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Overview
Total reads: 586,675
Q uality timming: 174,857 (20 8%)
Assembly: 4 contigs -
ength: 2, —uo, P
GC: 331 %
Total base: 87507 bp .
NaO: 21,fag bp
Number of genes: 115
Detected Inc types: L/M .
Natartad AR aanac
|_id”a| Detected AR genes |Reference

98| 99/laminoglycoside 6'-N-acetyl transferase type Ib  |[84180557

100 1Oouzminogh./coside adenylyltransferase putative 167731093
minoglycoside adenylyltransferase —

100|| 90/[dihydropteroate synthase ” NC 011586
100//100|[Unknown product AJ223604




