMap 191  hitp://web.stanford.edu/group/wonglab/SpliceMap
RUM 101 nhttps://github.com/itmat/rum/wiki
STAR 130  https://code.google.com/p/rna-star
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