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Ninl-like serine-threonine phosphatase (CDS_0035)

32

33
293031| [34 36
N B BN D —— I
MGV-GENOME-0317925: 18 490-33,221 (+)

26
127 30 3132 33

I I S S S S
IMGVR_UViG_3300030320_000062|3300030320|Ga0244994_100754:18,796-32,662 (+)

30
NN NS R S ——
uvig_251606:18,796-27,038 (+)
26
24 |27
25728

N NN N N N
uvig 242429:16,628-24,437 (+)
26
24 27
25]28

L
uvig_246800:16,628-25,570 (+)
31
26 2930323334 39

PN NN EEEEE BN
ivig_1233:18,487-28,718 (+)
2930 31

I S —
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metallo-phosphoesterase (CDS_0025)
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GVR_UViG_3300045988_056016|3300045988|Ga0495776_106124:17,281-24,625 (+)

<

MGV-GENOME-0297599:16,855-24,390 (+)
25 26

N S —
uvig_55024:17,302-27,440 (+)

GVR?U\/in33OOO459887046333|33OOO45988 |Ga0495776_185821:17,302-25,897 (+)
25 transposase (CDS_0026)

=

I N —
IMGVR_UViG_3300014963_000811|3300014963|Ga0134523_1001255/3-48061: 17,287-27,840 (+)

replisome organizer (CDS_0025)
26

;4‘

—
uvig_106247:17,285-25,982

25 26

n

-
MGVR_UViG_3300007796_000293|3300007796]|Ga0105889_100139(14087-61416:17,308-26,182 (+)
25 MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (CDS_0026)

—
uvig_79966:17,287-26,890 (+)

N
w

uvig 75755:17,302-25,716 (+)
25
T26

—
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Lamassu-Fam__LmuC_acc_hypothetical (CDS_0035)
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DNA helicase (CDS_0040)
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VirR/VirS two component system (VF0729) (CDS_0035)
DrmD_00013 DrmD (CDS_0038)
GTP-binding domain (CDS_0031)
metallo-endopeptidase (CDS_0028) ‘
SspD_00001 SspD (CDS_0032)

capH (CDS_0030) transposase (CDS_0039)
33 mads_8 (CDS_0040)
25 26 27 29 T34 | 3637 | T 4142 ABC transporter (VF0818) (CDS_0043)
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IMGVR_UViG_3300008722_000222|3300008722|Ga0113880_1000277: 17,305-45,114 (+)
vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (CDS_0026)
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