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21 25 26

IMGVR_UVIG_2923115996_000002|2923115996]2923115996|2355855-2391149: 15,320-24,044 (+)

transposase (CDS_0028)
26 27 29 35 36

<
Q
<
‘N
<
<
o
N
(%]
o)
vy
»
)
~
o
[e)
=
o
o
(o]
o
o
9D
N
(%
Zl
vl
i
)
~
o
®
=
)
(5]
e}
§| |
[
[V
N
N
o
o
=
w
N
foN
N
N
@
-
[
N}
o
®
N
@®
o
[eN
NS

b 069 (+)

26 27

e e e S I —
IMGVR_UViG_2700988710_000003|2700988710|2700995562|755-35391: 15,968-25,975 (+)

late transcriptional activator (CDS_0030)
MTase_lI_00039 Type (CDS_0029)
23 27 28 | 32 35
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PD-T7-4 WP_133375404.1 (CDS_0023) | 30

=

N . — L
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CupA fimbriae (VF0924) (CDS_0027)
CupA fimbriae (VF0924) (CDS_0026) 31

=

T eeee———
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cyanobacterial phosphoribosylglycinamide formyltransferase (CDS_0029)
tail fiber assembly protein (CDS_0026)
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anti-CRISPR-Cas evasion by DNA repair (AP1S120) (CDS_0029)
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