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U E = Wt 8 ]5’_ A= AAolt}, 71E F-AA A <LEH]ul (whole-genome alignment) ¥
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1. ME 2. #8A MU (whole-genome alignment)

A QIZE (1] @ 7 I¥el A=E (21, 13]) 9 °l A=A SHA Fagh A& olufA
A A Ae] HhEAe] vk Al &dbs] X9 HAEY HEe ‘rr—%; W9 oluiA A A
Ha gtk oAl fAAE 53] drIWelt w2 4 & OE olwfAl FAAe ML FHAT|=
Foll= A MEE =957t }]EU}F_ %}Eﬂ]xﬂ (whole-genome alignment)S &3l 771 o]d9 tf& A}
UARE 3], ¥ AES -t olwiA A A %% Afo] ] 7ISHoR 8% 4TS e,
dS B3l @rI¥ol7f e Ae-HT) %0] sitl. @3l = - (evolutionarily conserved reglon)—o* 1]
Hor HFa B vd7I¥e]l FHAY VIMESE F F Urh
A4d a7t A4 Aola, =g o]yl ‘:}Oﬂﬂmo] Fr 712 A ZRAESY S oA FHA
AA Adxzgdoziy oAl FdAY S 5 ADds FFaivls= Aol ofe}t wkeA
3 e Ax A EEQEJ Rt _bl"‘t]o] g4 SRS £33 Wil “H"E'V‘Oﬂ dA e

Aot} o]8 Ao 7]F9] &% xﬂ T2 AES 713 genome aligner 52 WA A AEE7He] Bk
= 3 ([4], [5]). @A 712 comparative browser
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o M=z FME Aotk FHZo ”471] (Ciona  Zloll =45 w5l Slvk ((6], (7). whebA oAl
intestinalis) $+ 7N A<} Q17+ gk o] o] HH A A A ARSI AEd]|aed 4 45} ¥ whole-genome aligner
o] F/NEAIL [1] o]E Tl v FAA Z=2a  9F o]yl alignment 52 AldHoz Yeh) F&
Eo 3 B&HS E 4 gt} genome comparative browser 2] 7|#o] A3t A7 o]t}
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intestinalis and

M283 st=2dEHelsts] FHst=2HUs =28 Mi14& M25 (2007. 11)
3. o[l & FHA MEe| MM FozEd
HAZAC algorithm 7Ny} AlzbA el =32 7@ 3} [1] Levy, S., et al. 2007. The diploid genome sequence of an
7)ol SkA algorithm ¥ A1Zt3l =o ABS HAE individual human. PLoS Biology. 5: €254.
o =ef Jftel ”6«3301‘* g Aol & 5‘5594
Sge oA SAAme e o [21 Kim, J. H, Waterman, M. S., Li, L. M. 2007. Diploid
algorithm ©] 7]2HS %o] 37 8 olulA & hﬂ A4 genome reconstruction of Ciona
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1). FASTA 7 9] DNA sequence = ¢JojEo]a WA
Z A2 Q1 heterozygosity rate S Z2G3F v} A&z}
o] XA wE} multibase indel =3 multi base
substation ©& XAt} olw] ZAZe]  indel
substitution ©] Aol Abgztol] o8] A Ad 4 It}
sk transposition 7} inversion ¥ 72  genomic
arrangement 5% AF&A}7F A A gE dojof whe} -7 A
& Aol Ao wAYsHA Hrh AREAFS] A A
wel grEol olu A FH A M E2 FASTA X o
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[rootEvodka bin_scaffold]#
[root@vocka bio_scaffoldl# | /fcompGen start

first you have to execute input operation because ciona¥l,.fasta file have to be opend!

nenu

1} modify sequence in [%] heterozygosity rate
conmand? —p [percentage]

ex) commandy —p 1.2

2} inversion
command> —i [number of inversions] [length of irwersiond
ex) command> -i 3

3 transposition $ copd a random sequence and insert st random position
command> -t [number of transpositions] [lengh of transposition]
ex) command> -t 5 3

4} substitution
command? —s [number of substitutions] [length of substitution]
ex) command? - 6 3

5} deletion
command?> —d [rnumber of deletions] [length of deletionl
ex) command> —d 8 2

6} save input file
command > irput Filename
file name: [Filenamel,fasta
&x)  commnad? input Filensme

Ty mave 3 output files : .fasta format
command> output filename
file neme: [filenamel_1.fasta
ex) command? output Filename

’ [Filenamel_2,fasta / [Filenamel.fasta

8) exit the loop
command > quit
nenu

command>
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