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Library ID N_NA MGI_NA

NA12878 DNA input (ng) 100 20

Clean data amount (Gb) 110 110
Read length PE150 PE100

Mapping rate (%) 82.09 91.1

Unique mapping rate (%) 79.26 86.82
Duplication rate (%) 16.82 15.23
Average depth (X) 25.08 28.12
Genome Coverage (%) 98.4 98.01
Fraction covered with at least 10x (%) 91.702 94.322
Fraction covered with at least 20x (%) 61.768 80.649
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BE& NA12878 45, 523 Infinium MethylationEPIC BeadChip #4794, 5 7 858900 4 CpG fiim ( & 2a ).
NPT MGI_NA N_NAGRHEREEVSES RS RPEISEE ( Concordance CG rate )*DQQ%#*AH:%D_MT
SRR RSB ( Unique CG rate ), F 45t MGI_NA F0 N_NA 894 H REUE Sensitivity )( & 2b ),

%*2a E=HFEInfinium MethylationEPIC BeadChipfI/ s RE SR

CG number covered by chip Genome CG number CG site covered rate of 850K chip

858,900 56,434,896 1.50%

F2b FRFERBIICCHRERE

Sequencing Concordance CG Unique CG Sensitivity***

depth rate* (%) rate** (%) (%)

MGI_NA 24X 8% 93%
85%

N_NA 24X 3% 88%

MGI_NA 210X 20% 54%
33%

N_NA 210X 17% 51%

*The concordance CG rate of all three platforms in all CG sites detected by microarray
**The percentage of CG sites detected by microarray and only one of the NGS platforms in all CG sites by microarray
***The percentage of CG sites in microarray being covered by MGISEQ or N Platform
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