kinase (CDS_0023)
tail proteirWCDS_OOZl) transcriptional repressor (CDS_0033)
24 29
22| 25 26 27 28] 30 3132 34 35 36

lﬁ

MGV-GENOME-0228486 16718:27357(+)

transcriptional regulator (CDS_0028)
27 [ 29 30 3132 373839

IMGVR_UVIG_3300045988 081868|3300045988|Ga0495776_104297 16718:30099(+)

32 38
27 29 3031 33 34 35 36 37|

IMGVR_UViG_7000000333_000071|7000000333|SRS050925_LANL scaffold 45871 173-26:31576(+)
transcriptional regulator (CDS_0032) 36

2930 31 | 33 34 35
COPOIDHOECH - -
—

MGV-GENOME-0242077 17326:30411(+)

31 transcriptional regulator (CDS_0038) 42
29 30 32 33 34 35 3 37 | 39 40 41|
P DHETOHEESH) —-E - DD
IMGVR_UViG_3300007793_000431|3300007793|Ga0105888_100214|28685-72960 17326:39174(+)
CDS_0029
CDS 0028

CDS.0027 | | CDS_0030

MGV-GENOME-0271329 16712:28804(+)

CDS_0028
CDS.0027 |  CDS_0029

MGV-GENOME-0234593 16688:28604(+)

CDS_0028
CDS 0027 |  CDS 0029
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31

28 29 30 [32

IMGVR_UViG_3300045988_082785|3300045988|Ga0495776_144111 16-695:29278(+)
CDS_0027 CDS_0028

MGV-GENOME-0236411 16712:26961(+)
CDS_0027

MGV-GENOME-0223505 16718:26489(+)
CDS_0020 CDS_0026 CDS_0028 CDS_0029

MGV-GENOME-0228387 15574:27342(+)
28 29 30 31 32 33 34

MGV-GENOME-0254188 16712:31832(+)
27 28 29 30 31 32

MGV-GENOME-0257042 16694:30254(+)

GTP-binding domain (CDS_0029)
27 28 30 31 32

;4

IMGVR_UViG_3300045988_097015|3300045988|Ga0495776_087098 16712:31381(+)
27 28 29 30 31 32

IMGVR_UViG_3300045988_077701|3300045988|Ga0495776_087395 16718:31431(+)

transcriptional repressor (CDS_0030)
27 28 29 31 32

i#

MGV-GENOME-0252248 16718:31448(+)

transcriptional repressor (CDS_0030)
27 28 29 31 32

%4

MGV-GENOME-0252816 16712:31554(+)

transcriptional repressor (CDS_0030)
27 28 29 31 32

i%

|MGVR?U\/i673300008496700024O|3300008496\(33011507_&100362| 11402-474?1 16718:30383(+)

multidrug efflux MATE transporter NorM (NF000263.1) (CDS_0029)
transcriptional repressor (CDS_0031)
27 28 | 30 32 33 34

i%

IMGVR_UViG_3300029733_000299|3300029733|Ga0245176_100344| 1836%6438 16701:32424(:)

transcriptional repressor (CDS_0029)
27 28 30 31 32

i%

MGV-GENOME-0275623 16718:29863(+)

transcriptional repressor (CDS_0031)
Sortase B (VF0789) (CDS_0030)

27 28 | 32 33

N
e

I —_—
IMGVR_UViG_3300007664_000165|3300007664|Ga0105542_1000569 16718:32997(+)
27 28 29 30 31 32 33

IMGVR_UViG_3300045988_074755|3300045988|Ga0495776_162613 16713:32524(+)

transcriptional repressor (CDS_0031)
27 282930 | 32 33

MGV-GENOME-0248288 16712:30803(+)

transcriptional regulator (CDS_0032)
28 29 30 31 33 34

%%

IMGVR_UViG_3300014956_000079|3300014956|Ga0134434_1000354 167%2463&)
28 29 30 31 32 33

MGV-GENOME-0245781 16712:30437(+)
28 29 30 31 32

27 28 29 30 31

IMGVR_UViG_3300045988_107750|3300045988|Ga0495776_068546 16712:30434(+)

MGV-GENOME-0278825 16718:30324(+)
27 28 29 30 31

IMGVR_UViG_3300045988_089391|3300045988|Ga0495776_183003 167 12:30-141(+)

33
28 29 30 31 32]

MGV-GENOME-0266213 17369:30276(+)
28 29 3031 32 3334 35

MGV-GENOME-0249993 16712:31116(+)

transcriptional repressor (CDS_0033)
30
27 2829 [ 3132 34 35

i%

MGV-GENOME-0254304 16712:31816(+)

transcriptional repressor (CDS_0029)
CDS_0030
CDS_0028 T CDS_0031

IMGVR_UVIG_3300045988_087465|3300045988|Ga0495776_063894 16714:28439(+)

CDS_0029
CDS_0028
CDS. 0027 | | CDS.0030

IMGVR_UViG_3300045988_071306|3300045988 \Ga049577<;145621 16718:27903(+)

transcriptional regulator (CDS_0029)
27 28 30 31

i#

IMGVR_UViG_3300029855_000013|3300029855| Ga0245293000874 16712:305?8(+)

CDS_0028 CDS_0030
CDS_0027 €DS_002%

|MGVR?UVIG?33OOO459887063626|3300045988\(3304957767145 116 16844:27703(+)

CDsS_0028
CDS_0027 | cDs_0029

IMGVR_UViG_3300045988_07645 1|3300045988\Ga0495776_063765 16712:28394(+)

CDsS_0028
CDS_0027 CDS_0029

MGV-GENOME-0227435 16712:27147(+)

transcriptional regulator (CDS_0028)
30
27 29 [ 31 32

i%

IMGVR_UVIG_3300045988_107349|330004?988\ GaO49577é_101122-167 18:28917(+)

transcriptional regulator (CDS_0029)
28 3031 32

i%

IMGVR_UViG_3300045988_069125|37)0045988\Ga04957767167299 16712:27942(+)

28 29 30 3132 33

MGV-GENOME-0235712 16712:28785(+)

CDS_0030
CDS_0029
cDps0028 | | cDs_0031

|MGVR?UVIG?33000459887065702|3300045988\GaO49577é:189025 16712:27954(+)
27 28 29 3031 32

MGV-GENOME-0248687 16712:29939(+)

CDS_0028
CDS_0027 | CDS 0029

MGV-GENOME-0239533 16712:27272(+)

CDS_0029
CDS_0028
CDS 0027 | CDS_0030

IMGVR?UVinSSOOO459887099331|3300045988\Ga04957767064§)4 16718:28631(+)

CDS_0027 CDS_0028

MGV-GENOME-4406225 16718:26492(+)

transcriptional repressor (CDS_0030)
27 2829 3132 33

i#

IMGVR_UViG_3300029572_000316|3300029572\Ga0244925_100013|1566357193065 16712:30692(+)

27 28 2930 31

MGV-GENOME-0255038 16712:29226(+)
27 28 2930 31

IMGVR_UViG_3300045988_102702|3300045988| GaO495776_10069-2 16712:28791(+)

29
27 28 30 31 32

MGV-GENOME-0250626 16721:29698(+)

29
27 28 30 31

MGV-GENOME-0236893 16718:29012(+)

30
28 2931 32

MGV-GENOME-0254415 16691:28704(+)

30
28 29 31 32 33 34

OTU_3000 16715:30459(+)

29
27 2§ 30 31 3233 34

MGV-GENOME-0251577 16712:31374(+)

29
27 2§ 30 3132 33

MGV-GENOME-0247301 16712:30662(+)

29
27 28 30 31 3233 34

MGV-GENOME-0249165 16712:30980(+)

29 32
27 28 30 31 [ 33 34

MGV-GENOME-0257435 16718:30621(+)

transcriptional regulator (CDS_0031)
29
27 28] 30 32 33

i%

MGV-GENOME-0248317 16705:30834(+)

29
27 28 3031 32 33 34 35

Rampelli_Norman_02_NODE_448_length_37237_cov_14.014442 16712:31560(+)

29
27 28 30 31 32 33

IMGVR_UViG_3300045988_091915|3300045988|Ga0495776_042585 16712:30729(+)

transcriptional regulator (CDS_0031)
29 33
27 28 30 32] 34 35

i%

IMGVR_UViG_3300045988_093625|3300045988| Ga049577_6_02 1835 167 18:3052?(+)

transcriptional regulator (CDS_0030)
29
27 2§ 3132 33

i%

MGV-GENOME-0247749 16721:30701(+)

29
27 2§ 3031 32

MGV-GENOME-0258905 16712:29424(+)

transcriptional regulator (CDS_0032)
30
28 29 31 3334 35

i%

MGV-GENOME-0247707 16712:30682(+)

transcriptional repressor (CDS_0031)
30
28 29 3233 34

i%

MGV-GENOME-4412264 16712:30637(+)

29
27 28 30 31 32 3334 35

IMGVR_UViG_3300045988_065694|3300045988|Ga0495776_044857 16712:31695(+)

29
27 2§ 30 3132 33

MGV-GENOME-02473%94 16712:30631(+)

transcriptional regulator (CDS_0032)
30
28 29 31 33 34

i%

MGV-GENOME-0247450 16712:30639(+)

DarB-like antirestriction (CDS_0030)
29
27 28 31 3233 34

i#

IMGVR_UViG_3300029605_000284|3300029605|Ga0245145_100245[8276-46253 16718:32281(+)

mecA-type methicillin resistance repressor Mecl (NFO00243.1) (CDS_0031)
29
27 28 30 |32 33 34 35

iH

|MGVR?UVIG?ZB397943347000001|2839794334\28397%41|281269-318387 16719:31418(+)

CDS_0030
CDS_0029
CDS 0028 || CDS 0031

IMGVR_UViG_3300045988_064698|3300045988| GaO495776717z473 16724:28412(+)

34
28 293031 32 33|

MGV-GENOME-0242369 17337:30068(+)

34
28 293031 32 33|

IMGVR_UViG_3300006312_000017|3300006312|Ga0099626_100573 17(57:30130&)

transcriptional repressor (CDS_0029)

30 34
28 a1 32 33]

;H

MGV-GENOME-0240367 17345:29796(+)

transposase (CDS_0031) 37
28 29 30 323334 35 36]

IMGVR_UViG_3300008676_000026|3300008676|Ga0111520_100587 17337:32886(+)

35
28 29 303132 33 34|

MGV-GENOME-0254108 17337:31953(+)

transcriptional repressor (CDS_0032)

30 33 37
28 29 31 34 35 36]
MGV-GENOME-0279456 17337:31714(+) / .
30 32 36

28 29 31 [33 34 35]

IMGVR_UViG_3300045988_066609|3300045988|Ga0495776_042557 17344:30‘;[7(+)

Siderophore-dependent iron UPE;KE system (VFO738) (CDS_0031)
transcriptional repressor (CDS_0032)

30 33 37
28 29 T34 35 36]

%H

IMGVR_UVIG_3300006502_000094|3300006502|Ga0100528_100703 17337:32582(+)

transcriptional regulator (CDS_0030)
29 34
27 2§ 31 32 33]

%%

MGV-GENOME-0249876 16712:31062(+)

transcriptional repressor (CDS_0033)
30 34 38
28 29 3132 T35 36 37]

é%

IMGVR_UViG_3300045988_090742|3300045988| GaO49577670m52 17337:32211(+)

30 36
28 29 313233 34 35]

MGV-GENOME-0253963 17337:31928(+)

transcriptional regulator (CDS_0031)
30 35
28 29 32 33 34]

i%

|MGVR?UVI6733000065687000441|3300006568\m1002 15_100434| 12014—4% 107 17342:30613(+)

30 33
28 29 31 32[

MGV-GENOME-0249307 17343:29347(+)

CDS_0028
CDS_0027 | CDS_0029

MGV-GENOME-0221551 16706:26338(+)

30 33
29 [31 32 [34

MGV-GENOME-0242265 17332:28580(+)

32
28 29 30 31[33 34 3536

MGV-GENOME-0246253 17331:29850(+)

30 33
28 29 31 32[34 35 3637

MGV-GENOME-0251788 17337:30758(+)
24 27 28 29 30 3132 33

MGV-GENOME-4412875 16695:30740(+)
27 28 29 3031 32

|MG\/R_U\/iG_3300029392_000336|3300029392\630243989_1000174|63112-99?05 16695:30341(+)
29 30 31 32 3334 35

IMGVR_UViG_3300029391_000017|3300029391|Ga0243992_100903 16713:32140(+)
27 28 29 30 31 32 33 34 3536 37

IMGVR_UViG_2562617183_000002|2562617183|2562632189|115384-160057 16695:38621(+)

31
27 28 2930 [ 32

IMGVR _UViG_2914893093 000003|2914893093|2914893114(8195-43894 16696:29641(+)
27 28 2930 31

IMGVR_UViG_2914908833_000003|2914908833]2914908863|7352-42885 16696:29368(+)

30
27 28 29] 31

IMGVR_UViG_3300029671_000224|3300029671|Ga0245181_10015 1-|4409 1-79072 16696:28923(+)

transposase (CDS_0029) 88
27 28 30 31 32| 34

i#

MGV-GENOME-0255230 16696:31574(+)

CDS_0028
CDS 0027 | CDS 0029

|MGVR?UViCLSSOOOO8299700004O|3300008299\Ga01148681000786 16695:28002(+)
CDS_0027 CDS_0028

IMGVR_UVIG_3300045988_069901|3300045988\GaO4;5 776_153958 16696:27267(+)

DNA helicase (CDS_0032)
27 28 29 30 31 33 3435 36

i#

IMGVR_UViG_3300045988_105849|3300045988|Ga0495776_029201 16696:34478(+)

36
28 29 30 313233 34 35]

IMGVR_UViG_3300035644_000016|3300035644|Ga0134398_00412 17350:31952(+)

35
28 29 30 313233 34 |36

IMGVR_UViG_3300045988_048298|3300045988|Ga0495776_044705 17345:31812(+)

36
29 30 31 3233 34 35 |37

QOTU_2780 17331:32065(+)

37
28 29 30 31 323334 35 36]

IMGVR_UViG_3300045988_108000|3300045988|Ga0495776_043215 17331:33229(+)

35
28 29 303132 33 34|

IMGVR_UViG_3300045988_050868|3300045988|Ga0495776_044873 17331:31866(+)
28 29 30 313233 34 3536

IMGVR UVIG 3300029841 0000233300029841|Ga0245272 100946 17331:33886(+)
27 28 29 3031 32

IMGVR_UViG_3300007361_000026/3300007361/Ga0104787_100673 16695:29011(+)
27 28 2930 31

IMGVR_UViG_3300008722_000022|3300008722| 630113880_100-0658 16695:28481(+)

tail protein (CDS_0033)
27 28 29 30 31 32 34 3536 37
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MGV-GENOME-0272270 16697:33825(+)

30
26 27 28 29] 3132 33
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©

IMGVR_UViG_3300006099_000043|330000609%|Ga0080690_1000261 16823:31514(+)
26 2728 29 30

IMGVR_UViG_3300029430_000405|3300029430|Ga0243922_100121| 34363*69299 16794:29437(+)
28 29 30 31 323334 35 3637

IMGVR UVIG 3300029796 000012|3300029796|Ga0243875_ 1000590 17331:38889(+)
29 30 313233 34 3536

IMGVR_UViG_3300045988_049809|3300045988|Ga0495776_127630 17331:31353(+)

transcriptional repressor (CDS_0029)

30
27 28 Ta1 32 3334

i%

MGV-GENOME-0238586 16193:29530(+)

34
29 303132 33 [35

MGV-GENOME-0241157 17346:29884(+)
29 303132 33 3435

MGV-GENOME-0240164 17331:29767(+)

transcriptional repressor (CDS_0037)
ABC transporter (CDS_0035)
27 28 29 30 3132 33 34 36 38 39

%
=

SAMEA2580132_a1_ct46449_vs1 16712:35148(+)

28 31
26 27 29 30 32 33 37

IMGVR_UViG_3300028454_000136|3300028454|Ga0307245_1279485 17306:29916(+)

29
25 27 28 30 3132 33 34

IMGVR_UViG_3300045988_022972|3300045988|Ga0495776_103701 15568:30661(+)

30
28 29 3132

MGV-GENOME-0234071 17342:28610(+)
28 29 30 31 32 33 34 35
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MGV-GENOME-0273319 16712:35263(+)
28

N
o

30 3132 33 34 35 36 37 38 39

IMGVR_UViG_3300045988_149765|3300045988|Ga0495776_187645 16712:36100(+)
28 293031 32 33 34 35

IMGVR_UViG_3300029520_000013|3300029520|Ga0244801_100747 167 18:302-71(+)

Wadjet__JetA_| (CDS_0026)
27 28 29 30

z#

IMGVR_UViG_3300045988_089897|3300045988|Ga0495776_103389 15574:29917(+)

transcriptional repressor (CDS_0027)
CDS_0028
CDS_0026 T cDs_0029

;%

MGV-GENOME-0226278 15580:26960(+)

32
272829 30 31|

MGV-GENOME-0230389 16199:27904(+)

transcriptional repressor (CDS_0030)
26 27 28 29 3132 33

,4

MGV-GENOME-0250359 15580:29981(+)

baseplate wedge subunit (CDS_0019)
24 25 2627 28

j%
[ ]

MGV-GENOME-0225426 15150:26416(+)

CDS_0025
CDS_0024 CDS 0026

MGV-GENOME-0222846 15173:24766(+)

transcriptional regulator (CDS_0027)
29 32
2526 28 | 30 31]

‘%

MGV-GENOME-0229134 15799:27671(+)

CDS_0024  CDS_0026
CDS_0025

i'{

MGV-GENOME-0212370 15168:23818(+)

transcriptional regulator (CDS_0030)
CDS_0031
CDS_0026 T cbs_0032

IMGVR_UViG_3300045988_065492|3300045988|Ga0495776_02 1830?576:26689&)
CDS 0026

MGV-GENOME-0206989 15574:20416(+)

CDS_0029
CDS_0027 | transposase (CDS_0030)

é

MGV-GENOME-0216334 16724:252471(+)
DNA methyltransferase (CDS_0033)

CDS_0028 CDS 0036
CDS 0027 CDS_0035
MGV-GENOME-0228780 16721:27419(+)-

CDS_0027

MGV-GENOME-0216078 16721:268;}(+)

CDS_0028
CDS 0027 | CDS_0029 CDS_0033

MGV-GENOME-0225312 16718:28508(+)

CDS_0029 CDS_0035
CDS_0028 | CDS 0030 CDS_0034 | CDS 0036

MGV-GENOME-0226673 17337:29113(+)

CDS_0029
CDS 0028 | CDS 0030

MGV-GENOME-0221103 17337:28193(+)
CDS_0027

MGV-GENOME-0219368 17314:27515(+)

transcriptional regulator (CDS_0039)
32 PEB1 (VF0327) (CDS_0037) 42
26 29 3031 33 34 35 36 38 40 41 |43

#
-

IMGVR_UViG_3300008081_000180|3300008081|Ga0113559_100425 16204:39261(+)

CDs_0029 CDsS_0031
CDS_0030 CDS_0032

IMGVR_UViG_3300029609_000021|3300029609|Ga0245 14871-009 16 16199:27652(+)

CDS_0030
CDS_0025 CDS_0029]

5

MGV-GENOME-0213118 15804:24830(+)
CDS_0024 CDS_0027

MGV-GENOME-0201781 15151:22232(+)

integrase (CDS_0055)
CDS_0054
CDS_0053 CDS_0056

i%

IMGVR_UViG_3300045988_077416|3300045988|Ga0495776_111078 32263:39858(+)

integrase (CDS_0055)
CDS_0054
CDS.0053 | 'CDS_0056

i%

MGV-GENOME-0267766 32263:39858(+)
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