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uvig_174284: 35,407-43,730 (+)
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IMGVR_UViG_3300045988_168288|3300045988|Ga0495776_176324:92,577-102,326 (+)
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transposase (CDS_0056)
55 57

c
=<

N

N
O
~
N
~
w
=
[
N
o
IS
iN
=
N
[eN
—

E

)
transposase (CDS_0056)
55 57

[
w

<
(9)
3
(@)
m
z
o
<
m
©)
@
£
o
N}
w
hN

E

(+)

transposase (CDS_0057)

iR
N
N
IS
EN
v o
o
& @

56 58
N, S S G | S S S GE— G G -

uvig_584602: 37,594-45,102 (+)
114 transposase (CDS_0115)
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IMGVR_UViG_3300045988_154784|3300045988|Ga0495776_073168:89,519-97,233 (+)
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IMGVR_UViG_3300045988_162023|3300045988|Ga0495776_168620:89,685-97,419 (+)
55  transposase (CDS_0056)
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IMGVR_UViG_3300045988_168175|3300045988|Ga0495776_089092: 34,152-43,637 (+ )
unknown function (CDS_0116)
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IMGVR_UViG_3300045988_162775|3300045988|Ga0495776_110495:35,492-41,617 (+)
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IMGVR_UViG_3300045988_162323|3300045988|Ga0495776_101773:97,470-108,699 (+)
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uvig_ 178161 95,980-103,969 (+)
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IMGVR_UViG_3300045988_163418|3300045988|Ga0495776_089098: 35,620-45,215 (+)
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MGV-GENOME-0368784: 35,582-41,705 (+)
120 121 122 HNH endonuclease (CDS_0123) 124 125
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116 117 118 119
e Jc e —C I
MGV-GENOME-4435318: 100,587-109,356 (+)
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