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SOLiD/Ion Torrent PGM from Life Sciences, Genome Analyzer/HiSeq 2000/MiSeq from

Illumina, and GS FLX Titanium/GS Junior from Roche



Sequencer 454 G5 FLX HiSeq 2000 SOLiDw4 Sanger 3730xl

s rocquncng oSt Bl D dan
Read length 700 bp 50SE, 50PE, 101 PE 5";; 3;:{:' 400~900 bp
Accuracy 99.9%* 98%, ( 100FE) 99.94% * raw data 99.999%
Reads 1M iG 12040~ 1400 M —
Output datafrun 0.7 Gb 600 Gh 120 Gb 1.9~&4 Kb
Time/run 24 Hours 3~10 Days lillj]j;‘grﬁ 20 Mins~3 Hours
Advantage Read length, fast High throughput Accuracy ngi::ﬁ:;'t;&nng
Error rate with
Disadvantage ]:-nl!_.'htasc e 1h<.1:n 6 Short read assembly Short read assembly High cost lowe
high cost, low throughput
throughput

Sequencers 454 G5 FLX Hi%eq 20400 SOLIDd 3730x]

Resequencing Yes Yes

Dre mirvr Yes Yes Yes

Cancer Yes Yes Yes

Array Yes Yes Yes Yes

High GC sample Yes Yes Yes

Bacterial Yes Yes Yes

Large genome Yes Yes

Mutation detection Yes Yes Yes Yes
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