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Strain Instrument Read Type | Read Count | Length(bp) Total Bases (bp) SRA

KRSM MGlseq-2000 Paired 199,692,448 150 59,907,734,400 SRR15525308
SH MGlseq-2000 Paired 57,272,074 150 17,181,622,200 SRR15458431
HS MGlseq-2000 Paired 52,774,714 150 15,832,414,200 SRR15458432
s7 MGlseq-2000 Paired 59,371,675 150 17,811,502,500 SRR15458433
sD MGlseq-2000 Paired 49,763,805 150 14,929,141,500 SRR15458430
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