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TruSeq Nextera Nextera XT
Start DNA= 1 ug 50 ng 1 ng
Throughput Low High
WrE{t =& WHE N
PREESE 28 *B
{ih1&/sample #98,000M ¥1/2,000H  #95,000M
PCR cycles 10 5 12

Library size (bp) 500 - 600 250 - 1,000
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(TruSeq>1 7351 —)

150x150 250x250
400 bp 900 bp 400bp 400bp 900 bp
Density(K/mm?2) 835 918 585 1,228 703
Cluster PF(%) 92 90 85 75 63
% >= Q30[Total] 86 73 76 68 61
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LD E U & Bsequence quality®D[o) E

250x250 [%>=Q30]

o | TS0En | oobm N | garcun
Readl 84.4 82.7 66.4 69.9 78.9
Read2 75.9 69.0 55.0 53.4 62.6
Total 80.2 75.9 60.7 61.5 71.4

NexteraS 14 725U —TId. KREITEDISTOXVEIDLEEXNTUEXS =0,

TruSeqTERR LTS 1 7S5 U =& Dquality(FELE2IH,. 514750 —%
T=ILRICTILTIDE LT B2 E T, qualitylEH2REGE LT D,




— \\

» M2

4254T5)—

831473 —

8

o <

- - =

. x|

1 - =

5 e

- . L_.“I

L L L L L ’ L L L L L
g & ® 8 § & 8 B 8 §
[} [} [} (%'} (3] o] (o] — - -
(d4d) paunuap| speey %

w -]

bl [

» =]

. A

. =

v iz

- (3]

14}

1
L !
—

(4d) paunuap| speay %

11

Index Number

Index Number



BT A T—avDBILST=LTEFHLNEL



Nextera —RO7P LV TILER

12k DNextera> 1 75 1) —%&MiSeq (250x250) T1 SV UeT—%%velvet TP YT IL UTEERDstats

contigs maxlength n50 n50, n total No. of reads coverege
Strain01 229 312,616 111,792 18 5,812,118 1,853,968 x80
Strain02 174 469,774 195,746 11 5,791,769 2,487,288 x107
Strain03 282 333,318 84,013 23 5,946,690 1.961.,896 x82
Strain04 783 91,321 25,637 53 4,716,727 1,528,380 x81
Strain05 168 356,025 158,060 13 5,941,784 2,097,758 x88
Strain06 387 236,521 73.528 21 5098418 2,012,332 x99
Strain07 341 224908 63,024 29 5.806,643 1,598,554 X69
Strain08 245 287,221 95,039 20 5,652,992 1,991,090 x88
Strain09 414 354.720 109,122 17 6,034,614 1,898,706 x79
Strain10 451 361,636 89,583 23 6,346,919 2,147,302 x85
Strainl1 318 133,166 52,095 35 5,292,036 1,373,032 x65
Strain12 504 226,530 50,295 29 4,533,105 1,528,112 x84
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- Complete genome or high quality draft genome®H1F

TruSeq <Scaffoldinggap fillinglZlE. 54 75U —41 XHHI> TWeAAEF>

- Draft genomeMEVS
Nextera or Nextera XT

- ZEMBEMT(SNPs& Short in-delsDEE#T)
Nextera or Nextera XT

 PCR producttFosmidDEZH iR E
Nextera or Nextera XT <Finishinglc®f@7>

- BRIEX 95/ LBk
Nextera or Nextera XT <#Enidcoass, miks
- FosmidD KEHCHRE
Fosmid mix— Nextera XT— MiSeq(>500 clone) or HiSeq(>50,000 clon:

<Fosmid*Bac®end sequence&k D{EI R ~?>



