single strand DNA binding protein (CDS_0013)
12 14 15 16 17 Old (CDS_0018) 19 20

IMGVR_UViG_2574180134_000001|2574180134]2574212630[170146-185404:7,936-15,258 (+)
Old (CDS_0015) 16

IMGVR_UViG_2574180135_000001|2574180135|2574212643|1784811-1797631:5,921-12,821 (+)
Old (CDS_0001)

e E— — ——
IMGVR_UViG_2551306212_000001|2551306212|2551364921|25191-37066: 1-4,670 (-)

Old (CDS_0017)

. — I I I
IMGVR_UViG_2718217881_000002|2718217881|2718228135[5206890-5218562: 6,883-11,552 (+)
9 15 16
g —CC— a
IMGVR_UViG_2579778953 OOOOOl|2579778953\2579834311|1220737 1231103:6,681-10,126 (+)
12 transcriptional regulator (CDS_0014)
g X_—CrEE

IMGVR _UViG_2617271040_000001|2617271040|2617330467|439232-453100: 5,655-8,790 (+)
transcriptional regulator (CDS_0016)

IMGVR_UViG_2540341118 000001|2540341118|2540348149(4762518-4773418:6,354-9,231 (+)
transcriptional regulator (CDS_0015)
Menshen_ NsnB (CDS_0016) 17

|
\
| 1

\MGVR UViG_2511231183 OOOOOl|2511231183\2511244657|4757935 -4768822:6,199-10,757 (+)
9 15 16 PDC-S06_WP_095244428.1 (CDS_0017)

I P I R
\MGVR UViIG_2684622762 OOOOOlI2684622762\2684642380|912483 926479:7,293-13,575 (+)
9 14 15 transcriptional regulator (CDS_0017)

I S E—
IMGVR_UViG_2718218240_000002|2718218240|2718228864|5013884-5026239: 6,403-9,819 (+)

i
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IMGVR_UViG_2775506784_000002|2775506784(2775516262|792851-802520: 1-3,417 (-)

8 13 14 15
e e —CIaaicH_E
IMGVR_UViG_2571042902_000001|2571042902|2571156356|1253009-1265363:5,130-9,819 (+)
11 12
e e e ICH
IMGVR _UVIG_2687453261 000002|2687453261|2687453747(5218212-5229020:4,158-8,975 (+)
13 transcriptional regulator (CDS_0015)
aoia—____ ity

IMGVR_UViG_2582580927_000001|2582580927|2582671412|495133-508870: 6,394-9,749 (+)
transcriptional regulator (CDS_0014)

12 DS-21_DS-21C (CDS_0015) DS-21__DS-21A (CDS_0016) 17
e O——a—C
IMGVR_UViG_2687453307_000001|2687453307|2687453826|4807628-4819362:5,663-11,735 (+)
major head protein (CDS_0008) 13

IMGVR_UVIG_2645727558_000001|2645727558|2645735447|99038-111427:6,578-8,841 (+)

i
I I

IMGVR_UViG_2654587699 _000001|2654587699|2654601120|57549-68456:2,701-4,964 (-)
8 7

IMGVR_UVIG_2721755589_000001|2721755589|2721801104(1359700-1372229:4,600-6,886 (-)

13 14
I — I — —
IMGVR_UViG_2897154640_000002|2897154640|2897154640|4565056-4575902: 5,887-8,173 (+)
13 14
NSy GO O g G S, 0, 0

IMGVR_UViG_2908423126_000003|2908423126|2908423126|3428461-3438892:6,316-8,623 (+)

|I.\

IMG\/R UVIG 2824570060_000002|2824570060|2824570061(846237-857640: 3,589-5,820 (-)
DNA methyltransferase (CDS_0007) 6

IMGVR UV|G 2617271286_000001|2617271286|2617361841[1554695-1569170: 5,582-8,686 (-)

DNA methyltransferase (CDS_0012) 13
I — 1 —
IMGVR UViG_2875511363 000009|2875511363|2875511363|5459163-5468996: 5,582-8,687 (+)
12 13 14 15

IMGVR_UViG_2684622760_000001|2684622760]2684642284|185081-194873:5,770-9,792 (+)

12 13 14 15
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IMGVR_UViG_2728369079_000002|2728369079|2728393618|545428-555399:5,653-9,799 (+)

12 13 14 15 16
Sohe o e —f O —&
IMGVR_UViG_2571042769_000001|2571042769|2571146423|384539-396184:5,636-11,646 (+)

12 13 14 15

IMGVR_UViG_2568526079_000001|2568526079]2568545974|1231612-1242351:5,741-10,739 (+)
4 2 Retron__RT_Tot_10 (CDS_0001)

w

IMGVR_UVIG_2667527847_000001|266752784712667576733|530924-540764: 3-4,243 (-)

transcriptional regulator (CDS_0016)
17 Protein of unknown function (Retron_VII_2__ DUF3800) (CDS_0018)
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IMGVR_UViG_2657245489_000001(2657245489|2657305963|107423-118534: 6,528-10,877 (+)
transcriptional regulator (CDS_0003)
2 Protein of unknown function (Retron_VII_2__DUF3800) (CDS_0001)
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IMGVR_UViG_2675903445_000002|2675903445]2675976036|171367-182291: 305-4,628 (-)

transcriptional regulator (CDS_0003)
1
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IMGVR _UViG_2579779132_000001|2579779132|2579856999|58296-69059: 166-3,992 (-)
transcriptional regulator (CDS_0016)
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18 19

IMGVR UViG_2571042540 OOOOOi|2571042540\2571126203|509419 522879:6,806-13,204 (+)

14 retron_type_IV_2tm_cluster826_1 (CDS_0015)
graa X CHO—&
IMGVR_UViG_2917045514_000001|2917045514|2917045514|440377-450300: 5,837-9,924 (+)
transcriptional regulator (CDS_0016) transposase (CDS_0021)
17 18 19 transposase (CDS_0020)
e o e —a &

IMGVR_UViG_2579778756_000002|2579778756|2579810973|874169-889067: 7,590-14,899 (+)
transcriptional regulator (CDS_0014)
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16 17

I
IMGVR_UViG_2571042380_000001|2571042380/2571109961|1234910-1246387:5,886-11,478 (+)
transcriptional regulator (CDS_0006)

PDC-S31_WP_063883643.1 (CDS_0004) Retron_Ill__PRTase_WH (CDS_0001)
5 3 retron_|1I-A3 (CDS_0002) ‘
I Sm— |y S S— S ey S Sy TS,

IMGVR_UViG_2582580982_000001|2582580982/2582676449(116731-131884:306-9,243 (-)

i

IMGVR_UViG_2667528033_000001|2667528033|2667604483|58534-69228:126-4,777 (-)

transcriptional regulator (CDS_0016)
DS-20_DS-20 (CDS_0017)

e
\MGVR UViIG_2571042222 OOOOOZ|2571042222\2571058732|1287763 1298354:6,479-10,592 (+)

16 17 18 19 20
e — e —— — —
|MG\/R UViG_2571042775_.000001(2571042775|2571146601|4627682-4640331: 6,800-12,648 (+)
14 15 16 17 18
e T —— E— _——— E———
IMGVR UViG_2687453225_000001(2687453225|2687453684|5331011-5343327:5,827-12,317 (+)
16 17 18

e — |
IMGVR UViG_2888754656 000004|2888754656\2888754657|4705189 -4717430:6,649-12,242 (+)

transcriptional regulator (CDS_0002)
PDC-547_WP_148603747.1 (CDS_0001)

I
IMGVR UVIG_2690316016_000001|2690316016|2690328853|771606-781377:167-3,608 (-)
transcriptional regulator (CDS_0004)

i

IMGVR UViG_2718218368_000002|2718218368|2718229100|5535952-5546899: 160-5,023 (-)
transcriptional regulator (CDS_0014) PtuB1_00014 Unknown (CDS_0016)
PtuA1_00019 AAA (CDS_0015) 17 18

e —— e — - —
\MGVR UViIG_2687453104 000001|2687453104\2687453483|4751877 -4763404:5,846-11,528 (+)
[ 3000 nt i
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