minor tail protein (CDS_0014) anti-repressor (CDS_0030)

minor tail proteirT(CDS_0013) endolysin (CDS_0022) 32
central tail fiber J (CDS_0015) 21 25 33 35

10 1 12| | 16171819 20] | 2324 26 272829 | 31|[34 [ 36 37

1| A N AN NN SN B DN N
IMGVR_UViG_3300045988_025532|3300045988|Ga0495776_070872: 8,342-29,887 (+)
endolysin (CDS_0022)
21 25
16 17 1819 20] | 2324] anti-repressor (CDS_0026)

1N AN ) SN N O SN SN S
IMGVR_UViG_3300028979_000030|3300028979|Ga0169667_10043|31549-70622: 8,345-27,196 (+)
endolysin (CDS_0023)

tRNA-Val(TAC)
25 28 anti-repressor (CDS_0036)
11 17 18 1920 21] | 24]2627 ]|29 30 31 32 333435 [

Ll ——— e L—

SAMEA2580086_al _ct15927 vs1:8,345-33,372 (+)
retron_type_VI_hth_cluster2_1 (CDS_0025)
endolysin (CDS_0022)

19171@19@{;3 2,4‘2,7

1 S N SN B B A S
IMGVR_UViG_3300045988_028743|3300045988|Ga0495776_162309:8,345-27,225 (+)
endolysin (CDS_0022)
21
16 17 1819 20| | 2324retron_type_VI_hth_cluster2_1(CDS_0025)

MGV-GENOME 0259672 8,337 26,501 (+)

endolysin (CDS_0023)
22

17 18 1920 21] | 2425

[
MGV-GENOME-0273072:8,341-26,052 (+)

endolysin (CDS_0023)
22 25
17 181920 21] | 24] 2627

MGV GENOME.0291312: 832027021 ()
endolysin (CDS_0023)
22
17 181920 21] | 2425

S AN NN SUANEN BN
IMGVR_UViG_3300045988_068692|3300045988|Ga0495776_169448:8,340-25,880 (+)
endolysin (CDS_0022)
21[ 24 26
16 17 1819 20] | 237 25 [27

1N A N A BN SN N AN S
IMGVR_UViG_3300045988_108458|3300045988|Ga0495776_173142:8,337-27,370 (+)
endolysin (CDS_0022)
21
16 17181920 | 2324 25 26 27 28 2930 3132

1 | A N N L e _
IMGVR_UViG_3300007993_000046|3300007993|Ga0113877_100127: 8,342-32,240 (+)
endolysin (CDS_0022) 29
21 24 30
16 17 181920 | 23| 25 2627 28|[ transcriptional regulator (CDS_0031)

|} I S BN DS SN N AN BN RN S
OTU_1858:8,338-29,825 (+)
endolysin (CDS_0023)
22 28
17 18192021 | 2425 26 27 [ 29 3031 3233

I N A BN DI B S E——

IMGVR_UViG_3300008514_000066|3300008514|Ga0111023_100224: 8,340-31,549 (+)
endolysin (CDS_0023)

minor tail protein (CDS_ 0009) 22 25

T 17 18192021 | 24 26 2728 2930

IMGVR_UVIG_7000000388.000070]7000000388| SRS020856_Baylor scaffold A2428: 7.366-29.121 (1)
endolysin (CDS_0022)
21[ 24
16 171819 20[ | 2325 26 2728 2930

| I I B B S S S B SN S S
uvig_113128:8,340-29,794 (+)
endolysin (CDS_0022)
21[ 24
16 171819 20 | 23] 25 2627 2829

IMG\/R UViG_3300014970, 000053|3300014970\Gao169826 100167I8048 49138 8340 29,189 (+)
endolysin (CDS_0022)
21
16 17 1819 20[ | 2324 25 2627 2829

OTU_2013:8,340-29,107 (+)

21
16 17 1819 20T 22 2324 RM_Type_lI_Type_ll_MTases_FAM_1 (CDS_0031)

I . E—
MG\/ GENOME-0302631:8,340-26, 710( )

ABC-type heme transporter (VF0739) (CDS_0027)
ABC transporter (VF0741) (CDS_0028)
endolysin (CDS_0022) transcriptional regulator (CDS_0034)
21 24 transcriptional regulator (CDS_0032)
16 17 1819 20] | 2325 26 | 29 30 31 [33 35

L N 1 | | ____WN | | NI L _§_ ]
uvig 421625:8,340-32,999 (+)
transcriptional regylator (CDS_0030)
transcriptional regulator (CDS_0028)
endolysin (CDS_0022)
21 24
16 17 1819 20] | 23[25 26 27 | 29| 31

| |
|
|
\
I
i

MGV-GENOME-4421595:8,340-29,692 (+)
excisionase (CDS_0023)
endolysin (CDS_0021)
20 transcriptional regulator (CDS_0029)
15 161718 19| | 22 | 2425 26 2728] 30

IMGVR_UViG_3300045988_029517|3300045988|Ga0495776_071030:8,335-29,9
excisionase (CDS_0023)
endolysin (CDS_0021)
20 transcriptional regulator (CDS_0029)
15 161718 19] | 22 | 2425 26 2728[ 30

[
!
|
\
IH
5 <
[
|
!\
=
i

MGV-GENOME-0278075:8,335-29,959 (+)

transcriptional regulator (CDS_0028)
endolysin (CDS_0021)
20[ 23
15 16 1718 19] | 22| 24 252627| 29

| -

MGV-GENOME-0285953:8,345-29,373 (+)

endolysin (CDS_0022)
21 24 transcriptional regulator (CDS_0030)

16 17 1819 20| | 23125 26 272829 31

MGV-GENOME-0294008: 8,338-30,494 (+)
excisionase (CDS_0025)
endolysin (CDS_O@) transcriptional regulator (CDS_0032)
21| 24 27
16 17181920 | 237 | 26 | 28 293031 33

N N I B I N O S N .
IMGVR_UViG_7000000288_000075|7000000288|SRS024087_LANL scaffold_74529:8,340-31,223 (+)
transcriptional repressor (CDS_0028)
transcriptional regulator (CDS_0029)
endolysin (CDS_0022) |
21 |transcriptional regulator (CDS_0027)
16 171819 20 | 2324 25 26 [ || 30

IMGVR_UViG_3300006253_000218|3300006253|Ga0099372_1000053|21431-62929:8,340-29,606 (+)
transcriptional regulator (CDS_0027)
endolysin (CDS_0022)
21
16 17 1819 20[ | 23 242526| 28

L I o~ ——————————————— T —
MGV-GENOME-0268330: 8,342-28,070 (+)
transcriptional regulator (CDS_0028)
transcriptional regulator (CDS_0026)

endolysin (CDS_0021)
20| 23
27|

15 16 1718 19] | 22| 24 25

33 34

(| S N N NN SN N N WA N
IMGVR _UViG_3300008565_000220|3300008565|Ga0111061_1000101|110-40406:8,337-29,338 (+)
transcriptional repressor (CDS_0026)
Retron_VI__HTH (CDS_0027)
excisionase (CDS_0023)
endolysin (CDS_OFZl)
20 28 transcriptional regulator (CDS_0030)
17 18 19[ | 22 24 25 |29

-
uvig_371997:8,334-29,084 (+)
transcriptional repressor (CDS_0025)
Retron_VI_HTH (CDS_0026)

excisionase (CDS_0022)
endolysin (CDS_0020)
19 7 transcriptional regulator (CDS_0029)
11 16 17 18] | 21 23 24 |28]

MGV-GENOME-0278342:8,334-29,013 (+)
transcriptional repressor (CDS_0027)
Retron_VI__HTH (CDS_0028)
excisionase (CDS_0024)
endolysin (CDS_0021)
20 23 9 transcriptional regulator (CDS_0031)
15 161718 19[ | 22| 25 26 |30]

[

‘ |
|
\
‘H

I NN AN S SN S BN N
MGV-GENOME-0281480:8,337-30,638 (+)
transcriptional repressor (CDS_0029)
excisionase (CDS_0025)
endolysin (CDS_0022)
21 24 Retron_VI_HTH (CDS_0030)
16 171819 20] | 23| | 26 27 28 | | transcriptional regulator (CDS_0031)

IMGVR_UViG_3300007126_000158|3300007126|Ga0102717_100134|14377-57824:8,344-30,403 (+)
transcriptional repressor (CDS_0028)
excisionase (CDS_0025)
endolysin (CDS_0022)
21] 24 Retron_VI_HTH (CDS_0029)
16 171819 20] | 23 26 27 | T transcriptional regulator (CDS_0030)

IMGVR_UViG_7000000132_000059%|7000000132|SR5012285_Baylor_scaffold_31838: 8,344-30,447 (+)
transcriptional repressor (CDS_0031)
excisionase (CDS_0025)
endolysin (CDS_0022) Retron_VI_HTH (CDS_0032)
1921 24 28 33 transcriptional regulator (CDS_0035)
17 18 20 | 23T | 2627] 29 30 | [34]

- ! ;g -5 '§ 1 ' 3/ "] N — ]
uvig_289823:8,338-30,498 (+)
transcriptional repressor (CDS_0025)
Retron_VI__HTH (CDS_0026)
endolysin (CDS_0021)
18 20
16 17 [19] | 22 23 24

7 transcriptional regulator (CDS_0029)
| 28]

L T T T e ————
MGV-GENOME-0280786:8,338-27,830 (+)
transcriptional repressor (CDS_0026)
Retron_VI__HTH (CDS_0027)
endolysin (CDS_0021)
20 28 transcriptional regulator (CDS_0030)
15 16 1718 19] | 2223 24 25 |29]

C o — & & 1 [ §° [ "' § ]|
MGV-GENOME-0274277:8,337-30,140 (+)
endolysin (CDS_0022)
21[ 24 Retron_VI_HTH (CDS_0029)
16 17 1819 20[ | 2325 26 27 28 | transcriptional regulator (CDS_0030)

- _ I
IMGVR_UVIG. 3300029006 000077]3300029006|Ga0169631. 100079|524 78 94098: 8,344-29,713 (+)
transcriptional repressor (CDS_0028)
endolysin (CDS_0023)
22[ 25 Retron_VI_HTH (CDS_0029)
17 181920 21[ | 24 26 27 | ] transcriptional regulator (CDS_0030)

(S N AN NN S
IMGVR UViG_3300008161 000009|3300008161\Ga0110913 1000131 8,872-30,168 (+)
transcriptional repressor (CDS_0027)
Retron_VI__HTH (CDS_0028)
endolysin (CDS_0022)
21 9 transcriptional regulator (CDS_0031)
16 17 1819 20] | 2324 25 26 |30]

I e ——
IMGVR UViG_3300028995 000066|3300028995\Ga0169683 1000O7|19593 61356 8 342 29,859 (+)
transcriptional regulator (CDS_0027)
transcriptional repressor (CDS_0025)
Retron_VI_HTH (CDS_0026)
endolysin (CDS_0020)
19| 22

16 17 18] | 21] 23 24 31

T —— R — | N — R R E—
MGV GENOME-0286358:8,342-28,728 (+)

transcriptional repressor (CDS_0027)
excisionase (CDS_0023)
endolysin (CDS_0021)
20 Retron_VI__HTH (CDS_0028)
15 161718 19[ | 22 | 24 25 26 | [ transcriptional regulator (CDS_0029)

 ———— — — ——— e —— ]
uv\g_577949 7,372-30,722 (+)

Retron_VI_HTH (CDS_0029)
endolysin (CDS_0022)
21 24 0 transcriptional regulator (CDS_0032)
16 17 1819 20[ | 2372526 27 28 |31]

IMGVR UViG_3300009363 000187|3300009363\Ga0115223 1000056|19562 6163 : 30,176 (+)
transcriptional repressor (CDS 0028)
endolysin (CDS_0023)
22 Retron_VI_HTH (CDS_0029)
17 18192021 | 24 25 26 27 | [ transcriptional regulator (CDS_0030)

T s S B BN N B S . —
IMGVR_UViG_3300045988 027212|3300045988|Ga0495776_019415:8,337-29,929 (+

Lsp (VF0351) (CDS_0026)
endolysin (CDS_0023) transcriptional repressor (CDS_0038)
22 35 Retron_VI__HTH (CDS_0039)
17 18192021 | 2425| 27 28 29 303132 33 34| 36 37 | [ transcriptional regulator (CDS_0040)

Wig.376400:8,337-37,825 (+)
Lsp (VFO351) (CDS_0026)
excisionase (CBS_OOZS)
endolysin (CDS_0023) transcriptional repressor (CDS_0033)
22 Retron_VI__HTH (CDS_0034)
17 18192021 | 24 27 28 29 3031 32 | [ transcriptional regulator (CDS_0035)

- E— S N S E— N — —— N S—
uvig_577622:8,343-33,856 (+)

endolysin (CDS_0023)
22[ 25 31 Retron_VI_HTH (CDS_0035)
17 18192021 | 2426 27 28 29 30 | 32 33 34 | transcriptional regulator (CDS_0036)

e e e —— Sy T S L L L
SRS103983_al_ct73140_vsO1:8,342-34,078 (+)
transcriptional repressor (CDS_0029)
endolysin (CDS_0022)
21 24 Retron_VI_HTH (CDS_0030)
16 171819 20] | 23| 25 26 27 28 | [ transcriptional regulator (CDS_0031)

- I S A BN NN N S S S RN N EE—
uvig 395225:8,340-31,123 (+)
transcriptional repressor (CDS_0028)
endolysin (CDS_0022)
21 24 Retron_VI__HTH (CDS_0029)
16 17 1819 20 | 23] 25 26 27 | [ transcriptional regulator (CDS_0030)

LI e ————————————— ] B I N DN N S
MGV-GENOME-0293049: 8,340-30,253 (+)
transcriptional repressor (CDS_0028)
endolysin (CDS_0022)
21[ 24 Retron VI_HTH (CDS_0029)
16 171819 20] | 23725 26 27 | [ transcriptional regulator (CDS_0030)

N I N S DN BN N S S S N B
uvig 393541:8,337-29,869 (+)
transcriptional repressor (CDS_0027)
excisionase (CDS_0024)
endolysin (CDS_0022)
21 Retron_VI_HTH (CDS_0028)
16 17 1819 20| 25 26 | [ transcriptional regulator (CDS_0029)

|} I B G S S S AN SN S
OTU_2756:8,140-29,753 (+)
excisionase (CDS_0025)
endolysin (CDS_0023)
22
17 181920 21] | 24 ‘ 26 2728 retron_type_VI_hth_cluster2_1(CDS_0029)

] I N S S N S N S
uvig_224729:8,337-29,253 (+)
excisionase (CDS_0025)
endolysin (CDS_0023)
22
17 181920 21|

_retron_type_VI_hth_cluster2_1 (CDS_0026)

| SN N A NN I S S
IMGVR _UViG_3300029498 000101|3300029498|Ga0244218 100095|82494-121187:8,337-26,809 (+)
excisionase (CDS_0024)
endolysin (CDS_0022)
21
16 17 1819 @T 23 ‘ 25 26 2728 retron_type_VI_hth_cluster2_1(CDS_0029)

- [ NN I N BN B N EE—
uvig_111675:8,338-29,424 (+)
excisionase (CDS_0024)
endolysin (CDS_0022)
21
16 17 1819 @T 23 25 2627 retron_type_VI_hth_cluster2_1(CDS_0028)

H I B T B I e B .
IMGVR_UViG_3300028972_000001|3300028972|Ga0169595_10136:8,338-29,191 (+)
endolysin (CDS_0023)
22
11 17 18 1920 21] | 24 excisionase (CDS_0025)

H I B I B B DA B
IMGVR_UViG_3300045988_067610|3300045988|Ga0495776_176000: 8,340-26,677 (+)
excisionase (CDS_0024)
endolysin (CDS_0022)
21
16 17 1819 20[

retron_type_VI_hth_cluster2_1 (CDS_0025)

FAGV*GENOM E-0283248:8,337-26,643 (+)
excisionase (CDS_0025)
endolysin (CDS_0023)
22
17 18 1920 Q.T 24 26 27 28 retron_type_VI_hth_cluster2_1(CDS_0029)

Uvig 293192 8,340-29.637 (1)
endolysin (CDS_0023)
22
17 181920 21[ | 24 25 26 2728 retron_type_VI_hth_cluster2_1(CDS_0029)

|} I N N NN (N AN S—
uvig_249493:8,338-29,593 (+)
excisionase (CDS_0024)
endolysin (CDS_0022)
21
16 17 1819 20] | 23 ‘ 2526 2728 retron_type_VI_hth_cluster2_1(CDS_0029)

B [ N N A N S S —
IMGVR_UViG_3300045988_044181|3300045988|Ga0495776_025454:8,345-29,359 (+
excisionase (CDS_0025)
endolysin (CDS_0023)
22 ‘ 26
17 181920 21 T 2728 29 30 31 3233 retron_type_VI_hth_cluster2_1(CDS_0034)

I S |
SAMEA2580014 a1 ct6158 vs1:8,338-32,740 (+)
excisionase (CDS_0023)
endolysin (CDS_0021)
20 ‘ 27
15 16 1718 19] 24 2526 |28

o —— S — S N N E—
uvig_251106:8,335-29,391 (+)

22
17 18 1920 271573 24 2526 retron_type_VI_hth_cluster2_1(CDS_0027)

1N A N SN NN SNNN SN NN N
IMGVR_UViG_3300045988_033157|3300045988|Ga0495776_086196:8,337-26,780 (+)
endolysin (CDS_0022)
21
16 17 1819 @T 23 24 25 retron_type_VI_hth_cluster2_1 (CDS_0026)

1NN N N NI B . . A
IMGVR_UViG_3300007204_000009|3300007204]Ga0103275_100220: 8,345-27,806 (+)
excisionase (CDS_0025)
endolysin (CDS_0023)
22 27 30
17 181920 21[ | 24 26 28293132 33 34 3536 retron type VI_hth cluster2_1(CDS_0037)

e A
SAMEA2737651 al ct23625 vs1:8,077-34,555 (+)
excisionase (CDS_0025)
endolysin (CDS_0023)
22

17 181920 21] | 24 ‘ 26 2728 retron_type_VI_hth_cluster2_1(CDS_0029)

I S S R N N BN S N R .
IMGVR_UViG_3300045988_024146|3300045988|Ga0495776_149158:8,077-28,769 (+)
excisionase (CDS_0024)
endolysin (CDS_OGEI)
20| 23
15 1617 18 QT QT 25 26 27 28 retron_type_VI_hth_cluster2_1(CDS_0029)

I _ [ N & 1 | | _§_ L _ |}
uvig 394856:8,338-29,932 (+)
excisionase (CDS_0024)
endolysin (CDS_0021)
20| 23
15 161718 QT QT 25 26 27 retron_type_VI_hth_cluster2_1(CDS_0028)

I L8 | | . |8 ]
OTU_2131:8,338-29,548 (+)
excisionase (CDS_0023)
endolysin (CDS_0020)
19 22
16 17 18] | 21 | 24 25 26 retron_type VI hth_cluster2_1(CDS_0027)

N I BN S SN B B S
uvig_376244:8,334-28,503 (+)
endolysin (CDS_0023)
22[ 25
17 181920 21[ | 24 | 26 27 28 retron_type_VI_hth_cluster2_1(CDS_0029)

(r - ——— - -l 1 1§’ ]
IMGVR_UViG_3300045988_061673|3300045988|Ga0495776_172893:8,340-29,650 (+)
excisionase (CDS_0024)
endolysin (CDS_0021)
20| 23
15 16 1718 19 | 22 | 25 26 27 28 retron_type_VI_hth_cluster2_1(CDS_0029)

FAGV—GENOME—0278198: 8,334-29,983 (+)
endolysin (CDS_0021)
20
15 161718 QT 2223 24 25 26 retron_type_VI_hth_cluster2_1(CDS_0027)

N [ 88— S S N S N N N
IMGVR_UViG_3300007500_000152|3300007500|Ga0104983_100026|3522-44464: 8,343-29,043 (+)
excisionase (CDS_0026)
endolysin (CDS_0023)
22] 25 29
17 18192021 | 24 [ | 2728730 31 32 33 retron_type_VI_hth_cluster2_1(CDS_0034)

L T ey Tre e it —
IMGVR_UViG_3300008408_000049|3300008408|Ga0115077_100227:8,337-31,549 (+)
excisionase (CDS_0025)
endolysin (CDS_0023)
22 28
17 18192021 | 24 | 2627729

F/IG\/—GENOME—O319042: 8,337-28,304 (+)
excisionase (CDS_0026)
endolysin (CDS_0023)
22 25
17 18192021 | 24 ] 27 28 29 retron_type_VI_hth_cluster2_1(CDS_0030)

L e —————ee——————— T 1 &' ]
IMGVR_UViG_3300045988_020812|3300045988|Ga0495776_070686:8,337-29,743 (+)
excisionase (CDS_0026)
endolysin (CDS_0023)
22 25
17 18192021 | 24 | retron_type VI_hth cluster2_1(CDS_0027)

FAGV-GENOM E-0261894:8,337-26,847 (+)
endolysin (CDS_0023)
22
17 181920 21 | retron_type VI_hth_cluster2_1(CDS_0024)

MGV-GENOME.0332527-8,337-25,013 (+)
excisionase (CDS_0026)
endolysin (CDS_0023)
22 25
17 18192021 | 24 | retron_type_VI_hth_cluster2_1(CDS_0027)

L L ———————————— Lt ersr e et o e e ]
IMGVR_UViG_3300045988_029609|3300045988|Ga0495776_165337:8,337-27,765 (+)
endolysin (CDS_0023)
22
17 18 19 20 24T 24 retron_type_VI_hth_cluster2_1 (CDS_0025)

F/IG\/-GENOME-0286916: 8,337-26,454 (+)
excisionase (CDS_0026)
endolysin (CDS_0023)
22 25 Capsule (VFO003) (CDS_0036)
17 18192021 | 24| 27 28 29 30 31 32 3334 35 37 38 39 40 retron_type_VI_hth_cluster2_1(CDS_0041)

[ ] - 8 8 3 3§ 8§ [ | | | & | & ]
uvig 13219:8,337-42,386 (+)
excisionase (CDS_0023)
endolysin (CDS_0021)
20 ‘ anti-repressor (CDS_0028)
15 16 1718 19] | 22 24 252627 | 35

o S N I S S S S . - —
IMGVR_UViG_3300045988_040483|3300045988|Ga0495776_178291:8,345-29,642 (+)

excisionase (CDS_0024)
endolysin (CDS_0022)
21 retron_type_VI_hth_cluster2_1 (CDS_0028)
16 171819 20| | 23 | 25 2627 [29

| S N A DN S S S N NN S
IMGVR_UViG_2814123211_000002|2814123211|2814186237|1875711-1917150:8,338-29,570 (+)
retron_type_VI_hth_cluster2_1 (CDS_0027)
excisionase (CDS_0023)
endolysin (CDS_0021)
16 171819 20 [ 22 | 24 2526 | transcriptional regulator (CDS_0028)

L o T ———————————— W N B N S
SRS016815_al ct24977:8,341-29,272 (+)
transcriptional regulator (CDS_0024)
23| transcriptional regulator (CDS_0026)
17 181920 21 227 |29]

N A AN SN ANNNREE NN R S
IMGVR_UViG_3300014137_000015|3300014137|Ga0134350_1000077: 8,338-26,935 (+)
transcriptional repressor (CDS_0027)
excisionase (CDS_0024)
endolysin (CDS_0022)
21 Retron_VI_HTH (CDS_0028)
16 17 18 19 20] | 23 ‘ 25 26 | 29

- ———  _— ————————— " —— T — N LNl ]
IMGVR_UViG_3300014135_000001|3300014135|Ga0134360_100066: 8,341-29,765 (+)
Retron_VI_HTH (CDS_0027)

excisionase iCDS_0023)
endolysin (CDS_0021)
12 16 171819 20 [ 22 | 24 25 26 | transcriptional regulator (CDS_0028)

IMGVR_UViG_3300007220_000032|3300007220|Ga0104054_100493:8,337-30,217 (+)
Retron_VI__HTH (CDS_0023)
16 171819 20 21 22 Ttranscriptional regulator (CDS_0024)

IMGVR_UViG_7000000163 000101|7000000163|SRS015893 WUGC _scaffold_42015:8,337-27,578 (+)
MATE_multi_NorM-NCBIFAM multidrug efflux MATE transporter NorM (NFO00263.1) (CDS_0026)
endolysin (CDS_0021) transcriptional repressor (CDS_0029)
18 excisionase (CDS_0023) Retron_VI__HTH (CDS_0030)
16 17 [1920| 22 | 24 25 27 28 | [ transcriptional regulator (CDS_0031)

MGV-GENOME.0322370: 8,341.34.905 (+)
23
20 24
16 17 18 19 [2122] transcriptional regulator (CDS_0025)

L T ——————————
MGV-GENOME-0290946: 8,341-25,127 (+)
16 1718 19

L e ————————————————— e
MGV-GENOME-0331223:8,343-23,160 (+)
efflux ABUW_0982-NCBIFAM chloramphenicol efflux transporter CxpE (NFO45801.1) (CDS_0026)
MATE_multi_NorM-NCBIFAM multidrug efflux MATE transporter NorM (NF000263.1) (CDS_0034)
MerA-TIGRFAMs TIGRFAMSs: mercury(ll) reductase (TIGR02053.1) (CDS_0028) transcriptional regulator (CDS_0041)
excisionase (CDS_0023) £ transcriptional repressor (CDS_0037)
OprF (VF0931) (CDS_0025) Retron_VI__HTH (CDS_0038)
endolysin (CDS_0021)
16 171819 20 [ 22 | 24 27 29 30 31 32 33

9
35 36 |40| 42

N | e u B | ! ___§B & & N _____§N ___§ | | ___§_ [ [} _§ ]
uvig_577377:8,338-51,237 (+)
transcriptional repressor (CDS_0028)
excisionase (CDS_0024)
endolysin (CDS_OOTl)
20 23 Retron_VI_HTH (CDS_0029)
17 18 19] | 2277 | 25 26 27 | T transcriptional regulator (CDS_0030)

L e e e — et
SAMN11031284 a1 _ct4061:8,337-30,869 (+)
transcriptional repressor (CDS_0027)
excisionase (CDS_0024)
endolysin (CDS_0021)
20 23| Retron_VI_HTH (CDS_0028)
17 18 19] | 227 25 26 | T transcriptional regulator (CDS_0029)

e ——————— T —— Yt Bk errmriin ek mrtyeryrdloa e e —
IMGVR_UViG_3300045988_019537|3300045988|Ga0495776_114099:8,346-29,978 (+)
endolysin (CDS_0021) 28
20] 23 29
17 18 19] | 22 | 24 25 26 27] transcriptional regulator (CDS_0030)

I ————————————— T ————— ] 1 ' B!l £ B ]
MGV-GENOME-0307675:8,338-29,254 (+)
endolysin (CDS_0021)
20 23 anti-repressor (CDS_0025)
17 18 19T | 22]24 |

L A N N N I DS B S
IMGVR_UViG_3300045988_022770|3300045988|Ga0495776_185612:8,337-26,006 (+)
endolysin (CDS_0021)
tail protein (CDS_0018)
20 23 anti-repressor (CDS_0025)

19[ | 22[24 ]

N A S NN N O BN N
IMGVR_UViG_3300045988_025659|3300045988|Ga0495776_161440:8,337-25,827 (+)
endolysin (CDS_0021)
20
17 18 19[ | 22retron_type_VI_hth_cluster2_1(CDS_0023)

MGV-GENOME-0306055:8,317-25,123 (+)
excisionase (CDS_0024)
endolysin (CDS_0021)
tail protein (CDS_0018)retron_type_VI_hth_cluster2_1(CDS_0028)
20 23 | transcriptional régulator (CDS_0029)
19] | 227 | 25 2627 |[30

L L ——————— Tt Bty Ty eI u e el
IMGVR_UViG_3300045988_048795|3300045988|Ga0495776_070695:8,335-29,743 (+)
retron_type_VI_hth_cluster2_1 (CDS_0027)
endolysin (CDS_0021)
20 23
17 18 19] | 22] 24 2526 | 29

L - —————— - 115 -y ]
IMGVR_UViG_3300006292_000174|3300006292|Ga0099622_100162|4496-44772:8,340-29,311 (+)
endolysin (CDS_0022)
1921
17 18 [20] | 23 24 25

MGV-GENOME 0270854 8,341 26,241 ()
endolysin (CDS_0022)
1921
17 18 [20] | 23 24 25 30

Ll e —————————— o o A ]
IMGVR_UViG_3300045988_024023|3300045988|Ga0495776_148464:8,341-26,779 (+)
endolysin (CDS_0022)
1921
17 18 [20] | 23 24 2526 27

- I —— . E—
uvig_244227:8,338-27,716 (+)

endolysin (CDS_0024)
21 23
17 1819 20 [22] | 25 2627 28

— I S . S
MGV-GENOME-0269126:7,367-29,170 (+)

endolysin (CDS_0024)
21 23
17 1819 20 [22] | 25 2627 28

N N AN NN SN SN AN N W
IMGVR _UViG_3300045988 022581|3300045988|Ga0495776_071680:8,341-29,170 (+)
endolysin (CDS_0021)
20
minor tail protein (CDS_0015) 17 18 19] |22 23 2425 26

I
MGV-GENOME-0304141:7,372-28,324 (+)

endolysin (CDS_0021)
2022
17 18 19] | [23 24

L e ———— —————————— L~ —~b—————rrrr il e ]
IMGVR_UViG_3300045988_024158|3300045988|Ga0495776_147248:7,372-26,280 (+)
endolysin (CDS_0021)

24
20| 23
15 161718 19] | 22| 25 exonuclease (CDS_0030)

H
MGV-GENOME-0245153:8,335-27,450 (+)
retron_type_VI_hth_cluster2_1 (CDS_0018)
1617 | 24

!

gRSO78677fa 1_ct54066_vs1:8,338-22,349 (+)
PD-Lambda-5_B_WP_110365848.1 (CDS_0027)

endolysin (CDS_0022)
21 transcriptional regulator (CDS_0032)

16 171819 20| | 232425 26 28 293031] 33

IMGVR_UViG_3300045988_075104|3300045988|Ga0495776_055814:8,335-33,070 (+)
PD-Lambda-5_B_WP_110365848.1 (CDS_0027)

endolysin (CDS_0022)
21 transcriptional regulator (CDS_0032)

16 17 1819 20] | 232425 26 28 293031] 33

I /N N S S S N SR N —
MGV-GENOME-0285587: 7,361-33,070 (+)
transcriptional repressor (CDS_0028)
endolysin (CDS_0022)
21] 24 Retron_VI_HTH (CDS_0029)
16 17 1819 20] | 232526 27 | [ transcriptional regulator (CDS_0030)

L —— . Lttt el ettt
IMGVR_UViG_3300008454_000172|3300008454|Ga0115310_100054(43833-83072:8,337-30,021 (+)
central tail fiber J (CDS_0016)
anti-repressor (CDS_0020)
17 1819 |

I N B N ——
MGV-GENOME-0225966: 7,368-20,686 (+)
central tail fiber J (CDS_0016)
17

I I E—— N S —
MGV-GENOME-0221942:7,364-20,542 (+)

excisionase Y(CDS_0024)
endolysin (CDS_0022) 29
10 11 17 181920 21 ] 23 | 25 26 2728] transcriptional regulator (CDS_0030)

L L ————————————————————— ] Bl ! B ]
Norman_80_NODE_4 _length_41990_cov_122.321569:7,139-29,720 (+)
transcriptional repressor (CDS_0027)
Retron_VI__HTH (CDS_0028)
excisionase (CDS_0024)
endolysin (CDS_0022) ‘
17 1819 20 2123 | 25 26 transcriptional regulator (CDS_0029)

L S NN BN BENENN ONN N N A
IMGVR_UViG_3300006477_000200|3300006477|Ga0100232_100221|178-41562: 7,135-29,178 (+)
transcriptional regulator (CDS_0031)
transcriptional regulator (CDS_0029)
excisionase (CDS_0025)
endolysin (CDS_0023)
22 28
17 1819 20 217 26 27|30 3435

I L8 . i '8! 1 8
OTU_1790:7,136-29,816 (+)
transcriptional regulator (CDS_0029)
excisionase (CDS_0025)
endolysin (CDS_0023)
22 28| transcriptional regulator (CDS_0031)
17 1819 20 217 | 24 26 277 |30

I I S B BN N D DN NN S E——
IMGVR_UViG_3300014196_000003|3300014196|Ga0134365_100096:7,138-30,011 (+)
transcriptional regulator (CDS_0025)
endolysin (CDS_0021)
24| transcriptional regulator (CDS_0027)
16 1718 19 20 | 22 23] |26

LI e ———————————— b ] NN NN N S
MGV-GENOME-0299049: 8,335-27,826 (+)
transcriptional regulator (CDS_0024)
endolysin (CDS_0021)
23 transcriptional regulator (CDS_0026)
16 1718 19 20 | 22 T|25]

IMGVR_UViG_3300045988_024092|3300045988|Ga0495776_186733:8,335-27,007 (+)
retron_type_VI_hth_cluster2_1 (CDS_0025)
transcriptional regulator (CDS_0024)
endolysin (CDS_0021)

16 1718 19 @T&Z T | transcriptional regulator (CDS_0026)

- ——
MGV-GENOME-0294910:8,335-27,007 (+)
transcriptional regulator (CDS_0025)
transcriptional regulator (CDS_0023)
endolysin (CDS_0021)
16 1718 19 20 [22] 24|

IMGVR_UViG_7000000394_000131|7000000394|SRS019607 WUGC _scaffold_57601:8,341-26,158 (+)
efflux ABUW_0982-NCBIFAM chloramphenicol efflux transporter CxpE (NFO45801.1) (CDS_0026)
MerA-TIGRFAMs TIGRFAMercury(II) reductase (TIGR02053.1) (CDS_0028)
excisionase (CDS_0023) l
OprT: (VF0931) (CDS_0025) transcriptional regulator (CDS_0032)
endolysin (CDS_0021) transcriptional regulator (CDS_0030)
16 1718 19 20 [ 22 | 24 T | 27 | 29]31

I E—— N R W S S S S S N . S—
uvig_112615:8,335-33,486 (+)

MATE_multi_NorM-NCBIFAM multidrug efflux MATE transporter NorM (NFO00263.1) (CDS_0025)
excisionase (CDS_0023) transcriptional regulator (CDS_0029)
endolysin (CDS_0021) 28| transcriptional regulator (CDS_0031)
16 1718 19 20 [ 22 | 24 26 277 |30

]
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IMGVR_UViG_3300007996_000268|3300007996|Ga0111052_100150|1-57682:8,341-45,812 (+)
transcriptional regulator (CDS_0029)
excisionase (CDS_0023)
endolysin (CDS_0021) 28| transcriptional regulator (CDS_0031)
16 1718 19 20 [ 22 | 2425 26 277 |30

e ———— e ko w——
SRS019607_al_ct23664_vs01:8,341-30,780 (+)
endolysin (CDS_0021) 26
16 1718 19 20 [2223 24 25] transcriptional regulator (CDS_0027)

| R N R RN N A A EE—
IMGVR_UViG_3300008748_000247|3300008748|Ga0114085_100144(83-39670:8,341-27,716 (+)
MATE_multi_NorM-NCBIFAM multidrug efflux MATE transporter NorM (NF000263.1) (CDS_0026)
endolysin (CDS_0022) transcriptional regulator (CDS_0030)
17 19 excisionase (CDS_0024) 29| transcriptional regulator (CDS_0032)
16118] 20 21|23 | 25 27 287 |31

1R A SN A A B S NN RENE N EE—
IMGVR_UViG_3300014846_000074(3300014846|Ga0169854_100176|3-47122:8,335-35,217 (+)
transcriptional regulator (CDS_0027)
excisionase (CDS_0023)
endolysin (CDS_0021) 26
16 171819 20 [22 | 24 25[| 28

[} NN BN BN N D SIS N R SE—
OTU_1955:8,334-29,404 (+)
transcriptional regulator (CDS_0023)
endolysin (CDS_0021)
16 171819 2022 | 24

. - 1 ] W N N
IMGVR_UViG_3300045988_023565|3300045988|Ga0495776_041873:8,341-26,147 (+)
transcriptional regulator (CDS_0030)
excisionase (CDS_0026)
endolysin (CDS_0024)
21 23 29
17 1819 20 [22] 27 287 | retron_type VI_hth cluster2_1(CDS_0031)

L T ———————————— it b trarmrtrrmrrmr T e e e ]
IMGVR_UViG_3300045988_068695|3300045988|Ga0495776_185107:8,340-29,348 (+)
transcriptional regulator (CDS_0030)
excisionase (CDS_0026)
endolysin (CDS_0024)
20 23 29
18 19 [2122] | 25 ‘ 27 287

I A T N S SN N -
IMGVR_UViG_3300045988_041302|3300045988|Ga0495776_008057: 8,390-28,987 (+)
excisionase (CDS_0025)
endolysin (CDS_0023)
20 22 28 30
16 1718 19 [21] | 24 | 26 27] 29] transcriptional regulator (CDS_0031)

MGV-GENOME-0277777: 8:335-29,.931 (+)
excisionase (CDS_0025)
endolysin (CDS_0023)
20 22 27 29
16 1718 19 21 ‘ 26| 28] transcriptional regulator (CDS_0030)

MGV-GENOME.0301791: 8,335-28,634 (+)
excisionase (CDS_0025)
endolysin (CDS_0023)
20 22 28 30
16 1718 19 [21] ‘ 26 27 29] transcriptional regulator (CDS_0031)

I [ NN AU A N I RN NENE N S
IMGVR _UViG_3300045988 023967|3300045988|Ga0495776_177240:8,338-30,568 (+)
efflux ABUW_0982-NCBIFAM chloramphenicol efflux transporter CxpE (NFO45801.1) (CDS_0029)
MerA-TIGRFAMs TIGRFAMs: mercury(ll) reductase (TIGR02053.1) (CDS_0031)
excisionase (CDS_0026) MATE_multi_NorM-NCBIFAM multidrug efflux MATE transporter NorM (NF000263.1) (CDS_0036)
endolysin (CDS, &)24) transcriptional regulator (CDS_0040)
21 23 Oer (VF0931) (CDS_0028) 39
17 181920 [22] | 25 | 27 | | 30 32 33 34 35 37 38]| 41
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uvig 295659:8,335-44,621 (+)
transcriptional regulator (CDS_0029)
excisionase (CDS_0025)
endolysin (CDS_0023)
20 22
4

16 17 18 19 [21]
1 | S S A I BN N NN
IMGVR_UVIG_3300045988_036205/3300045988|Ga0495/76 070611: 8.335-29,772 ()

endolysin (CDS_0018) 24 26
15 16 17[19 20 2122 237 25] transcriptional regulator (CDS_0027)

28
26 277 | 30

IMGVR_UViG_2898788943 000002|2898788943|2898788948|151938-192652: 7,364-28,854 (+)
endolysin (CDS_0019) 24

8 11 16 17 18 TZO 21 2223 T275£ranscriptional regulator (CDS_0026)

IMGVR_UViG_3300029167_000063|3300029167]|Ga0120260_100037|101206-141307: 6,851-28,206 (+)
10000 nt {
DNA, RNA and nucleotide metabolism integration and excision lysis tail transcription regulation unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB)
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