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hemolysin (CDS_0023)
amidase (CDS_0025)
21 22|24 26 | 28 transposase (CDS_0029)

)
IMGVR_UViG_3300045988_080790|3300045988|Ga0495776_042273 12879:27137(+)

Retron_VI__HTH (CDS_0025)
hemolysin £D5_0021) Itransposase (CDS_0028)
Reverse transcriptase (CDS_0019) amidase (CDS_0023

20| 22 24|26 27 29 30 32

|
{
%

uvig_513594 11598:30523(+)
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hemolysin (CDS_0021) transposase (CDS_0027)
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transcriptional regulator (CDS_0025)

Tpeptide deformylase (CDS_0028)
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CDS_0020
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transcriptional regylator (CDS_0025)
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MGV-GENOME-0255216 11642:26420(+)

RT_III-AM_III-B_2 (CDS_0018)  amidase (CDS_0023)
hemolysin (CDS_0020) 25
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MGV-GENOME-0200119 13706:20393(+)

FosA7 family fosfomycin resistance glutathione transferase (NF032892.0) (CDS_0021)
Pneumococcal iron uptake (VF1066) (CDS_0025)
VctPDGC system (VF0638) (CDS_0023)
HitABC (VF0268) (CDS_0024)
‘ —r cation efflux protein (CDS_0027)
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MGV-GENOME-0209535 9272:20628(+)
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