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NovaSeq6000 ANRY J<,—

Table 1: NovaSeq 6000 System flow cell specifications

Flow cell

type = & =2 = SaDJO—t)L7ZHWT

Lanes per

e 18T #98,000 AD E h£5
2 x E)' lii 65-80 Gb 134-167 Gb  333-417 Gb N/A / A’|§$E7ZHR?§_C‘§5 °

w5 e Gb Gb Gb 546000GIEE

2 x 250 bp 325-400 Gb N/A N/A N/A

Single reads

CPF REAEE LR AsEE e UEE(IA/T/G/CDXFFI LASCI
Paredend 43168 26828  6.682B 16-20 B 11— R THRIESNDINF

reads CPF

Quality scores®

2 x 50 bp > 85% = Q30 RIS TEDEHE L T30G6b< 5L

2x 100 bp > 80% = Q30
ki gk e R000AR{A CRRARHI DT — 45 T

Run time? 250TB

2x50bp ~13 hr ~13 hr ~16 hr N/A
2x 100 bp N/A ~19 hr ~25 hr ~36 hr
2 x 150 bp ~25hr ~25 hr ~36 hr ~44 hr

2 x 250 bp -38 hr N/A N/A N/A

Kyoto University 14
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