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A olF Axol thE F Mycoplasma capricolum recipient A3 transplant A7 S
24 AF AlF FeodFE ddstaxt gl ddE A Alue AAHoR ZE A
249 ZREUE PJAFESE tx¢l HJQ=d), transplantd AE £ FEANLS gH= A8
[e]

stogx olF Awol HAAHor HFde AL THIHAY.(2010, Gibson) [1H

Tk 2011 Boeke ZZFolAE A ES]
= SL/Hg]_L—_H] /K—].T’_g]_oi];]_ o]lé_.#
B EY aR AEe FF @ F v gal 6

A &=
g 2AAom WAsel AR YEE ADS DHANG, EB BUE ABS T

east9 A¥ T 442 90 Kbp=7]2] DNA
¥ aAYR ?;a*éd Zo] OM

rlo
I

N

N
i
oo
R
il
o
ofo
:OL_',
Xl



El} 24k —= T2kb — 144kb — 280kb— 580kb
A B c o E

I m

=]

ST 1 L LU I PRISHE U———
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Shotgun DNA assembly Tagging barcode sequences
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Assembly to a target gene cluster

$e3 RS WFeE =y gol AUY NES WFet wYE AR HYeh 20124
W58 w4 7o A= Shotgun DNA synthesis =#S 53 vlo]223 DNAZ o4l
B¥ DNAZF E8402 oF ¢l& DNAZZETS 3548 4 dv WHS /MEsisich o
& FAA FA oA 3 2R ol ek, FVINE BAE AT A 7]
29 olgFoRA FAA FAUE AR AR A WA =Folth o] A
DNAZ AT A2 the mpme Aae dolz 5 A AAY 7152 o84 @& el
W0 FAHE DNA B4 shbshbe] oF ol¥sh oF gl DNAZZo| 2w A
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