endonuclease (CDS_0035)
DNA polymerase (CDS_0038)

DNA binding protein (CDS_0032) CDS_0037 CDS_0040
CDS_0031 T CDS_0033 CDS_0034 |CDS_0036 CDS_0039 CDS_0041 CDS_0042
IMGVR _UViG_2617271340_000009|2617271340|2617367236|458620-498898 21957:32859(+)
CDS_0035
IMGVR_UViG_2880395615_000003|2880395615|2880395615|768058-808498 22261:33024(+)
tail fiber protein (CDS_0026) CDS_0033
CDS_0025 CDS_0030 CDS_0032 CDS_0039
IMGVR_UViG_2548876702_000013|2548876702|2548935474(3-38158 18287:30885(+)
CDS_0036 CDS_0039 CDS_0041
[ cDs.0038 | cDs_0042
TemPhD_cluster_60826 23864:34731(+)
tail collar protein (CDS_0026) CDS_0032 CDS_0033
IMGVR_UViG_2526164613 000026(2526164613|2526180719[1-38095 18141:30822(+)
CDS_0034 CDS_0036 CDS_0038

IMGVR_UViG_2541047911_000004|2541047911|2541178001|251243-290642 21771:32384(+)
CDS_0031 CDS_0033

\ XX L O@ X [ T K K

IMGVR_UViG_2541047754_000004|2541047754|2541171049|166192-205593 21771:32530(+)

CDS_0033 CDS_0037

| XX O X ) KK K l

TemPhD_cluster_36197 22336:34092(+)
CDS_0035 CDS_0039

XK D@ X X KK T

TemPhD_cluster_29486 22665:34180(+)

CDS_0036

XK A X K ]

TemPhD_cluster_60935 23274:33939(+)

CDS_0034
\ XX H < X KK K l
TemPhD_cluster_60766 24216:35020(+)
CDS_0037

CDS_0035 | CDS_0038
\ XK X A= K K KK K
TemPhD_cluster_41564 22810:34846(+)

CDS_0034 CDS_0039
\ XX X A K DT
OTU_1634 24703:35373(+)

CDS_0035

| XX < A0 K L K K l

TemPhD_cluster_41585 23004:34087(+)

CDS_0033
CDS.0031 | CDS 0034
XK K A L K K Kl
IMGVR_UViG_3300045988_125182|3300045988|Ga0495776_ 025817 20173:31402(+)
CDS_0037
| cDs_0038
\ XK K K O KK K K

IMGVR_UViG_2734482773_000007|2734482773|2734684425|26157-68460 23444:35029(+)
CDS_0036  CDS_0038

| XX < KKK K K |

TemPhD_cluster_49062_ 23805:34725(+)

tail fiber assembly (CDS_0026) CDS_0032
tail collar protein (CDS_0025) T CDS_0033
D XK K K XK K K
Ma_2019_SRR413670_NODE_183_length_39571_cov_19.773889 17894:31568(+)
CDS_0031
short tail fiber protein (CDS_0025) T CDS_0032
/0 XK K KA K XK K K

IMGVR_UViG_2740892041_000013|2740892041|2740906111|26075-64791 17894:30714(+)
CDS_0034

| XX  IAO € o O L K K l

TemPhD_cluster_49376 23622:34589(+)

CDS_0034
| cDs_0035
XK H XA L K K K
IMGVR _UViG_2703718871_000021|2703718871|2703745997|26167-66074 21528:32635(+)
CDS_0039
CDS_0038 | CDS_0040
\ XK H XAGHKEK XK K K
TemPhD_cluster_32281 23301:34410(+)
tail fiber protein (CDS_0026) CDS_0033
CDS_0027 | cDs_0034
O —H XK H XK K K K]
MGV-GENOME-0264768 18120:31835(+)
transcriptional repressor (CDS_0040)
Retron_VI_HTH (CDS_0041)
CDS_0035 | | DNAhelicase (CDS_0042)
\ XK K AKX [ S (R S HO
uvig 314990 19370:33972(+)
CDS_0036 CDS_0037 CDS_0042

| XX DEDAG K -

IMGVR_UViG_2531839476_000018|2531839476|2531901514|234978-277938 23602:34563(+)

CDS_0036 CDS_0037

I EODEI(__ K L K S

IMGVR_UViG_2541047698_000018|2541047698|2541168431|120542-162808 22849:33871(+)

CDS_0037
CDS_0036 |  CDS.0039
\ XK [ 0 O G L K K l

TemPhD_cluster_49476 23584:34443(+)
CDS_0033 CDS_0034

\ XK DA K [ XK K

TemPhD_cluster_36174 22952:33649(+)

CDS_0031

CDS_0033
CDS_0030 | | CDS 0034
/0 XK H DAGKETK K KK K K
IMGVR_UViG_2541047897_000008|2541047897|2541177308|2-39435 18649:31978(+)
CDS_0033
CDS 0026 [ cbs 0034
0 O XK H DAKEK K KK K K

IMGVR_UViG_2737471856_000008|2737471856|2737501072|25983-64449 18267:31596(+)
CDS_0035 CDS_0036

| XX HEODEK K K KK K l

IMGVR_UViG_2721755647_000002|2721755647|2721801185|1329884-1370764 22187:33864(+)

CDS_0035
| cDs_0036
\ XK H DAKCTK K KK K K

uvig 395868 20805:32628(+)

CDS_0037 CDS_0038

| XK L DA X KK

TemPhD_cluster_49486 23554:34548(+)

CDS_0036 CDS_0037 CDS_0039CDS_0040

CHAadTTTH A K K KKK

IMGVR_UVIG_2541047835_000007|2541047835|2541174538|251431-291840 21718:32957(+)
tail fiber protein (CDS_0026)

CDS_0027 CDS_0033
CDS_0024 CDS_0028 CDS_0032 | CDS_0035
\ L L o XK DK [ XK K
IMGVR_UVIG_2778261638_000008|2778261638|2778331720(2-40223 17638:32206(+)
baseplate wedge subunit (CDS_0023) CDS_0028 CDS_0029
[ H XK H— ODACKK K K |
uvig 166460 17299:29090(+)
CDS_0038
\ XK KK K K |
uvig 369816 25073:35148(+)
CDS_0034

| XX ALK DK S

TemPhD_cluster_18935 23056:32718(+)

CDS_0037

| XK O KK ) KK K l

IMGVR_UViG_2778261180_000002|2778261180|2778288546|26311-68326 23965:34596(+)
CDS_0038 CDS_0039

AT XA X KT

TemPhD_cluster_49280 23676:34606(+)

BstA__BstA (CDS_0030) CDS_0031

O A TTTTTTTTH XK i K ]

IMGVR_UViG_2548876703_000017|2548876703|2548935938|2-39185 17091:31169(+)
BstA_BstA (CDS_0029) CDS_0030

[ 0 O XK H XK K KK K

IMGVR_UViG_2534681898_000008|2534681898|2534761379|2-38940 16491:31522(+)

DNA polymerase (CDS_0035)

CDS_0034
BstA_BstA (CDS_0030) CDS_0031CDS_0033|
0 —i XX H KKK K K K

IMGVR_UViG_2698536379_000028|2698536379|2698545771|3-39663 18287:31792(+)
BstA__BstA (CDS_0035) CDS_0036

| XX H XK L K |

IMGVR_UViG_2531839437_000014|2531839437|2531897718|74880-115937 22127:32598(+)
BstA__BstA (CDS_0035) CDS_0036

H XK L K K l

IMGVR_UViG_2526164630_000047|2526164630|2526181430|691124-732580 22068:33444(+)

-

BstA_ BstA (CDS_0037) DNA methyltransferase (CDS_0038)

| H KK L K K l

TemPhD_cluster_32149 23319:34694(+)

-

BstA__BstA (CDS_0036) CDS_0037

| H XK [ K K |

TemPhD_cluster_60790 23662:34914(+)

-

BstA_BstA (CDS_0033) CDS_0034

H KK K KK K

IMGVR_UViG_2563366870_000005|2563366870|2563394445(165973-207416 21698:34027(+)

-

BstA__BstA (CDS_0037) DNA methyltransferase (CDS_0038) CDS_0043

| XK H T O

TemPhD_cluster_35905_ 23319:34694(+)

virion structural protein (CDS_0029)

'CDS 0030 BstA_BstA (CDS_0036) CDS_0037
O O X KH XK H KK K K |
IMGVR_UViG_2693429518 000021|2693429518|2693431514(201917-244361 20105:34430(+)
CDS_0041 CDS_0046
\ XK H XX XK K KK K HO—CHJ )

TemPhD_cluster_60690 23769:39526(+)

transcriptional repressor (CDS_0044)
CDS_0039 CDS_0045

| XK H XK DK K K - )

TemPhD_cluster_15689 23433:37646(+)

CDS_0036 CDS_0037

| XK H XXX O KK K K

uvig 332008 22796:33621(+)

CDS_0036 CDS_0037

| XK H XHIK O KK K Kl

TemPhD_cluster_29655 23298:34153(+)

CDS_0035
CDS_0032 | cps_0036 CDS_0042transcriptional regulator (CDS_0043)

XX H XAKK - K oO—C 1D )

uvig_418119 20460:35632(+)

CDS_0036
CDS_0034 CDS_0037
| XK OGETK X KK K K

TemPhD_cluster_49626 23341:34336(+)

CDS_0039 CDS_0040

I o 0K X KK K

TemPhD_cluster_36046 23172:34682(+)

CDS_0034 CDS_0035

| XK X KK O KK KK

TemPhD_cluster_49627 23001:34157(+)

CDS_0036 CDS_0037

| XX | KK L K K |

TemPhD_cluster_60772 23959:34423(+)
CDS_0037 DNA methyltransferase (CDS_0038)

| XK | KK K KK K

TemPhD_cluster_29384 23353:34777(+)

DNA methyltransferase (CDS_0036) QDS_OOSB
EDS;OO37

XK X A O KK K

IMGVR_UViG_3300045988_095217|3300045988|Ga0495776_113529 21832:33434(+)

DNA methyltransferase (CDS_0033) QDS_OOSS
tail fiber protein (CDS_0026) 8D5£034

0 - XK X K - [EK 1

MGV-GENOME-0261968 18632:31526(+)
DNA methyltransferase (CDS_0037) CDS_0039

CDS_0038
XK X A K KK K K
IMGVR_UViG_2740892429 _000003|2740892429|2740983913|163879-205917 22954:35154(+)
CDS_0037
MMB_gp29_gp30_gp29 (CDS_0036) —rCDS_OO38
1 B KK [ K K
TemPhD_cluster_41620 23666:34614(+)
CDS_0035
MMB_gp29_gp30_gp29 (CDS_0034) | CDS_0036
XK I EEOAE KK L K K
TemPhD_cluster_18465 23634:34706(+)
CDS_0031
MMB_gp29_gp30_gp29 (CDS_0030) | CDS 0032
I e XK I B ALK L K K

IMGVR_UViG_2698536428_000017|2698536428|2698552302|3-40322 17600:31374(+)

virion structural protein (CDS_0029) CDS_0034
MMB _gp29_gp30_gp29 (CDS_0033) | CDS_0035

L T K H XK 1 B OACKK XK K

IMGVR_UViG_3300045988_107182|3300045988|Ga0495776_029199 18652:32925(+)

CDS_0038

CDS 0035  CDS 0039
MMB_gp29_gp30_gp29 (CDS_0034) €DS_0036 | | CDS 0040 CDS_0042
XK H O AAGHETTK XK K K

IMGVR_UViG_2675903468_000011|2675903468|2675977387|37591-79693 22709:34636(+)

baseplate wedge subunit (CDS_0024)

baseplate spike (Cbs_0022) CDS_0031
\ CDS_0025 MMB_gp29_gp30__gp29 (CDS_0030) TCDS?OO32
IMGVR _UViG_2534681661 000007|2534681661|2534690623 15841:30652(+)
CDS_0031
transposase (CDS_0025) MMB_gp29 gp30_gp29 (CDS_0030) TCD570032 CDS_0038

00 —H XK 1 A KK L (K K

IMGVR_UViG_2529292720_000015|2529292720|2529330267|1-38578 15841:31157(+)
CDS_0035

XK EO—AKK X KT

TemPhD_cluster_60920 23440:33321(+)

CDS_0035

| H ALK X [T

TemPhD_cluster_41785 23440:33318(+)

-

CDS_0036 CDS_0037

| DA KK X KT

TemPhD_cluster_32349 23441:33322(+)
CDS_0035

\ AKX X KT

TemPhD_cluster_22540 23440:33319(+)

-

-

CDS_0035 CDS_0036

| XK HEODAT KK X KK |
TemPhD_cluster_29632 23325:33268(+)

CDS_0038
| XK AKX O KK |

TemPhD_cluster_35808_ 25212:34737(+)

CDS_0036 CDS_0037

| XX | KK D &K |

uvig 427538 24480:34630(+)

CDS_0035
MMB_gp29_gp30_gp29 (CDS_0034) | CDS_0036

XK HEEOH DA K O KK

SAMN11031448_al ct981 23585:34107(+)

CDS_0036
MMB_gp29_gp30_gp29 (CDS_0035) | CDS_0037

XK DR OAC KK X KK

TemPhD_cluster_49514 22933:33809(+)

DNA methyltransferase (CDS_0031)
BstA__BstA (CDS_0030)

o XK H KKK X KK

IMGVR_UViG_2778261575_000005|2778261575|2778324920|2-38959 17091:31021(+)

DNA methyltransferase (CDS_0029)
BstA_ BstA (CDS_0028)

D o IS S KKK X KK

IMGVR_UViG_2648501361_000015|2648501361|2648523938|3-39055 16736:30729(+)

DNA methyltransferase (CDS_0035)
BstA__BstA (CDS_0034)

O KKK X KK

TemPhD_cluster_20364 22852:34032(+)

BstA_ BstA (CDS_0030) CDS_0031

O AT XK X KK

IMGVR_UViG_2541047966_000008|2541047966|2541180543|2-38892 17088:30970(+)
CDS_0029

I XK ED-ACKK X KK

IMGVR_UViG_2541047957_000006|2541047957|2541180133|2-38005 17097:29679(+)

anti-repressor (CDS_0035)
CDS_0036 $DS_OO38
CDS_0037

XX [ KHDAACKK DO-C_ KK

TemPhD_cluster_27340 22586:33029(+)

anti-repressor (CDS_0036)
CDS_0039
CDS_0037 Tcos,oo41
CDS_0038 | CDS 0042

XK K KH XK X KK K

TemPhD_cluster_23419 23747:35596(+)

anti-repressor (CDS_0032)
CDS_0033 CDS_0035
CDS_0027 CDS_0034

B 0 X K XX {ETKHDAAC KK K K

IMGVR_UVIG_2541047961_000009|2541047961|2541180361|164913-204971 18301:32603(+)

DNA polymerase (CDS_0041)
34 35 3940 43

42
& K H KK HFETTOETK I O—C HO )

IMGVR_UViG_2597489870_000001|2597489870|2597512794|1310771-1352250 22082:37989(+)

} 6000 nt i
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