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1: Bacillus subtilis subsp. subtilis str. 168 ( K-merifak B -G EnE , )
2: Bacillus subtilis subsp. subtilis str. 168 + soil DNA -
3: Pseudomonas protegens Pf-5 \
4: Pseudomonas protegens Pf-5 + soi DNA ( LERNDOIVEYT _)
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Name |‘N50 (bp),l Minimum(bp}l Maximum '(bp)l Average (bp);| Count | Total | (+

1 887484 200 1046547 23092 183 4225831 . R
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2 579 200 1016147 545 3877 17387652
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Name | Reference | Rear{zr:gppeﬂ ofggmdl ydﬁzgﬁgggi LE:QR?]T:[J) Description I
AL009126 88.70% 100.00% 256.26 4215606 Bacillus subtilis subsp. subtilis str. 168 complete genome.
" Unmapped = 130% z = i S
’ CP000076 \ 88.20% 100.00% | 1@ 7074893 Pseudomonas protegens Pf-5, complete genome.

Unmapped 1.80% = - - 2
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NGS Multilocus sequence typing NGS Multilocus sequence typing
Typing results Typing results
H7I2 Uz
This report uses the MLST Scheme "Bacillus subtilis (2017-11-20)". This report uses the MLST Scheme "Pseudomonas fluorescens (2017-11-20)"
Summary: ST 1 Summary: ST 3
The analysis was completed. Result: ST 1. The analysis was completed. Result: ST 3.
Allelic Profile and Sequence Type Allelic Profile and Sequence Type
Status & Minimum Status & Minimum
Gene Allele sequence Allelic profile | coverage Gene Allele sequence Allelic profile | coverage
glpF Match: 1 240 glnS Match: 3 82
ilvD Match: 1 127 gyrB Match: 3 154
pta Match: 1 257 ileS Match: 3 141
purH Match: 1 216 nuoD Match: 3 125
pyCcA Match: 1 196 recA Match: 3 137
IP0D | i Match: 1 165 rpoB Match: 3 196
tpiA Match: 1 228 rooD Match: 3 147
glpF ilvD pta purH pycA rpoD tpiA glpS gyrB ileS nuoD recA rpoB rpoD
7Match: 17 Matcﬁh:1 Match:1 7Match:17 Match: 1 Match:] Matchi 7Match:3”Match:3 I\/latch:S Match: 3 Matqh:B Match: 3 Ma'gch::;’
Sequence Type: 1. Sequence Type: 3.
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