NRPS reference BGCs

NRPS families  Strain Genomic region Most similar known cluster  Smilarity

BC-NRPS 1: Bacillus sp. BH32 SJAS00000000.2.2.region002 polyoxypeptin 5%

Location: 286,950 - 346,871 nt. (total: 59,922 nt) RPS
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BC-NRPS 2: Bacillus sp. BH32 SJAS00000000.2.15.region001 - -
Location: 61,643 - 91,585 nt. (total: 29,943 nt) NRPS
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BC-Bacillibactin-like:  B. cereus A1 NZ_CP015727.1.region003 bacillibactin 46%
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Location: 1,601,835 - 1,550,463 nt. (total: 48,629 nt) NRPS

i

1,505,000 1,510,000 1,515,000 1,520,000 1,525,000 1,530,000 1,535,000 1,540,000 1,545,000 1,550,
BC-NRPS-like 1: B. cereus G9842 NC_011772.1.region001 - -
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Location: 386,831 - 430,076 nt. (total: 43,246 nt) NRPS-like
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BC-NRPS 3: B. cereus G9842 NC_011772.1.region006 - -
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Location: 2,287,034 - 2,352,013 nt. (total: 64,980 nt) NRPS
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BC-NRPS 4: B. cereus ZB201708 NZ_CP030982.1.region003 chejuenolide A / chejuenolide B 7%
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Location: 791,630 - 836,873 nt. (total: 45,244 nt) NRPS.
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