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Table 1: NovaSeq 6000 System flow cell specifications

Flow cell

o SP S s2 S4 saD0J0O0—t)Lz2zRA0T
Lanes per 5 5 2 4
fcl)o‘;v ‘:‘" — 15 CHfE £8,000 A E h&E45
2 5 go b;;er OWSS% Gb 134-167Gb 333-417Gb N/A J LNEREEUS TE D,

o 266-333 667-833  1600-2000
2x100bp N/A Gb cb Gb “ —
Al LN | (| — =
200-250 400500 10001250  2400-3000 T—YELUTE
2x150bp T oo o P e
X ToUbE Gb Gb Gb Gb 546000GIEE
2x250bp  325-400 Gb N/A N/A N/A

Single reads

cPF 065088 13166 85416 8108 UEE(FA/T/G/CDIFFI LASCI
Paredend 45168  2632B 66828 16-20 B A= RFTRRNDINF

reads CPF

Quality scores®

2 x 50 bp > 85% > Q30 1&K STz D EHE L T30G6b< 50

2x 100 bp = 80% = Q30

2 x 150 bp > 75% = Q30 R .
. o 80001R{IA CH-TEID T —A T
2x 250 bp = 75% = Q30

Run time? ZSOTB

2x50bp ~13 hr ~13 hr ~16 hr N/A

2x 100bp IN/A ~19 hr ~25hr ~36 hr

2x 150bp ~25hr ~25hr ~36 hr ~44 hr

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