anti-termination protein Q-like (CDS_0053) HNH endonuclease (CDS_0060)
transcriptional regulator (CDS_OOgl) Rz-like spanin (CDS_0058)
52 | 54 55 56 57 59 61
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IMGVR_UViG_2516143081_000004(2516143081|2516152745[80352-121873: 34,817-41,520 (+)
Rz-like spanin (CDS_0048)

49 50
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ivig 1358:26,307-32,934 (+)
anti-termination protein Q-like (CDS_0051)
transcriptional repressor (CDS_0046)
transcriptional activator (CDS_0045) Rz-like spanin (CDS_0056)
| 47 50 52 57
[ N S R I — I

Rz-like spanin (CDS_0051)
transcriptional repressor 52 53

I I N E— I I -
IMGVR _UVIG_2585427743 000011|2585427743]2585455556|22426-62029:32,719-39,602 (+)
Rz-like spanin (CDS_0056)
50 51 52 57 VP1839_VP1839 (CDS_0058)
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TemPhD_cluster_18977:30,329-39,340 (+)
anti-termination protein Q-like (CDS_0042)
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44 49
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uvig_108335:27,630-36,187 (+)
50 51 52 Rz-like spanin (CDS_0056) 57
| S R L I I I
IMGVR_UVIG_2693429774_000011|2693429774|2693473077|100998-141166:31,074-40,167 (+)
anti-termination protein Q-like (CDS_0038)
MTase_II_00118 Type (CDS_0033) 39 40
I ] I I I

S S —
uvig_39286:21,575-31,317 (+)
Rz-like spanin (CDS_0052)

anti-termination protein Q-like (CDS_0046) holin (CDS_0050)
47 48 49endolysin (CDS_0051) 53 54
— L& ;I | I I
uvig_371206:29,326-39,021 (+)
49 50

—
IMGVR_UViG_2721755496_000006|2721755496|2721800922|3679468-3720335: 32,314-40,866 (+)

anti-termination protein Q-like (CDS_0039)
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MGV-GENOME-0219900: 23,644-31,534 (+)
anti-termination protein Q-like (CDS_0046)
47 52
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transcriptional regulator (CDS_0048)
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43 primosomal protein (CDS_0044) 50 51 52
N — I S D I
TemPhD_cluster_18978:29,037-39,340 (+)
Rz-like spanin (CDS_0051)
46 47 52 53
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TemPhD_cluster_61521:29,786-38,290 (+)
anti-termination protein Q-like (CDS_0043)
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anti-termination protein Q-like (CDS_0043)
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uvig_56256:24,098-32,639 (+)

52 53
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TemPhD_cluster_19771:32,940-41,720 (+)

anti-termination protein Q-like (CDS_0052)

|
j

TemPhD cluster_23513 :31,429-41,386 (+)
Rha-like transcriptional regulator (CDS_0048)
VCAO0399 (CDS_0042) Rz-like spanin (CDS_0047)
anti-termination protein Q-like (CDS_0041) 43 endolysin (CDS_0046) 49 50

s BN e — e E—
uvig_584213:24,981-33,496 (+)

holin/anti-holin (CDS_0049)
PDC-520_WP_004742720.1 (CDS_OOZ{‘s)
anti-termination protein Q-like (CDS_0047) endolysin (CDS_0050) 52 terminase large subunit (CDS_0001)

e — | —
TemPhD_cluster_27671:31,862-40,372 (+); 1-1,734 (+)
47 PDC-520_WP_004742720.1 (CDS_0048)

TemPhD_cluster_21923:29,368-38,123 (+); 1-1,734 (+)
anti-termination protein Q-like (CDS_0053)
PDC-520_ WP_004742720.1 (CDS_0054)
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TemPhD_cluster_22657:32,105-40,640 (+); 1-1,734 (+)
anti-termination protein Q-like (CDS_0039)
PDC-520_ WP_004742720.1 (CDS_0040) 44
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uvig_107601: 22,658-31,355 (+)
anti-termination protein Q-like (CDS_0048)

FS_HP_SDH_sah__SDH_sah (CDS_0049)
S e — e EE—— I E— — e ——

TemPhD_cluster_24764:30,507-39,261 (+); 1-1,734 (+)
anti-termination protein Q-like (CDS_0051)
52 56
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TemPhD_cluster_42586:31,781-39,497 (+); 1-1,734 (+)

anti-termination protein Q-like (CDS_0049) DS-1_DS-1A (CDS_0051)
S-1_DS-1B (CDS_0050) 55 56

5 1
TemPhD_cluster_10855:31,299-41,158 (+); 1-1,734 (+)
anti-termination protein Q-like (CDS_0046) DS-1_DS-1A (CDS_0048)

Ds-1_Ds-1B (CDS_0047) 52
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TemPhD_cluster_36480:31,021-40,447 (+); 1-1,734 (+)
anti-termination protein Q-like (CDS_0048) Rz-like spanin (CDS_0053)
PDC-520_WP_004742720.1 (CDS_0049)
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TemPhD_cluster_23522 :33,113-41,173 (+); 1-1,734 (+)
anti-termination protein Q-like (CDS_0045) DS-1_DS-1A (CDS_0047)

DS-1_Ds-1B (CDS_0046)

I S
TemPhD_cluster_17569:31,422-40,325 (+); 1- 1734( )
anti-termination protein Q-like (CDS_0046) 47  FS_HsdR_like_ DUF6731 (CDS_0048)

T ]
TemPhD_cluster_43250:29,535-37,124 (+); 1- 1734( )

anti-termination protein Q-like (CDS_0046)
47 51

1 N S —— — I I N I
IMGVR _UViG_2585427747_000001|2585427747|2585456408: 28,970-38,009 (+)
anti-termination protein Q-like (CDS_0050)
51 52 VP1839_VP1839 (CDS_0056)
S A I I I I —
TemPhD_cluster_24441:34,323-42,303 (+); 1- 1734( )
43 44 45
| A S R S S ] I e
TemPhD_cluster_51530:25,952-34,600 (+); 1-1,734 (+)

anti-termination protein Q-like (CDS_0048)
49 50
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uvig_187304:30,808-39,448 (+)
anti-termination protein Q-like (CDS_0050) 51 52

L e e ——
TemPhD_cluster 42412:31,685-39,944 (+); 1- 1734( )
Rz-like spanin (CDS_0055)
51 52 56 57

IMGVR_UVIG_2690316296_000007|2690316296]2690371263|85844-127189:33,678-41,344 (+)
50 51 52
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¥ i -129373:32,827-41,817 (+)
36 37

S N 1 — I N I —— I
uvig_166415:20,997-29,987 (+)

anti-termination protein Q-like (CDS_0050) 51 52 53
N ——— I — I
IMGVR_UViG_2681813201_000021|2681813201|2681865895|9336-49534: 31,189-40,197 (+)

50 51
I S I I — 1
TemPhD_cluster_32305: 33,439-41,793 (+); 1-1,734 (+)
49 50 54
N — | I I 1
TemPhD_cluster_32324:33,318-41,706 (+); 1-1,734 (+)
47 48
I I — e

e S W——
TemPhD_cluster_15711:32,165-40,125 (+); 1-1,734 (+)
anti-termination protein Q-like (CDS_0049)
MTase_II_00164 Type (CDS_0050) 51

IMGVR_UViG_3300028960_000080|3300028960|Ga0169754_100066]19154-61053: 31,883-41,898 (+)
anti-termination protein Q-like (CDS_0044)
MTase_II_00164 Type (CDS_0045) 46
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TemPhD_cluster_27661:30,693-40,499 (+); 1-1,734 (+)
Rz-like spanin (CDS_0050)
MTase_II_00164 Type (CDS_0046) 47 51
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uvig_110542:29,414-37,968 (+)

RM_Type_ll__Type_ll_MTases_FAM_36 (CDS_0050)
47 48 49

Y [N A —
TemPhD_cluster_61432: 28,366-38,639 (+); 1-1,734 (+)
anti-termination protein Q-like (CDS_0041) 42 43 RM_Type_ll_Type_ll_MTases_FAM_36 (CDS_0044)
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MGV-GENOME-0291117: 24,034-34,305 (+)
49 50 51 RM_Type_ll_Type_ll_MTases FAM_36 (CDS_0052)

TemPhD_cluster_60656:33,237-42,872 (+); 1-1,734 (+)

49 50 51 RM_Type_ll_Type_ll_MTases_FAM_36 (CDS_0052)
N 1 —— I N — L\ ] I
IMGVR_UViG_2630968533_000007|2630968533]2631001868|4061249-4104063: 32 444-42 813 (+)
anti-termination protein Q-like (CDS_0035) 36 37 RM_Type_ll_Type_ll_MTases_FAM_36 (CDS_0038)
S T O Ty SO gy /gy W N S D g GO O gy W W
MGV-GENOME-0214920: 20,920-30,642 (+)
anti-termination protein Q-like (CDS_0043) 44 45 RM_Type_ll_Type_ll_MTases_FAM_36 (CDS_0046)

IMGVR_UVIG_2778261386_000007|2778261386|2778306158|21863-60840: 29,264-38,976 (+)
49 50 51 52 53 RM_Type_Il_Type_|l_MTases_FAM_36 (CDS_0054)

e ) S E—
TemPhD_cluster_49829:29,990-40,710 (+); 1-1,734 (+)
anti-termination protein Q-like (CDS_0051)
PDC-M53A_WP_156404564.1 (CDS_0053)
PDC-M53B_WP_095068337.1(CDS_0052) 54 RM_Type_ll_Type_Il_MTases_FAM_36 (CDS_0055)

IMGVR_UViG_2909303794_000010|2909303794|2909303794|3923312-3967378:33,179-44,065 (+)
PDC-M53B_WP_095068337.1 (CDS_0049)
anti-termination protein Q-like (CDS_0048) PDC-M53A WP_156404564.1 (CDS_0050)

—— E—— S E—
TemPhD_cluster_27600: 32,009-40,775 (+); 1-1,734 (+)

anti-termination protein Q-like (CDS_0050)
FS_HP_SDH_sah_ SDH_sah (CDS_0051)

IMGVR_UViG_2547132281_000014|2547132281|2547213540|31378-71848:31,297-40,469 (+)
47 48

IMGVR_UViG_2718218135_000005|2718218135|2718228660[3619825-3659060: 30,648-39,234 (+)
46 47 DS-8_DS-8 (CDS_0048)

e I —
TemPhD_cluster_14179:31,702-43,179 (+); 1-1,734 (+)

anti-termination protein Q-like (CDS_0048)
PDC-520_WP_004742720.1 (CDS_0049)
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TemPhD_cluster_29934:31,244-40,416 (+); 1-1,734 (+)

DS-1_DS-1B (CDS_0055)
54 DS-1_DS-1A (CDS_0056)

IMGVR_UViG_2713896905_000008|2713896905|2713927147|84384-126685: 32,132-42,300 (+)
DS-1_ DS-1B (CDS_0049)
48 DS-1_DS-1A (CDS_0050)

o I L ] s
TemPhD_cluster_49865: 30,438-40,620 (+); 1-1,734 (+)
DS-1_DS-1B (CDS_0049) nucleoid associated protein (CDS_0051)
48 [ Ds-1_Ds-1A (CDS_0050)
s A I L | I

| I A
TemPhD_cluster_61123:30,133-40,314 (+); 1-1,734 (+)
Casp4 _finished_genomes (CDS_0052)
51 DS-4_ DS-4D (CDS_0053)

TemPhD_cluster_11243:32,655-41,866 (+)
Casp4_finished_genomes (CDS_0046)
45 DS-4_ DS-4D (CDS_0047)

[ S, S, S Ty GO 0, WO O D QO G W
IMGVR_UViG_2561511241_000001|2561511241]2561542231|293501-334144: 32,081-40,642 (+)
47 48 49 RM_Type_ll_Type_ll_MTases_FAM_36 (CDS_0050)
I R N N S R — e

o el ——— — —
TemPhD_cluster_50169: 30,063-39,767 (+); 1-1,734 (+)
RM_Type_Il_Type_|l_MTases_FAM_36 (CDS_0048)
anti-termination protein Q-like (CDS_0045) 46 47 52
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TemPhD_cluster_43367:26,844-36,466 (+); 1-1,734 (+)

RM_Type_ll_Type_ll_MTases_FAM_36 (CDS_0047) Bor-like outer membrane protein (CDS_0051)

anti-termination protein Q-like (CDS_0044) 45 46 Rz-like spanin (CDS_0050)
S I S N N S — I
uvig_115567:25,020-35,008 (+)
anti-termination protein Q-like (CDS_0048) 49 50 RM_Type_ll_Type_ll_MTases_FAM_36 (CDS_0051)
. N S S— I I

I R
TemPhD_cluster_36704_:30,526-39,739 (+); 1- 1734( )
transposase (CDS_0042)
anti-termination protein Q-like (CDS_0040) 41 43 44  RM _Type_ll_Type_ll_MTases_FAM_36 (CDS_0045)
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MGV-GENOME-0232591:23,508-33,812 (+)
anti-termination protein Q-like (CDS_0040)
41 42 43 RM_Type_ll_Type_ll_MTases_FAM_36 (CDS_0044)

e N 1 ————
MGV-GENOME-0232119: 23,450-33,735 (+)
anti-termination protein Q-like (CDS_0040)
41 42 43  RM_Type_|l_Type_ll_MTases_FAM_36 (CDS_0044)
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uvig_316764:23,288-32,260 (+)

anti-termination protein Q-like (CDS_0056)
57 58 59 RM_Type_Il_Type_|l_MTases_FAM_36 (CDS_0060)
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uvig 288870:44,675-54,994 (+)
RM_Type_ll_Type_ll_MTases_FAM_36 (CDS_0053)
49 50 51 52
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IMGVR_UViG_2540341091_000003|2540341091|2540348122|965747-1008993: 33,121-43,245 (+)

RM_Type_II_Type_ll_MTases_FAM_36 (CDS_0049)
45 46 47 Rha-like transcriptional regulator (CDS_0053)
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TemPhD_cluster_50457:28,154-38,789 (+); 1-1,734 (+)
anti-termination protein Q-like (CDS_0047) KwaA_00010 Unknown (CDS_0049)
KwaB_00004 DUF4868 (CDS_0048)

5 N 1 ] I I
IMGVR_UViG_2778261089_000001|2778261089|2778277966: 31,760-40,602 (+)
anti-termination protein Q-like (CDS_0047) KwaA_00010 Unknown (CDS_0049)
KwaB_60004 DUF4868 (CDS_0048)
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TemPhD_cluster_24811:29,589-38,376 (+); 1-1,734 (+)
KwaB_00004 DUF4868 (CDS_0051)
50 KwaA_00010 Unknown (CDS_0052)
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TemPhD_cluster_49778:31,623-40,894 (+)
anti-termination protein Q-like (CDS_0042) KwaA_00010 Unknown (CDS_0044)
KwaB_00004 DUF4868 (CDS_0043)
S I R I I

e R — | —
MGV-GENOME-0254330: 24,913-34,184 (+)

KwaB_00004 DUF4868 (CDS_0048)
47 KwaA_00010 Unknown (CDS_0049)
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IMGVR_UViG_2778261153_000009|2778261153|2778285260|32150-73449: 32,340-41,298 (+)
KwaB_00004 DUF4868 (CDS_0049)
48 KwaA_00010 Unknown (CDS_0050) 54 55 56
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TemPhD_cluster_18500:31,018-40,758 (+)
anti-termination protein Q-like (CDS_0041)
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MGV-GENOME-0236005: 24,757-34,520 (+)
anti-termination protein Q-like (CDS_0045)
DS-1_DS-1B (CDS_0046) DS-1_DS-1A (CDS_0047)

I I
TemPhD_cluster_23712_:30,090-38,856 (+); 1-1,734 (+)

anti-termination protein Q-like (CDS_0045) DS-1_DS-1A (CDS_0047)
DS-1_DS-1B (CDS_0046)
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TemPhD_cluster_42002: 31,944-40,964 (+); 1-1,734 (+)

anti-termination protein Q-like (CDS_0046) DS-1_ DS-1A (CDS_0048)
DS-1_DS-1B (CDS_0047) transposase (CDS_0049)
COOC e K —C +—1 0 J < HOHT D
N S ————— ] I I I I
IMGVR_UViG_2563366998 _000006|2563366998|2563401158|24168-65210:31,077-41,041 (+)
Rz-like spanin (CDS_0053)
DS-1_DS-1B (CDS_0049) DS-1_DS-1A (CDS_0050) 52 54
[ R R D S G L B B e s s
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IMGVR_UViG_647533161_000004|647533161|647536608|230493-270346: 31,568-39,852 (+)
Rz-like spanin (CDS_0053)
54 55
OO X K HOE P HO-C T KO
| I I I
IMGVR_UViG_3300029671_000217|3300029671|Ga0245181_100038|76282-117700: 32,484-41,417 (+)
anti-termination protein Q-like (CDS_0044) DS-1_DS-1A (CDS_0046)
DS-1_DS-1B (CDS_0045) 50 51
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uvig_211706:27,087-37,487 (+)
transposase (CDS_0048)
transposase (CDS_0049)
‘ DS-1_DS-1B (CDS_0050)

anti-termination protein Q-like (CDS_0046) 47 DS-1_ DS-1A (CDS_0051)
S S O, FU, S— O, S g W WO S SO W S W oy Gl W W
IMGVR_UViG_2563366828_000005|2563366828|2563392089(24168-64787:31,077-40,618 (+)
anti-termination protein Q-like (CDS_0053) DS-1__DS-1A (CDS_0055)
BS-l_DS-lB (CDS_0054) 60 61

ivig_2626:35,040-44,705 (+)
anti-termination protein Q-like (CDS_0047)
48 DS-8__DS-8 (CDS_0049)
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TemPhD_cluster_36580_: 29,184-40,136 (+)

transcriptional activator (CDS_0040) PDC-M53B_WP_095068337.1 (CDS_0047) PDC-545_WP_022347781.1 (CDS_0052)
primosomal protein (CDS_0039) 46 PDC-M53A WP_156404564.1 (CDS_0048)

e ———

TemPhD cluster_20538:29,659-40,246 (+); 1-1,734 (+)
PDC-M53B_WP_095068337.1 (CDS_0047)

46 PDC-M53A WP_156404564.1 (CDS_0048)

s ——S —
TemPhD_cluster_20529: 30,946-40,247 (+); 1-1,734 (+)

PDC-M53A_WP_156404564.1 (CDS_0053) PDC-545 WP_022347781.1 (CDS_0057)
PDC-M53B_WP_095068337.1 (CDS_0052) Rz-like spanin (CDS_0056)
R My G gy B, s o gy WSS g B B

IMGVR_UViG_2547132279_000012|2547132279|2547213145|36568-78199:33,787-41,630 (+)
PDC-M53B_WP_095068337.1 (CDS_0044)
anti-termination protein Q-like (CDS_0043) PDC-M53A WP_156404564.1 (CDS_0045)
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MGV-GENOME-0242066: 26,907-35,509 (+)
PDC-M53B_WP_095068337.1 (CDS_0048)
anti-termination protein Q-like (CDS_0047) PDC-M53A_WP_156404564.1 (CDS_0049)

TemPhD_cluster_42220:31,134-40,382 (+); 1-1,734 (+)
PDC-M53B_WP_095068337.1 (CDS_0047)
anti-termination protein Q-like (CDS_0046) 48 PDC-M53A_ WP_156404564.1 (CDS_0049)

N S ——— e ——— e~ —
IMGVR_UViG_2671181134_000016|2671181134|2671320852|15416-55635:30,973-40,218 (+)
transposase (CDS_0050)
Rz-like spanin (CDS_0049) 51 52
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KC736978.1:32,429-41,473 (+)
anti-termination protein Q-like (CDS_0040)
41 RM_Type_ll_Type_ll_MTases FAM_36 (CDS_0042)

i#

MGV-GENOME-0227110: 24,259-32,763 (+)
anti-termination protein Q-like (CDS_0039)
40 RM_Type_ll_Type_ll_MTases_FAM_36 (CDS_0041)

§+

MGV-GENOME-0226075: 23,412-32,580 (+)
anti-termination protein Q-like (CDS_0048)
49  RM_Type_Il_Type_|l_MTases_FAM_36 (CDS_0050) 54
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TemPhD_cluster_36349:31,417-40,955 (+); 1-1,734 (+)

anti-termination protein Q-like (CDS_0047)
48 RM_Type_ll_Type_ll_MTases_FAM_36 (CDS_0049)
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TemPhD_cluster_25898:31,793-40,301 (+); 1-1,734 (+)

anti-termination protein Q-like (CDS_0049)
50 51 RM_Type_ll_Type_ll_MTases_FAM_36 (CDS_0052)
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uvig 482495:31,253-41,510 (+)
anti-termination protein Q-like (CDS_0050)
PDC-S42_WP_165601015.1 (CDS_0052)
51 53 RM_Type_Il_Type_|ll_MTases_FAM_36 (CDS_0054)
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TemPhD_cluster_36431:30,909-40,620 (+); 1-1,734 (+)
anti-termination protein Q-like (CDS_0049)
PDC-542_WP_165601015.1 (CDS_0051)
50 52 RM_Type_ll_Type_ll_MTases_FAM_36 (CDS_0053)
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MGV-GENOME-0296666:31,022-40,731 (+)

anti-termination protein Q-like (CDS_0043)
PDC-542_WP_165601015.1 (CDS_0045)
44 46 RM_Type_ll_Type_ll_MTases_FAM_36 (CDS_0047)
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MGV-GENOME-0240684: 26,253-35,323 (+)

anti-termination protein Q-like (CDS_0039) DS-1_DS-1A (CDS_0041)
Ds-1_Ds-1B (CDS_0040) 42 RM_Type_ll_Type_ll_MTases_FAM_36 (CDS_0043)
S S — L TN N S — — I
uvig 296769:21,821-32,676 (+)
anti-termination protein Q-like (CDS_0020) DS-1_DS-1A (CDS_0022) RM _Type_ll_Type_ll_MTases_FAM_36 (CDS_0024)

Ds-1_Ds-1B (CDS_0021) [ 23 [ portal protein (CDS_0030) 31
S/ T T SO SU—y W— W, W W gy Gy W gy W W—;
uvig_143668:8,189-19,637 (+)

PDC-520_WP_004742720.1 (CDS_0048)

47 49 RM_Type_ll_Type_ll_MTases_FAM_36 (CDS_0050)
I T I — I I
IMGVR_UVIG_2563366875 000002|2563366875\2563394662|68623 108852: 31 011-40,228 (+)

anti-termination protein Q-like (CDS_0043)
OmpD (VF0969) (CDS_0044) 45 RM_Type_ll_Type_ll_MTases_FAM_36 (CDS_0046)
& p — " | |

L e L ————————
TemPhD_cluster_26177:28,173-38,013 (+); 1- 1734( )
anti-termination protein Q-like (CDS_0038)
OmpD (VF0969) (CDS_0039) 40 RM_Type_ll_Type_|ll_MTases_FAM_36 (CDS_0041)

:

uvig_542358:22,017-32,499 (+)
anti-termination protein Q-like (CDS_0041)

OmpD (VF0969) (CDS_0042) 43 RM_Type_ll_Type_Il_MTases_FAM_36 (CDS_0044)
—— — e — N F— ———— —

MGV-GENOME-0237315:25,213-34,769 (+)
DS-42_DS-42B (CDS_0054)
DS-42__DS-42C (CDS_0053
52 ‘ DS-42__DS-42A (CDS_0055)

IMGVR_UViG_2778261274 000007|2778261274|2778295685|34449-78644: 35,413-44,194 (+)
DS-42_DS-42B (CDS_0051)
DS-42_DS-42C (CDS_0050)
49 |  DS-42_DS-42A(CDS_0052)

TemPhD_cluster_21183:30,644-40,065 (+); 1-1,734 (+)
anti-termination protein Q-like (CDS_0041) DS-42_DS-42B (CDS_0043)
D§-42_DS-42C (CDS_0042§ DS-42__DS-42A (CDS_0044)

I N S I I | I
uvig_530249: 26,200-35,679 (+)
anti-termination protein Q-like (CDS_0051) DS-42__DS-42B (CDS_0053)
D$-42_DS-42C (CDS_0052)  DS-42_DS-42A (CDS_0054) 58
I S I _—

e S W——
TemPhD_cluster_32267:32,236-41,943 (+); 1-1,734 (+)
anti-termination protein Q-like (CDS_0053)
transposase (CDS_0051]
transposase (CDS_0049) l DS-42_DS-42B (CDS_0055)
48 transposase (CDS_0050) 52 DS-42_DS-42C (CDS_0054) DS-42_DS-42A (CDS_0056)

IMGVR_UViG_2537562195_000009|2537562195|2537633451|1654686-1696700: 29,843-42,013 (+)
anti-termination protein Q-like (CDS_0048) DS-1_DS-1A (CDS_0050)
DS-1_DS-1B (CDS_0049)

|
|
+

MGV-GENOME-0288264:29,885-39,671 (+)
DS-1_DS-1B (CDS_0049)
48 DS-1_DS-1A (CDS_0050)

TemPhD_cluster_49881:30,764-40,552 (+); 1-1,734 (+)
anti-termination protein Q-like (CDS_0050) DS-1_DS-1A (CDS_0052)
DS-1_DS-1B (CDS_0051)

N A
TemPhD_cluster_41823:32,372-41,504 (+); 1-1,734 (+)
anti-termination protein Q-like (CDS_0049)
DS-1_DS-1B (CDS_0050) DS-1_DS-1A (CDS_0051)

5 1
TemPhD_cluster 41561:32,479-42,260 (+); 1-1,734 (+)
anti-termination protein Q-like (CDS_0048) DS-1__DS-1A (CDS_0050)

Ds-1_Ds-1B (CDS_0049)

TemPhD_cluster_29790:31,239-40,884 (+); 1-1,734 (+)
45 46 47

TemPhD_cluster_61275:31,123-39,356 (+); 1-1,734 (+)
anti-termination protein Q-like (CDS_0047)
FS_HP_SDH_sah_ SDH_sah (CDS_0048)

\
EA0H

TemPhD_cluster_36936_:30,905-39,047 (+); 1-1,734 (+)
anti-termination protein Q-like (CDS_0049) 50 51 52 RM_Type_ll_Type_ll_MTases_FAM_36 (CDS_0053)

1
TemPhD_cluster_36150: 32,066-41,727 (+); 1-1,734 (+ )

48 PDC-520 WP_004742720.1 (CDS_0049) 53
T ) CHNIS wy T/ B Wi B g B B

TemPhD_cluster_21865:31,382-39,667 (+); 1-1,734 (+)
47 PDC-520_WP_004742720.1 (CDS_0048)

TemPhD_cluster_61552:29,223-38,158 (+); 1-1,734 (+)
anti-termination protein Q-like (CDS_0048)
PDC-520_ WP_004742720.1 (CDS_0049)

uvig_323542:29,074-38,006 (+)
anti-termination protein Q-like (CDS_0045)

PDC-520 WP_004742720.1 (CDS_0046) 50
D ) R E— ), SO oy W S Ny WD W O,
TemPhD_cluster_27977:30,484-38,605 (+); 1-1,734 (+)
PDC-520_WP_004742720.1 (CDS_0049)
48 Rz-like spanin (CDS_0052)
s, T, I e
TemPhD_cluster_49642:32,413-41,353 (+); 1-1,734 (+)
50 51 55
I A I I S— s
TemPhD_cluster_16872:34,311-41,802 (+); 1-1,734 (+)
50 51
[ S, 0 0, F —, T, SOy W S N W Wy W
IMGVR_UViG_2778261673_000007|2778261673|2778334908|51569-91876: 32,166-40,306 (+)
anti-termination protein Q-like (CDS_0047) DS-1_DS-1A (CDS_0049)
BS-l_DS-lB (CDS_0048)
I N RN, —

I R
TemPhD_cluster 27818:30,412-39,711 (+); 1-1,734 (+)
anti-termination protein Q-like (CDS_0049) DS-1_DS-1A (CDS_0051)
>S-1_DS-1B (CDS_0050)

I
[

IMGVR_UVIG_2619619135_000001|2619619135[2619669497|57781-98121: 31,043-40,339 (+)
DS-1_DS-1B (CDS_0043)
42 DS-1_DS-1A (CDS_0044)

TemPhD_cluster_51098:27,306-36,416 (+); 1-1,734 (+)
DS-1_DS-1B (CDS_0050)
49 DS-1_DS-1A (CDS_0051)

|
\
é*

— . S —
TemPhD_cluster_49218: 33,360-42,626 (+); 1-1,734 (+)

anti-termination protein Q-like (CDS_0045)
PDC-520_WP_004742720.1 (CDS_0046) 50 51

s S E—
TemPhD_cluster_32851:30,613-39,923 (+); 1-1,734 (+)
44 PDC-520_WP_004742720.1 (CDS_0045)

P e L e e — —————1 I E— I I
IMGVR_UViG_2541047828_000002|2541047828|2541174281|20564-59701:29,828-39,136 (+)
Rz-like spanin (CDS_0048)
41 PDC-520_WP_004742720.1 (CDS_0045) 49 50
N ] I E— I I
uvig_422521: 28,405-36,568 (+)
VCA0368 (CDS_0048)
47 VCA0367 (CDS_0049) 50 RM_Type_ll_Type_ll_MTases_FAM_36 (CDS_0051)

TemPhD_cluster_61091:29,511-40,503 (+); 1-1,734 (+)

IMGVR_UViG_2645727608_000017|2645727608|2645739190|3-42044: 33,095-42,040 (+)
anti-termination protein Q-like (CDS_0048)

49 50
I — — — S — E— I ——
TemPhD_cluster_25913:31,848-40,154 (+); 1- 1734( )
49 50 51 55
I S E—— — ——— B B e e —

5 N 5 —
TemPhD_cluster_18955: 30,903-40,206 (+); 1-1,734 (+)
Rz-like spanin (CDS_0048)
45 49 50

L BB | I
MGV-GENOME-0264951:29,595-36,261 (+)
anti-termination protein Q-like (CDS_0045)
46 51
I R LI ____§§ | I

L e~ ——
uvig_188699:30,979-38,469 (+)
anti-termination protein Q-like (CDS_0046)
transcriptional activator (CDS_0041) 47

D ——————

TemPhD _cluster_33051:30,495-39,264 (+); 1-1,734 (+)
DS-21_DS-21C (CDS_0047)

anti-termination protein Q-like (CDS_0046) 48 DS-21_DS-21A (CDS_0049)

e
TemPhD_cluster_32300: 32,856-41,821 (+); 1-1,734 (+)
DS-21_DS-21C (CDS_0047)
46 48 DS-21_DS-21A (CDS_0049)

T — ) — . —— —
TemPhD_cluster_61519:28,681-38,295 (+); 1-1,734 (+)

DS-21_DS-21C (CDS_0046)
anti-termination protein Q-like (CDS_0045) 47 DS-21_DS-21A (CDS_0048)

I
uvig 540357:29,633-38,589 (+)
DS-21_DS-21C (CDS_0035)
anti-termination protein Q-like (CDS_0034) 36 DS-21_DS-21A (CDS_0037)

MGV-GENOME-0205860: 19,894-29,028 (+)

DS-21_DS-21C (CDS_0039)
anti-termination protein Q-like (CDS_0038) 40 DS-21_DS-21A (CDS_0041)

ik

MGV-GENOME-0220200:21,161-31,587 (+)
anti-termination protein Q-like (CDS_0049)

50 51
S S, ) O Oy WS Oy WO D D WY W W
IMGVR_UViG_2541047899_000005|2541047899|2541177398|22282-64207:33,565-41,924 (+)
anti-termination protein Q-like (CDS_0048)
49 50
| N S E— N I E— T
TemPhD_cluster_49770:31,890-40,925 (+); 1-1,734 (+)
anti-termination protein Q-like (CDS_0048)
49
NN -_— I

e N S F——
TemPhD_cluster_36852_:30,808-39,308 (+); 1-1,734 (+)
anti-termination protein Q-like (CDS_0046)
47

E%

uvig_84457:29,340-37,060 (+)

anti-termination protein Q-like (CDS_0049)

|
|
u
!

TemPhD_cluster_47888:39,437-47,165 (+); 1-1,734 (+)

53 54 59
S, EE S P —— T T N D Gl B g

IMGVR_UViG_2671180770_000025|2671180770|2671273812|13820-54838:32,661-41,017 (+)
53 54 58 59

TemPhD_cluster_49461:33,704-41,924 (+); 1-1,734 (+)
anti-termination protein Q-like (CDS_0041)

42 43
5 S N —— I I -_— I I I
MGV-GENOME-0278822: 24,288-33,615 (+)
PD-T4-10_A_WP_169837300.1 (CDS_0049) Rz-like spanin (CDS_0053)
48 50 54

IMGVR_UViG_2802429226_000008|2802429226|2802449947|63082-104205: 31,488-41,122 (+)
PD-T4-10_A_WP_169837300.1 (CDS_0049)
anti-termination protein Q-like (CDS_0048) 50

— S ——— . —
TemPhD_cluster_36512_:30,692-40,355 (+); 1-1,734 (+)

49 50 53

w
N

IMGVR_UViG_2537562223_000005|2537562223|2537635946|64297-104718: 31,886-40,420 (+)
anti-termination protein Q-like (CDS_0047)
48

S 1 | ——————§ — ;& — | N
TemPhD_cluster_36715_:31,132-39,688 (+); 1-1,734 (+)

50 51 55
) S 0 S S E— Sy W W SO D g D gy Wy W
IMGVR_UViG_2563366992_000001|2563366992|2563400913|62017-103984: 33,035-41,966 (+)

anti-termination protein Q-like (CDS_0050)
51

e N S ——— I N L} e —
TemPhD_cluster_41945:32,694-41,096 (+); 1-1,734 (+)

44 45

I I B S s

e e e T ST —
TemPhD_cluster_51152:27,436-36,192 (+); 1-1,734 (+)
anti-termination protein Q-like (CDS_0049)

50
S S N S I
TemPhD_cluster_33003:32,477-39,360 (+); 1-1,734 (+)

48 49

TemPhD_cluster_61352:31,417-38,949 (+); 1-1,734 (+)

anti-termination protein Q-like (CDS_0044)
45

|
19

MGV-GENOME-0259922: 26,259-33,140 (+)
anti-termination protein Q-like (CDS_0045)
46

MGV-GENOME-0243078:27,742-35,662 (+)
anti-termination protein Q-like (CDS_0051) 52

I S N — 1

TemPhD_cluster_42074:32,478-40,759 (+); 1-1,734 (+)

49 50
S, 0 S O, SO WO O 0 gy W W)
IMGVR_UViG_2695420732_000023|2695420732|2695473872|25337-64808: 31,190-39,470 (+)

anti-termination protein Q-like (CDS_0051) terminase large subunit (CDS_0002)

52 terminase large subunit (CDS_0001) _membrane protein (CDS_0003)

S T O S gy WO D D o W O W W/

TemPhD_cluster_24744:32,467-39,350 (+); 1-1,918 (+)
anti-termination protein Q-like (CDS_0047)
48 49

IMGVR_UViG_2531839180_000007|2531839180|2531871504|406153-446171: 32,018-40,017 (+)
anti-termination protein Q-like (CDS_0045)
46

|
\
|

TemPhD_cluster_43029: 30,090-38,092 (+); 1-1,734 (+)

49 50 51
I — — L T — W N I —
TemPhD_cluster_33025:32,151-39,333 (+); 1-1,928 (+)
43 48 49

TemPhD_cluster_50028: 31,280-39,466 (+)
50 51

IMGVR_UViG_2667527588_000007|2667527588|2667542871(21621-62704: 33,364-41,082 (+)
anti-termination protein Q-like (CDS_0051)
52 holin (CDS_0053)

— EEEEE———" S S S E—
uvig_117117:32,212-40,755 (+)

anti-termination protein Q-like (CDS_0039)
40 holin (CDS_0041) 44 45

MGV-GENOME-0218121:22,980-31,221 (+)
Rst_2TM_1TM_TIR_Rst_2TM_TIR (CDS_0056)
50 51  holin (CDS_0052) 55 Rst_2TM_1TM_TIR_Rst_1TM_TIR (CDS_0057)

— E—
IMGVR_UViG_647533158_000004|647533158|647536524(494699-535148: 31,359-40,448 (+)

anti-termination protein Q-like (CDS_0050)
51  holin (CDS_0052)

%

B — . E— I —
TemPhD_cluster_27851:30,601-39,692 (+); 1-1,734 (+)
54 55  holin (CDS_0056)
T I, ———— | e e
TemPhD_cluster_13298:34,423-41,109 (+); 1-1,928 (+)
46 47 holin (CDS_0048)
I EE—— E— e

o L e ———— . —
TemPhD_cluster_61378:29,899-38,855 (+); 1-1,928 (+)
anti-termination protein Q-like (CDS_0051)
52 holin (CDS_0053)

|
|
:

I B ]
TemPhD_cluster_27574:32,354-40,832 (+); 1-1,928 (+)

48 49 holin (CDS_0050)

S 1 —
TemPhD_cluster_17640: 30,740-39,430 (+); 1-1,928 (+)
anti-termination protein Q-like (CDS_0051)
52 holin (CDS_0053)

e e
TemPhD_cluster_42012:31,880-40,944 (+); 1-1,928 (+)

49 50  holin (CDS_0051)
I - I ] s N
TemPhD_cluster_50071: 32,093-39,979 (+); 1-1,928 (+)
anti-termination protein Q-like (CDS_0042)
43 44 45
I 1 — I —— I I

| A
uvig 39627:25,353-34,401 (+)
anti-termination protein Q-like (CDS_0041)

40 | 42 43 44
N A | I — LN | I
uvig_34228:23,471-32,500 (+)
Rz-like spanin (CDS_0045)
DS-1_DS-1B (CDS_0041) DS-1_DS-1A (CDS_0042) 46 47 48 49 50

! S — S ——— — _— . —
uvig_287081:24,772-34,052 (+)

anti-termination protein Q-like (CDS_0046)
47 48 49 50 51 52 53 54

|
|
]
|
|
|

IMGVR_UViG_2718218171_000005|2718218171|2718228728|3219313-3260808: 32,020-41,494 (+)
48 49 primosomal protein (CDS_0050)

IMGVR_UViG_2778261298 000002|2778261298|2778297442|43964-85425:31,115-36,619 (+)
44 primosomal protein (CDS_0045)

IMGVR _UViG_2563366923_000006|2563366923|2563396880(25267-65219:29,036-33,902 (+)
transcriptional regulator (CDS_0054)
53 primosomal protein (CDS_0055)

—— — EEEee—  E—
SAMEA1906531 _al ct97405 _vs1:36,079-41,817 (+)

transcriptional regulator (CDS_0050)
49 51 replication initiation O-like (CDS_0052)

I ———— N —
Norman_140_NODE _1_length_42453 cov_8270.462427:30,916-37,576 (+)

RecA filament binding protein Dinl (CDS_0028)

transcriptional regulator (CDS_0030)
29 31 replication initiation O-like (CDS_0032)

uvig 119893:20,238-27,491 (+)
deoxyribonucleoside 5' monophosphate phosphatase (CDS_0039)
transcriptional regulator (CDS_0045)
Er transcriptional regulator (CDS_0048)

Cll-like regulator (CDS_0044)
40 414243 \ 47 primosomal protein (CDS_0049)

I I
TemPhD_cluster_61182:24,981-35,091 (+)
transcriptional regulator (CDS_0042)
41 primosomal protein (CDS_0043)

I I

uvig_418802: 21,632-30,066 (+)
baseplate wedge subunit (CDS_0021)

baseplate protein (CDS_0020) transcriptional regulator (CDS_0028) 29 replication initiation O-like (CDS_0030)

I D
MGV-GENOME-0209915: 14,801-24,890 (+)
transcriptional repressor (CDS_0041)
ranscriptional regulator (CDS_0043)
UmuD-like protein (CDS_0040)
36 37 38 39 \ 44 replication protein (CDS_0045)

I N — I
TemPhD_cluster_22696: 24,166-34,520 (+)
transcriptional regulator (CDS_0041) 42 replication protein (CDS_0043)

?

TemPhD_cluster_32984: 24 961-34,660 (+)
excisionase (CDS_0032)

33 transcriptional regulator (CDS_0039) 40 replication protein (CDS_0041)
0 O GRS, G e G 1 SO/ S, 1/ S S/ N W, W E, —

TemPhD_cluster_42873:23,580-33,893 (+)
45 primosomal protein (CDS_0046)

|

IMGVR _UViG_2875722834 000002|2875722834|2875722834[1802716-1842707:26,042-35,150 (+)
Retron_VI_HTH (CDS_0040)
‘t'?anscriptional regulator (CDS_0042)
39 43 replication protein (CDS_0044)

?
!

IMGVR_UViG_2645727948_000017|2645727948|2645771444(27061-66799: 24,848-34,900 (+)
transcriptional regulator (CDS_0040)
41 replication protein (CDS_0042)

i*

uvig 417710:24,653-31,064 (+)

5000 nt !
DNA, RNA and nucleotide metabolism head and packaging integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail transcription regulation
— I L] |

unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB)




