endolysin (CDS_0031)
CDS_0028
CDS_0033CDS_0037
DS_0029 | CDS_0035
ég CDS_0032 CD5_0036
S_0030]CDS_0034| | CDS_0038

MGV-GRIOM E-0331201 27740:33142(+)
CDS_0032

MGV*GE\IOM E-0316427 28550:34066(+)
CDS_0033

MGV-GENOME-0360995 27740:33455(+)
CDS_0034

uvig 331687 28167:34843(+)
CDS_0035

MG\/—GE\IOM E-0312339 27789:33402(+)
CDS.0033

MGV-GENOME-0314205 27745:33571(+)
CDS_0030 CDS_0032

|

IMGVR_UViG_3300045988_021254[3300045988|Ga0495776_174414 27269:34040(+)
CDS_0033 CDS_0034

|MGVRrVin3SOOO459887022588|3SOOO45988 |Ga0495776_077930 27746:33264(+)

CDS_0034
CDS_0032
CDS_0033

MGV-GENOME-0342137 27747:33978(+)
CDS_0033

|

IMGVR_UViG_3300045988_019448|3300045988|Ga0495776_163944 27543:34388(+)
CDS.0033

|

MGV-GENOME-0341746 27552:34272(+)
CDS_0033 CDS_0034

MGV-GENOME-0312940 27542:33552(+)
CDS_0031

MGV-GENOME-0313596 27258:33531(+)
CDS_0033 CDS_0034

MGV-GENOME-0314808 27543:33839(+)
CDS_0033

IMGVR_UViG_3300045988_035990|3300045988|Ga0495776_002429 27749:33944(+)
CDS_0032 CDS_0033

MGV-GENOME-0310788 27545:33080(+)

CDS_0034
| cps_0035
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uvig 301207 27747:34311(+)

CDS_0033
| cps_0034

|MGVRFVIG?33OOO459887009097|3300045988\ Ga0495776_183614 27748:33779(+)
CDS_0033 CDS_ 0034

MGV-G?\IOM E-0314206 27890:33488(+)

CDS_0032  CDS_0033

I

MGV-GENOME-0331917 27550:35757(+)

CDS_0033
CDS_0032
1| cDs 0034

MGV-GENOME-0336954 27456:34447(+)
CDS_0033 CDS_0034

—
uvig 282481 27751:33303(+)

CDS_0034
CDS_0033

IMGVR_UViG_3300045988_024070|3300045988|Ga0495776_095366 27549:33740(+)

CDS_0036
cos_oo:{4
CDS_0035

MGV-GRIOME»0319771 27748:33900(+)

CDS_0035
CDS_0033
CD5_0034

IMGVR_UViG_3300045988_033156|3300045988|Ga0495776_078351 27746:33714(+)

CDS 0034  CDS_0037
CDS 0035
CD5_0036

MGV-GENOME-0351801 27748:33989(+)

CDS_0033
CDS_0034  CDS_0036
| ~ |cbs_0035

MG\/-GRIOME-OSi‘?SéS 27890:36050(+)

CDS_0034 CDS_ 0036
T cDs.0035 CDS_0037

uvig_40%88 27748:37671(+)
tetracycline efflux ABC transporter Tet(46) subunit A (NFO00474.1) (CDS_0035)

CDS_0033
CDS 0034 | CDS.0036

—
uvig 408234 27746:36347(+)

CDS_0033  ADP-ribosylglycohydrolase (CDS_0035)
|cps_003
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uvig 413535 27898:35947(+)

CDS.0033  CDS_0035
| cbs_0034

IMGVR_UViG_3300045988_011310|3300045988|Ga0495776_179278 27549:36759(+)
exonuclease (CDS_0034) CDS_0035 CDS_0036

IMGVR_UViG_3300029365_000570|3300029365|Ga0243866_1000350[11663-80628 27757:51943(+)

CDS_0032
cbs_0033
| CDS_0034CDS_0035

i

uvig 875492 27111:36376(+)

CDS_0032
| cps.0033

IMGVR_UViG_3300045988_013480|3300045988|Ga0495776_170586 27111:34101(+)

RT_lII-AM_III-B_2 (CDS_0025)
CDS_0032
CDS.0027 | CDS_0033

:

— —-—
uvig 441305_ 26023:35390(+)
multidrug efflux MATE transporter NorM (NF000263.1) (CDS_0035)
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uvig 295381 27190:39953(+)
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IMGVR_UViG_3300045988_069493|3300045988|Ga0495776_157557 27744:39094(+)
34 35 36 37 38 39 40

_—
uvig 25714 27744:42678(+)

CDS_0034
CDS_0033] CDS_0035

MGV-GENOME-0314906 27548:33748(+)

CDS_0034
CDS_0033] CDS_0035

IMGVR_UViG_3300045988_028496|3300045988|Ga0495776_095372 27548:33748(+)
CDS_0034

IMGVR_UViG_3300045988_010098|3300045988|Ga0495776_078322 27414:33622(+)

phosphoribosyl transferase (CDS_0038)
ThiF family (CDS 0037)
34 35 36 | | 39 40

_—
uvig 275466 27261:40210(+)

CDS_0034 CDS_0036
'CDS_0035

ib\H

MGV-GENOME-0327996 27261:34881(+)

CDS_0028
T CcDs_0032 CDS_0033

— —]
uvig_97914 26406:33553(+)
3233 34 35 36 37

IMGVR_UViG_3300045988_031510|3300045988|Ga0495776_026953 27547:38244(+)

34
333536 37 38

IMGVR_UViG_3300045988_034897|3300045988|Ga0495776_160398 27750:38709(+)
SigE (VF0295) (CDS_0038)

3334 35 3 37139
PEEEDHEHOCTTTHa;-EAC
uvig_5201 27748:39195(+)

33 34 35 36 37 3839

uvig 477710 27543:42771(+)

endonuclease (CDS_0038) ADP-ribosylglycohydrolase (CDS_0047)
34 35 3 37 39 40 4142434445 46 |
Lo
uvig 234601 27752:49730(+)
3435 36 3738394041 4243

IMGVR_UViG_3300045988_145216|3300045988|Ga0495776_150949 27752:42747(+)
34 35363738 394041

uvig 423429 27549:38926(+)
Lamassu-Fam__LmuB_SMC_Hydrolase_protease (CDS_0038)

co-chaperonin GroES (CDS_0042)
GroEL (VF0594) (CDS_0041)
33 34 35 3637 39 40 \ 43 44 45 46 47

— )
uvig 415225 27727:50531(+)

co-chaperonin GroES (CDS_0042)
GroEL (VF0594) (Cbs_0041)
Lamassu-Fam__ LmuB_SMC_Hydrolase_protease (CDS_0038$ 43
32 33 34 3536 37 39 40 | (4445 46 47

_—
uvig 59998 27747:51537(+)

SbeD-like subunit of palindrome specific endonuclease (CDS_0037)
Lamassu-Fam__LmuB_SMC_Hydrolase_protease (CDS_0036)
transposase (CDS_0039)
38 [ 40

32 33 3435

—
uvig 499796 27269:45881(+)

CDS_0027
TcDS.0028 CDS.0032 CDS_0038

IMGVR_UViG_3300045988_012447|3300045988|Ga0495776_158141 25007:31889(+)
CDS_0027 CDS_0033

—
MGV-GENOME-0311569 24266:31726(+)

CDS_0033
| cDs_0036

!

IMGVR _UViG_3300045988 021251|3300045988|Ga0495776_047189 25175:33557(+)
CDS_0032

—
MGV-GENOME-0325400 24334:32656(+)
CDsS_0031 CDS_0036

—
MGV-GENOME-0313486 24021:32699(+)
CDS_0030 CDS_0036

— —
uvig 89374 24172:32652(+)

CDS_0029 CDS_0034

IMGVR_UViG_3300045988_028958|3300045988|Ga0495776_047332 24634:33139(+)
CDS_0029 CDS_0034

——
MGV-GENOME-0308237 24509:33125(+)

CDS_0031 CDS_0036

—
MGV-GENOME-0312368 24665:33609(+)
CDS_0026 CDS_0030

—
uvig 350941 25326:33897(+)
CDS_0030

—
MGV-GENOME-0370724 24751:32564(+)
CDS_0029

IMGVR_UViG_3300045988_018444|3300045988|Ga0495776_168994 24280:31253(+)

CDS_0029
I CDS_0031
DS_0030 CDS_0032

IMGVR_UViG_3300045988_028313|3300045988|Ga0495776_171771 24280:33349(+)

CDS_0033
CDS_0032 CDS_0035
CDS_0034

—
IMGVR_UViG_2600255111_000007|2600255111|2600289945|13780-65945 24799:34644(+)

CDS 0033 CDS_0036

|

—
MGV-GENOME-0313385 27191:34312(+)
CDS_0036

|

IMGVR_UViG_3300045988_034726|3300045988|Ga0495776_078134 27400:34549(+)
CDS_0036

IMGVR_UVI63300028999_000078|3300028999\ Ga0169655_100098|3309-56979 27191:36789(+)
CDS_0036

IMGVR_UViG_3300029019_000095|3300029019/Ga0169654_100080[131-53639 27191:36624(+)

CDS_0037
CDS_0036

|

— -
uvig_442290_ 27079:34953(+)
CDS.0030 CDS_ 0033

|

—
uvig 344319 27239:34315(+)

CDS_0036 CDS_0039

i

IMGVR_UViG_3300029248 _000251|3300029248|Ga0168696_1000012(174285-227384 27409:36461(+)
CDsS_0035

|

—
MGV-GENOME-0312803 26938:34441(+)

CDS_0035

—
MGV-GENOME-0312317 27001:34241(+)

CDs_0038
CDS_0037 T CDS_0039

—
IMGVR_UViG_3300029386_000375|3300029386|Ga0243981_1000160[11030-67215 27736:39656(+)

CDS_0037

IMGVR_UViG_3300029376_000328|3300029376|Ga0243980_1000088|112164-166229 27736:37536(+)
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IMGVR_UViG_3300029385_000363|3300029385|Ga0243985_1000022(251231-307275 27736:39515(+)

35 36 37 38 DNA helicase (CDS_0039)

IMGVR_UViG_3300029207_000172|3300029207|Ga0168683_100154(2-59273 27257:42446(+)

CDS_ 0035  DNA helicase (CDS_0037)
CDS_0036

|

— -
uvig_141299 27257:38231(+)
35 36 37 38 39 DNA helicase (CDS_0040)

| MGVR?UViGE300029137,000163|3300029137\Ga016873 1.100191|1-59574 27257:42748(+)

CDS_0035
cﬁs_oose
CDS 0034 | DNA helicase (CDS_0037)

—
MGV-GENOME-0357538 25599:38899(+)

CDS_0033 CDS_0037

— _—
uvig_99513 25586:36462(+)

CDS_0040
CDS_0037CDS_0039
CDS_0036 CDS 0038] | CDS 0041

IMGVR UViG_3300008716 000267|3300008716|Ga0113874 100111(2-55872 27256:38972(+)
32 35 36 3738 39

— —
uvig 530783 26944:40497(+)

CDS_0037
CDS_0036 | CDS 0038

i

IMGVR_UViG_3300045988_067878|3300045988|Ga0495776_114697 27409:36142(+)
CDS_0034  CDS_0040

!

— —-—
OTU_1066 26333:33862(+)

CDS_0033

i

—
MGV-GENOME-0312465 26556:34722(+)
CDS_0034 CDS_0041

i

—
IMGVR_UViG_3300029604_000280|3300029604|Ga0245147_100052(122863-176787 26662:37932(+)

CDS_0032

é

IMGVR_UViG_3300006499_000314|3300006499/Ga0100371_100001|73411-124159 26523:34787(+)

CDS_0033
CDS_0032 | CDS_0034

E

IMGVR_UViG_3300007802_000312|3300007802|Ga0105667_100259|2-53898 26523:37907(+)
CDS_0033 CDS_0034

!

IMGVR UVIG 3300045988 024889|3300045988|Ga0495776 166790 26432:34848(+)
CDS 0033

|

—
IMGVR_UViG_3300045988_016016|3300045988|Ga0495776_149217 26751:35157(+)

CDS_0033

i

IMGVR_UViG_3300045988_036180|3300045988|Ga0495776_173611 26514:35728(+)

CDS_0030
TcCDs.0031  CDS 0036

!

—
SRS076976_al_ct2852 vsl 26467:36632(+)
CDS_0031 CDS 0032

i

IMGVR_UViG_3300029770_000285|3300029770]Ga0168716_100122[80526-132147 26511:36167(+)

anti-RM (APIS063) (CDS_0042)
35 39 41
33 34] 36 3738]40] 43

— L
IMGVR_UViG_3300045988_071845|3300045988|Ga0495776_188012 26566:43581(+)

RosmerTA_RmrA_ 2634932349 (CDS_0044)
38 cas12a V-A_1(CDS 0045)
33 34 35 36 37| 39 40 4142 43 | 4647 48 49

i#

] — ——
uvig_558454 27558:55553(+)

RosmerTA_RmrA 2634932349 (CDS_0044)
38 cas12a_V-A_1(CDS_0045)
33 34 35 36 37] 39 40 4142 43 | 4647 48

—
uvig 562261 27558:53702(+)

anti-RM (AP1S067) (CDS_0038)
DNA primase (CDS_0036)
323334 35 37 | 3940 41 42 4344

!1

— —_—
IMGVR_UViG_3300045988_058202|3300045988|Ga0495776_156087 26692:44164(+)

phosphoheptose isomerase (CDS_0039)
37 43
33 34 35 36 |38 40 41 42 [44 45 46 47 48
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_—
uvig 499419 27552:53390(+)

head maturation protease (CDS_0041)
thymidylate synthase (CDS_0034)
35 36 37 38 39 40 42 43 44 45 46 47 48 49 50 51 52 53 54 55

iﬁ

Maf2OKSRR4 13678_NODE_278_length_84067_cov_12.935807 28167:66890(+)

co-chaperonin GroES (CDS_0043)
head maturation protease (CDS_0040)
GroEL (VF0594) (CDS_0044)
33 34 35 36 37 38 39 41 42 | 45 46 47 48

%
#

uvig 350184 27751:57548(+)

anti-CRISPR-Cas (AcrlIA9) (CDS_0036)
UmUD-like protein (CDS_0040)
DNA polymerase (CDS_0041)
38 ‘ 42
35 |37 39 143 44 45

— L
MGV-GENOME-0330091 26937:42572(+)

tail protein (CDS_0038)
CDS_0043
CDS_0042
CDS 0037 CDS_0039 || CDS 0045

gﬁ

IMGVR_UViG_3300029378_000320|3300029378|Ga0243978_1000083|2-59366 30216:42836(+)

Adhesive fimbriae (VF0213) (CDS_0045)
38 43
34 35 36 37 [ 39 40 4142] 44 46

i%

MGV-GENOME-0341000 27889:48271(+)
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