MCP
Forward primer

TGACCGTGATACTCAAGATG
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SpeciesiAbon
1.G0873045.1:13040-14521
|2.NC_024711.1:83140-84612 Uncultured crAssphage complete genome
3.NC_o67-
4. 0P030757.115334-680¢ isolate 0174_55040 paral genome
5. 0P030304. Isolate 0560_110627

B isolate 1167,

isolate 1305_2196 partal genome
Isolate 1319_89500

isolate 1336_

7. 0P030927.1:14806-16278
5.0P030931.1:81755-83227
B

10, 0P030962.172073-73545 A >_103428
11.0P030971.1:89515-90987 MAG: Bacteriophage sp.Isolate 1471_114625 partal genome
15

12.0P030890.1:7 isolate 1575_

13,0P031067.1:30719-41191 olate 1820

14.0P031059. Isolate 1823

5. Isolate 1887_107

16, 0P031088.122342238 1. olate 1927_9751:

17, 0P031092.1:16894-18366 MAG Isolate 1943_49361
Isolate 1955_

19, 0P031102.1:94051-95523 WA olate 2010_53295

120, 0P031103.1:63855-65327 MAG Isolate 2015_7122

21 Isolate 2183_11657

|22, 0P072243, 1:48745-50217
123 0P072288.1:75088.76560 MAG:

isolate 2211_77741 partal genome
Isolate 2390_

Isolate 2398_33027

isolate 2594_11016 partal genome

25, 0P072353.1.74575.750.

26, 0P072387.1:74154.756: olate 2747_5:

Isolate 2957_80941
28 481 isolate 2077_87237,
20, 0P072553.1:3470-494: late 3204_8630:
30. 0P072689.1:1227-269 Isolate 3589_105;

35, 0P072629.1:10563-1203¢

36. 0P072671.1:78510-79982 WAG

7. isolate 4249

33, 0P072897.1:87583-89055 WA olate 4279_1347

39 0P072015.1:39633-41105 MAG: Bacteriophage sp.Isolate 4326_113183 partal genome
2917, Isolate 4327

TGACCGTGATACTCAAGATG]
TGACCGTGATACTCAAGATG
TGACCGTGATACTCAAGATG)
TGACCGTGATACTCAAGATG

0 opor X
1. 0P072028 12051432 23_ 86277 prta enome
2 opor293s 15484456318 Mac Isoae PF-po57_
Isoate 0180
44 Po7058 114788 16280 oiste 0150
5. oPo7a071 18041781888 MAG Isoate 0185,
e
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B s atstepr-U51_102183 parl g TGACCETGATACTCARGAT G
2. oPoraosa Isolte0160_16570

m islate 01682

/45 0P073071.1:80417-8188:
[46. 0P073106.1:42192-43664 MAG

olate 0188_41570 partal genome.
Isolate 0235_100860

a7, Isolate 0597_88707,
43, 0P073208.111195-12667 olate 0686_2776
49, 0P073463. Isolate 0791_2595:
50.0P07 Isolate 0895,

51,0P073589.1:11475-12047
52.0P073726.183272-84744

53.0P073811.1:1 isolate 1297_
54.0P073902.1:13254-14726 olate 1408_7856¢
5. 0P073971.1:81500-82972 MAG Isolate 1488_53361
56.0P07 isolate 1735_

57, 0P074281171305-72777

55, 0P074315.1.63035-64507 NAG Isolate 1899_

59, 0P074447. olate 2260_

60, 0PO74503.1:11390- olate 2330_30:

61, 0P074641.1:11374-12846 MAG Isolate 2493_370:
2. Isolate 2547

63.0P074742.1:11388-12860
64, 0P074775.1:82416-83888 NAG

66, 0P074522.185115-86588

67. 0P074980.1:11246-12718 MAG:
63.0P075077.

64326
Isolate 2650_36736
Isolate 2683
isolate 2714 5133
Isolate 2879_3295

Isolate 2962_
69, 0PO75117.1:1 isolate 3009_
70.0P075222.1:8101

1.0P0; ¥

72 opo7s247. tate 31441
173.0P075268.1:82277-83; olate 3172_2345

74.0P075262.1:56451-57

176, 0P075506.1.79338.80¢ olate 3451_5191:
77.0P075554.1:14069-15541

olate 3529_106758 complete genome
Isolate 3585_157

o1 oporssar 127510 20991 oot 3502
52 opurase? tsoos0 155 lte 3618 34827 parta anome
53 opure720 11002 83578 MAC Isolte 3696 21560
iotte 3657
o5 opurssse 162775 e 3859_34061patl gonome
50 Opo7aea9 111011 13383 MG Ioollo 3838
o ey TGAGGGTGATAGTCAAGATG
£
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52.0P073726.1832728

olate 1161_68206

53, 0P073611.1:11306-12778 MAG

Isolate 1297_4974:

54.
55, 0P073971.1:81500-82072 WA

Isolate 1408_

56. 0P074165.1:79113-80585 MAG: Bacteriophage

) 53861
5p. isolate 1735_57172 partal genome
Isolate 16

isolate 1899_46159 partal genome

Isolate 2260,

63.

6.

70

73. 0p0

1 Isolate 2330
61, 0PO74541.1:11374-12845 isolate 2493
62 0P074590.1:57590-5906: olate 2547_27076
560 Isolate 260:
olate 2650
65.0P074799.1:67463-6693¢ olate 2683
6. 0P074522.1:85116-8658¢ Isolate 2714_:
67. 0P074980.1:11246-1 =
68.0P075077. olate 2962_81735 complete genome
69.0P075117.1:1 Isolate 3009_10327:

Isolate 3121
171.0P075226,1:83560-850 858 isol
72.0P075247.19049-10521 Isolate 3144_13784 patial

Isolate 3172

74.0P075282 1:56451.

olate 3189_2502 parial genome

75, 0P075396.1:79977-81449 WAG
76.

Isolate 3325_80941

Isolate 3451_
77.0P075554.1:14069-1 olate 3495_49260 partal genome.
78, 0P075567.1:18011-19483 MAG Isolate 3499_4230

79. OP075585.1:1 isolate 3529_

80, 0P075640.1:80899-82371 olate 3585_1571

81, 0P075647.1:27519-28991 MAG isolate 3592

Isolate 3618_34927
isolate 3696_21560 partal genome

Isolate 3837_5314

Isolate 3859_04081
isolate 3938_15233

olate 3963_97235 complete genome

85.0P0;

6. 0P075039.1:11911-13383

7. 0P075960.182246-837
075,

53, 0P075

Isolate 3989_33300

90, 0P075067.179042.8

isolate 4039_63241

91, 0P076106.1:8989-104
92,

Isolate 4163_

93, 0P075365.1:11370-1284

isolate 1939_50577.
olate 1942_67309 complete genome

94.0P076364.1:25702.27174

o5.

Isolate 1951_4173

isolate 1983_

olat complete genome

TGACCGTGATACTCAAGATG

96, 0P075449.1:11355-12827
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MCP

Reverse primer
GACGTACTATACGAACATTCTG
(Reverse complementary)

CAGAATGTTCGTATAGTACGTC

M Aignment plres (MEGA PRIVER M signment.mad) - 85 x
Dt Edt  Saxh  Algwment Wb  Senncer iy  Hep
(=% EnE w6 r BxBx2+Har @32

oNA Sequences | Tt PrtenSeqvences |

SpeciesiAvbry T L A A A T A A A e e A e e e F e A e e A e e L
1 CAGAATGTTGGTATAGTACGT (]
2 NC_024711.1:83140-84612 Uncultured cassphage complete genome CAGAATGTTCGTATAGTACGTC]
3.NC_067104. CAGAATGTTCGTATAGTACGTC]
4.0p030757. isolate 0174_ CAGAATGTTCGTATAGTACGTC]
s Jate 0560_110627 CAGAATGTTCGTATAGTACGTC)
isolae 1167_: CAGAATGTTCGTATAGTACGTC]
7.0P030327. 7 isolate 1305, CAGAATGTTCGTATAGTACGTC]
6. 0P030931.181755 isolat 1319_ CAGAATGTTCGTATAGTACGTC)
P isolae 1336_ CAGAATGTTCGTATAGTACGTC]
10. isolate 1445_ CAGAATGTTCGTATAGTACGTC]
1.0P020971.1:89515-90987 isolate 14711 CAGAATGTTCGTATAGTACGTC]
12.0P030990.1.7 ate 1675_ CAGAATGTTCGTATAGTACGTC]
13.0P031057.1:39719-41191 isolate 1820_ CAGAATGTTCGTATAGTACGTC]
14 isolate 1823 CAGAATGTTCGTATAGTACGTC]
15 Jate 1887_107 CAGAATGTTCETATAGTACGTC]
16. 0P031088.1:2 1. Isolate 1927 CAGAATGTTCGTATAGTACGTC]
isolate 1943_45361 CAGAATGTTCGTATAGTACGTC)
16, 0PU31094.1:94258-95730 Jate 1956_1104 CAGAATGTTCGTATAGTACGTC]
19.0P031102.1:94051-95523 Isolate 2010_532¢ CAGAATGTTCGTATAGTACGTC]
20.0P031 isolate 20157 CAGAATGTTCGTATAGTACGTC]
21.0p07: Jate 2183_11657 CAGAATGTTCETATAGTACGTC]
22.0P072243. 148745 50217 WAG: sp.isolate 2211_77741 CAGAATGTTCGTATAGTACGTC]
23.0p0 olate 2390_ CAGAATGTTCGTATAGTACGTC)
24.0P072292 :45505-45977 Jate 2398_33927 partal genome CAGAATGTTCETATAGTACGTC]
125, 0P072353.174576-76048 NAG Isolate 2594, CAGAATGTTCGTATAGTACGTC]
26, oPo72387. isolate 2747_ CAGAATGTTCGTATAGTACGTC]
27, 0PO72673 182043 8301 olate 2957_80941 partal genome CAGAATGTTCGTATAGTACGTC]
126, 0P072461.166148-67620 NAG isolate 207797237 CAGAATGTTCGTATAGTACGTC]
isolate 3204, CAGAATGTTCGTATAGTACGTC]
30.0P072669.1:1227-259 Iate 3569_ 105980 paria genome CAGAATGTTCGTATAGTACGTC]
31.0P072703.1:50511-51983 HAG Isolate 3662_ 4926 CAGAATGTTCGTATAGTACGTC]
22 isolate 3751 CAGAATGTTCGTATAGTACGTC]
33 0P072771.1:36925-38307 isolate 3822_0458 partal genome CAGAATGTTCGTATAGTACGTC]
34.0P072621.1:69241-70713 MAG isolate 4000_91307 CAGAATGTTCGTATAGTACGTC]
isolate 4035_ CAGAATGTTCGTATAGTACGTC]
35, opo72871 isolate 4238 CAGAATGTTCGTATAGTACGTC
37. 0P isolate 4249_ CAGAATGTTCGTATAGTACGTC]
38, 0PO72897. isolate 4279_1347 CAGAATGTTCGTATAGTACGTC]
B isolate 4225 CAGAATGTTCGTATAGTACGTC]
[40.0p072017. Jate 4327, CAGAATGTTCGTATAGTACGTC]
41.0P072626.1.2851-4323 WAG: Backriophage sp. islate PF-P023_86277 partial genome. CAGAATGTTCGTATAGTACGTC]
2 x CAGAATGTTCGTATAGTACGTC)
a2 Jate 0160_ CAGAATGTTCGTATAGTACGTC]
44.0P0 isolate 0165 CAGAATGTTCGTATAGTACGTC]
45.0Po7a07+. isolate 0188 CAGAATGTTCGTATAGTACGTC)
15 o 14210042081 fentata 1% ficsaTeTTAGTsTEATSARTA
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Species/abor

a2, x CAGAATGTTCGTATAGTACGTC
|43, 0PO73052. 1:44774-46245 ate 0180_16570 CAGAATGTTCGTATAGTACGTC]
|44.0P073056.1:14788-16260 Isolate 0165_20074 CAGAATGTTCGTATAGTACGTC
45. 0P073071. Isolate 0188_ CAGAATGTTCGTATAGTACGTC
|46, 0P073106.1:42192-4366. ate 0235_10086 CAGAATGTTCGTATAGTACGTC]
47.0P073355.1:35492-36964 NAG: 5. Isolats 0597_88707 CAGAATGTTCGTATAGTACGTC
|48. OPO73398.1:11195- 12667 isolate 0686_ CAGAATGTTCGTATAGTACGTC
149, 0P073453,1:82931-5: late 0791_2596: CAGAATGTTCGTATAGTACGTC]
50 0P073544.1:54272.65744 MAG: 5. Isolats 0895_4175¢ CAGAATGTTCGTATAGTACGTC
51 12947 Isolate 0962_ CAGAATGTTCGTATAGTACGTC
52.0P073726.1832728 ate 1161, CAGAATGTTCGTATAGTACGTC]
53.0P073811.1:11306-12778 WAG Isolate 1297_ CAGAATGTTCGTATAGTACGTC
54. Isolate 1408_ CAGAATGTTCGTATAGTACGTC
55 0P073971.1:81500-82072 WA ate 1438_53861 CAGAATGTTCGTATAGTACGTC]
56 0P074168.1:79113-80585 MAG: Bacleriophage sp.Isolate 1735_57172 partal genome. CAGAATGTTCGTATAGTACGTC)
57.0P074281.171305-72777 Isolate 1854_ CAGAATGTTCGTATAGTACGTC
58 0P074318.163035-64507 olate 1899_4615 CAGAATGTTCGTATAGTACGTC]
50, 0P074447.1:4979261264 MAG Isolate 2260_5237¢ CAGAATGTTCGTATAGTACGTC
0. 0P074503.1:1 ) CAGAATGTTCGTATAGTACGTC
61, 0P074541.1:11374-12846 3_3704: CAGAATGTTCGTATAGTACGTC]
62, 0P074690.1:57590-59062 MAG Isolate 2547_27076 CAGAATGTTCGTATAGTACGTC)
63.0P074742.11 olate 2602_ CAGAATGTTCGTATAGTACGTC
64, 0P074775.1:82416-83888 WA olate 2650_36736 CAGAATGTTCGTATAGTACGTC]
65 0P074799.1:67463-58935 MAG: Bacteriophage sp.Isolate 2683_104905 partal genome CAGAATGTTCGTATAGTACGTC)
6. Isolate 2714_ CAGAATGTTCGTATAGTACGTC
67, 0P074980.1:11246-1 isolate 2879_32956 CAGAATGTTCGTATAGTACGTC]
63. 0P075077.1:82626-84098 MAG Isolate 2962 8173 CAGAATGTTCGTATAGTACGTC)
69, 0PO75117.1:1 Isolate 3009_ CAGAATGTTCGTATAGTACGTC
70 solate 3121_ CAGAATGTTCGTATAGTACGTC]
[71.0P075226.1:83560-85032 MAG: Human gut phage 3122_43868 Isolate 3122 complete geno CAGAATGTTCGTATAGTACGTC)
72, opo75247. Isolate 3144_ CAGAATGTTCGTATAGTACGTC
3.0P0 isolate 3172_ CAGAATGTTCGTATAGTACGTC]
74, late 3189, CAGAATGTTCGTATAGTACGTC
175. 0P Isolate 3325_80941 CAGAATGTTCGTATAGTACGTC
176.0p0 isolate 3451_: CAGAATGTTCGTATAGTACGTC
177.0P075554.1:14069-16541 ate 3495 _4 CAGAATGTTCGTATAGTACGTC
78.0P075557.1:1801 Isolate 3499_ CAGAATGTTCGTATAGTACGTC
79. OPo75585.1:1 isolate 3529_ CAGAATGTTCGTATAGTACGTC
80, 0P075640.1:80899-82371 late 3585_15716 complete genome CAGAATGTTCGTATAGTACGTC]
81, 0P075647.1:27519-28991 Isolate 3592_ CAGAATGTTCGTATAGTACGTC
2. 0POT5667. isolate 3618_34927) CAGAATGTTCGTATAGTACGTC
83, 0P075730.161902.6° ate 3696, CAGAATGTTCGTATAGTACGTC]
84 0P075542.1:82808-84280 MAG: Bacteriophage sp. Isolate 3837_5314 complete genome. CAGAATGTTCGTATAGTACGTC)
85.0P0; Isolate 3859_04081 CAGAATGTTCGTATAGTACGTC
85, 0P075030.111911-13383 olate 3938_16233 CAGAATGTTCGTATAGTACGTC]
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Speciesiaton

52.0P073726.1832728

olate 1161_68206

53, 0P073611.1:11306-12778 MAG
54.

Isolate 1297_4974:

55, 0P073971.1:81500-82072 WA

Isolate 1408_

56. 0P074165.1:79113-80585 MAG: Bacteriophage

isolate 1438_535:
5p. isolate 1735_57172 partal genome
Isolate 16

isolate 1899_46159 partal genome

74.0P075282 1:56451.

50, 0P074447.1:49792.51264 MAG: isolate 2250_
0. Isolate 2330_
61.0P074541.1:1 olate 2493
62 olate 2547
63 0PO747421:1 Isolate 2602_

olate 2650
65.0P074799.1:67463-6693¢ olate 2683
6. 0P074522.1:85116-8658¢ Isolate 2714_:
67. 0P074980.1:11246-1 =
68.0P075077. olate 2962_81735 complete genome
69.0P075117.1:1 Isolate 3009_10327:
70 isolate 3121
171.0P075226,1:83560-850 858 isol
72.0P075247.19049-10521 Isolate 3144_13784 patial
73. 0p0 Isolate 3172

olate 3189_2502 parial genome

75, 0P075396.1:79977-81449 WAG
7.

Isolate 3325_80941

77.0P075554.1:14069-1

Isolate 3451_

78, 0P075567.1:18011-19483 MAG
79. OP075585.1:1

olate 3495_49260 partal genome.
Isolate 3499_4230

80, 0P075640.1:80899-82371

81, 0P075647.1:27519-28991 MAG

isolate 3696_21560 partal genome

Isolate 3837_5314

Isolate 3859_04081

6. 0PO75939.1:1101 isolate 3938_
57, olate 3963_
53.0P0; Isolate 3989_

90, 0P075087.179042-

isolate 4039_63241

790425
91, 0P076106.1:8989-10461

92,

Isolate 4163_

93, 0P075365.1:11370-1284

isolate 1939_50577.
olate 1942_67309 complete genome

94.0P076364.1:25702.27174

Isolate 1951_4173

CAGAATGTTCGTATAGTACGTC
CAGAATGTTCGTATAGTACGTC
CAGAATGTTCGTATAGTACGTC
CAGAATGTTCGTATAGTACGTC
CAGAATGTTCGTATAGTACGTC

o5 isolate 1983, CAGAATGTTCGTATAGTACGTC
96, 0PU76449.1:11355-12827 olte 20 complete genome CAGAATGTTCGTATAGTACGTC
<
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MP-PBD
Forward primer

CCTGTTACYGATTCTACTGC

@w primer
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DNA Sequence:

Transtted rotenSequences|
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Speciesiabon
1.NC_024711.1:92248.9250;

3 KHO0O116.

3
12.NC_067184 1:92243-92598 NAG: Carjvrus communis complete genome
T4,

4. MK415410.1:85201-85551 WAG: Crassphage YS1-2_2437 complete genome

5. 0P075780.1:60182.605;
6. 0P074321.

7. 0P073281.1:50385-607

9.0P072638.1:1
10.0P0; olate 2430_
11, 0P030879.1:2629 olate 1043
12.0P075046.1:3366- Isolate 3047_5900:
13, 0P075506. X isolate 3451_:
14.0P075319. late 3236_78067)
15.0P0749217. Isolate 2821_3632:
5. late 2638_61541

17, 0P074447.158899-59249

13.0P074281.1.63319-63669 NAG

19, 0P074168.171127-714

Isolate 1854_6622:

120.0P072789.1:18356-1870:

Isolate 1735_57
olate 3886_8787:

[21.0P072643.1:18104-18544 HAG

2.
23

Isolate 3410
0P072531.1:90774-91 to 3
0P072381.1. Isolate 2734

|25. opo72327.1:467 Isolate 2517,

olate 2404_93771 partal genome.

27.0P031124.1:31962-32312 NAG Isolate 2084_525
125. 0P030988.1:6631-6981 solate 1555

isolate 0892
30 83903 MAG: _ALL_000190F
31.0P0; Isolate 3989
£ Jate 2797_
33.0P07 olate 2332_661
34.0P07 35167 Isolate 2098_ i
£ isolate 1251
36, 0P073133.186347-86697 te 0280,
37.0P072615.1:89733-9008¢ Isolate 3997_55023
38. 0P020897. isolate 1156,

39, 0P030869.191004-91

olate 1009_62914 complete genome

|41.0p0

140, HK415404 1:82860-83210 MAG: CrAssphage FA1-2_000172F complete genome

|42, 0PO75585.1:334

43.0P074943.1:31099-31449 MAG
a4,

Isolate 1205_64191
late 0123_40637 partal genome.

|45 0P073032.1:3477-3827

<
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Speciesiabon

45, 0P073032.1:3477-3821

Isolate 0123_40637

46 isolate 1161_
47.0P072871170524-708: olate 4238_9995:
48, 0P072803.1:53279-53620 MAG Isolate 3932 7197:
49. 0P072521. isolate 3106_70847,
50,0P031128.186477-86827 olate 2097_102977.
51, 0P075443.1:4395-5245 W Isolate 3388

2. solate 3545
53,0P074775.191524.918: olat

54, 0P076425.1:80451-80801 MAG

56, 0P073375.1:88711-89061

57. 0P072840.1:71484-71834 MAG
£l

50

0.

isolate

OP072505,1:52845-5° isolate 3051,

0P030927.1:6820-71 solate 1305
Isolate 3575

2. OPO75367.1:3375-3725 MAG:

late 3281_32816 partal genome.

E
63, 0P073163.194355-94705 MAG

6.

Isolate 0309_41280

65, 0P072307.175906-7¢

Isolate 3871
isolate 2771_78947 partal genome

66 0P076311.1:87770-88118 MAG:
67.

8. 0P0; Jate 1716_94738 complete genome
olate 1185_46477
70.0P074131. Isolate 1694
71.0p073181. isolate 0350
72.0P073106.1:51303-516: olate 0235,
173.0P073672.1:3413-3763 Isolate 0937_
isolate 4157,
175.0P072341.1:89376-89726 e
76. 12502025370 Isolate 0792_65181
77.0po30821. isolate 0754
178, 0P030806.1:27856-282068 WA te 0568_
79.0P030798.1:69567-69917 MAG: Bacleriophage sp.Isolate 0522_23206 partal genome.
isolate 4011_
81.0P075997.187181-87531 olate 4010_
2. 0P075799.1:83905-89255 WAG Isolate 3786_
Isolate 3963_
84.0P075321, late 3239_56649 partial genome.
85.0P075246.121 Isolate 3142_45871
a6, solate 2379
7. 0P074799.1:59474-50 olate 2683_104905 partial genome

3. 0P076266.1.77493-77848 NAG

Isolate PF-HC117_81339.
Iat

053

T
ccTeTTACTGATTCTACTGC]
CCTGTTACTGATTCTACTGC)
CCTGTTACTGATTCTACTGC
CCTGTTACTGATTCTACTGC)
CCTGTTACTGATTCTACTGC)
CCTGTTACTGATTCTACTGC)
CCTGTTACTGATTCTACTGC)
CCTGTTACTGATTCTACTGC)
CCTGTTACTGATTCTACTGC)
CCTGTTACTGATTCTACTGC)
CCTGTTACTGATTCTACTGC)
CCTGTTACTGATTCTACTGC)
CCTGTTACTGATTCTACTGC)
CCTGTTACTGATTCTACTGC)
CCTGTTACTGATTCTACTGC)
CCTGTTACTGATTCTACTGC)
CCTGTTACTGATTCTACTGC)
CCTGTTACTGATTCTACTGC)
CCTGTTACTGATTCTACTGC)
CCTGTTACTGATTCTACTGC)
CCTGTTACTGATTCTACTGC)
CCTGTTACTGATTCTACTGC)
CCTGTTACTGATTCTACTGC)
CCTGTTACTGATTCTACTGC)
CCTGTTACTGATTCTACTGC]
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Speaeer T T o
6. 0P072375.1:88711-89051 ot 0635 36724 CCTGTTACTGATTCTACTGC
57.0P072640.1.71484 71834 1AG Isolte 4078_537 CCTGTTACTGATTCTACTGC
s Isolte 3662 CCTGTTACTGATTGTAGTGG
50, 0072505, 1526455 isolte 3051 CCTGTTACTGATTCTACTGC
e0.0P030827. 11682071 Isolte 1205 CCTGTTACTGATTCTACTGC
Isolte 3575 GCTGTTACTGATTGTAGTGG
o2 oporsasr. 133753725 WAG: Iste 2261 32016 patal genome CCTGTTACTGATTCTACTGC
05 G Isolte 0209_41260 CCTGTTACTGATTCTACTGC
o4.0p0; Isolte 3871 GCTGTTACTGATTGTAGTGG
o5, oPo7239 isolte 277178047 CCTGTTACTGATTCTACT GO
o0, 0076311877081 ot PF-R053. CCTGTTACTGATTCTACTGC
Isolate 3744 94391
Iste 1716_
69, oP07a742 1311323 oiae 1185 46477 parialgenome
70.opo7atat. Isolate 1694_785
71 oporatet, ot 0250
72 0PO73108 151302 516
73, oP073572. 13413376 Isoate 0337
Isolte 4157_
75, 0PO72241 18937609726 oiate 2548_165
76.0P020626.1:25020-25370 WAG Isolte 0792_65191
7. opososat. isot 0754
75. 0Po2080. 12785628 ot 0508
75.0P020795.1:69567-09917 UAG isoiate 05222
Isolte 4011
o1, ou7se07. a7 18187531 oae 4010
52 0075799.1:88905-89255 UAG isoate 3760
Isolte 3963
os. o072t Ise 2239 55649 partalgenome
[85 oeurssan 21 isolate 3142_45671
50 isoate 2670
o7, opo7a7s. 1159474 50 olate 2523_104905 patal genome CCTGTTACTGATTCTACTGC
98, 0P076266,1:7749877 Isolte PE-HC117_81330 CCTGTTACTGATTCTACTGC
55, o07sot. 1o 2083
50 isolate 1839_50577
o1 e 1246
52 o073t isoate 1297
53.0pu; isolate 0772_17
o4, 0072015, 14874149091 e 43261131
o5.0P072708.1:13163-1351 Isolte 3670_407
56, 0P072345.1:1476-1828 MAG: Bactrophage sp. slate 2564_127587 pattalgenome
o7, 0072216, 196020952 e 2121_105414 partsl genome
58.0P031108.1.43641-49991 Isoiate 2024
o5, 0poa1107, et 2023
100, 0PO31102 18606 1-06411 e 2010 ccTeTTACTGATTCTACTGE
<
EE
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MP-PBD

Reverse primer
ATTCWTRAAGAGTTCTACGAATCC
(Reverse complementary)

GGATTCGTAGAACTCTTRAWGAAT



] e
Dua Bt Seh  Algoment
O=R%EmNE w6

O Sequnces [Tt Prtinseqencs |

Web  Seencer Dy Hep
r DXBxa+Har @232

Speciesiabon

1.NC_024711.1:92248.92598 Uncultured crAssphage complete genome
12.NC_067184 1:92243-92598 NAG: Carjvrus communis complete genome

3 KHO0O116. T4,
4 8122437,
5. 0P075780.1 Isolate 3764_67264 partial
6. 0P074321. isolate 1900_
7. 0P073281.1:50356-60 Jate 0498 7

1 isolate 3972
9.0P072638.1:1 isolate 3463_
10.0P0; late 2430
1 ate 1043_1
12.0p07 Isolate 3947_
13, 0P075506. X isolate 3451_:

late 3236_78067)

15.0P0749217. Isolate 2821
15.0P07 late 2638_61541
17.0P074447. Jate 2260_%
13.0P074281.1 660 Isolate 1854_

19, 0P074168.171127-714

Isolate 1735_57

Jat

20, X
121.0P072643.1:18194-18544 NAG: Bacteriophage sp. solats 3456_54269 partial genome
22

Isolate 3410_

42
43.0P074943.1:31009 31440
a4,

23, 0P072531.1:90774-91 Jate 3135_1
124.0P0723 Isolate 2734
125. op0723: isolate 2517_
126. 0P072294.1:45238-45588 MAG: Bacteriophage sp. isolate 2404_93771 partial genome
27.0P031126.1. isolate 2084
125. 0P030988.1:6631-6981 solate 1555
29. 0Po: solate 0892_
30, MK#15403. _ALL_000190F
31,08 Isolate 3989
£ Jate 2797_
33.0P07 isolate 2332 661
34.0P07 35167 Isolate 2095
£ isolate 1351
36.0P07 e 0280._¢
1 Isolate 3997_
38. 0P020897. isolate 1158_
e 1009_¢
40. MK415.404. ) 000172F
|41.0p0 isolate 3564_00111
late 3529_
Isolate 2837

Isolate 1205_64191

45,

late 0123_40637,

5 =

GGATTCGTAGAACTCTTGATGAAT)

> 3
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Speciesiabon

|45, 0P073032.1:3477-38:

Isolate 0123_40637,

Isolate 1161_
47.0P072671 solate 4238_
48.0P072803.1 isolate 3932 7-
49. oP072521. Isolate 3106_70847,
50.0P031 late 2097_102977
51,007 Jate 3388_
52.0P0; Isolate 3545
54.0P076428.1:80451-80801
Isolate 0377_
1189061 isolate 0636_
57, 0P072840.171484.7 ate 4078,
53.0P072703. Isolate 3652_
isolate 3051_
60.0P030927. late 1305
61, 0P075632.1:3851-4201 Isolate 3575_
62, 0P075367. solate 3281
ate 0300_4

64 0P072783.1:90001-90351 WAG: Bacteriophage sp.Isolate 3871_74029 partal genome.
5. 0PO7230

Isolate 2771_78947

66, 0P075311.187770-881

67. 0P075759.1:6647-6¢
65.0P074148.

CCATTCGTAGAACTCTTGATGAAT

GGATTCGTAGAACTCTTGATGAAT)
GGATTCGTAGAACTCTTGATGAAT

GGATTCGTAGAACTCTTGATGAAT)

GGATTCGTAGAACTCTTGATGAAT|
GGATTCGTAGAACTCTTGATGAAT)
GGATTCGTAGAACTCTTGATGAAT)

i i et oA neeT AGAACHErTEATBAAT
e Eisvet
i Bt T T T
ey oAt Decr A e AT SANT
isolate 0792_65181
et o o7is
e o
i e o1
y
i e 2065
oo B
oot v 142 45671 e
Eme s oA HEeT A En AT SAAT
%
o e T T
g A oA HeT A Er AT AT
s > = v Cwogm

H O Type here to search
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Egrartn o v o
56, Po7337s 188711.89081 Jate 0635_36724
57 0P072840 171484 71634 G Isoae 4078_537:
55 0P isoat 3652
B Isoate 3051,
0 Pos0s27 1682071 Jsoae 1305,
Isoat 3575_4
52 opursser e 3281 CGATTCOTAGAAGTCTTGATGAAT
Isoate 03084 GGATTCGTAGAACTGTTGATGAAT
51 0P Isoate 3871 GGATTCGTAGAACTGTTGATGAAT
55 oPor2s0 isoat 2771_78947
56 oPorssti 187TT0 81 Jate PF-P053..
Jsoat 3744_ o301 GGATTCGTAGAAGTGTTGATGAAT
50 0P Jte 1716 GGATTCOTAGAAGTGTTGATOAAT
Jate 185_46477 CGATTCGTAGAAGTCTTGATGAAT
10 oporetst Isoate 1834 GGATTCGTAGAAGTGTTGATGAAT
71 oporsien isoat 0359_
72 0p0 Jate 0225
73 oporsr2 soat 0037 GGATTGGTAGAAGTGTTGATGAAT
Isoae 4157
75.opor21 183700726 Jate 2545 5165
75 0P030829 125020 25370 WA o Isolte 792_65161
77-oposos21 isoate 0754
78-opososos t27ass.2s Jate 0555
75 oPosoran 1 ssser-ses17 aG Isoiate 0522 2
Isoate 4011
o1, oPursss o716t o7531 Jate 4010
52 Po7s790 1 88805 80255 G Isolate 3786
5 isoat 3963
o4 oPo7sazt e 3230
o5 oPo7s248 121 Isoate 3142_ 45671 GGATTCGTAGAAGTCTTGATGAAT
se soate 2875 GGATTCGTAGAACTGTTGATGAAT
o isoat 2683
s 0P 48 uAG Isoae PEHOTT7_ GGATTGGTAGAACTOTTGATGAAT
50 oPo7seet Jte 2083 GGATTCGTAGAAGTGTTGATGAAT
Isolate 1939_50577
ot Jate 1246
o2 oeoraann st 297
55 0P isoate0772_17
o e 4320
o5 0P Isoiate 3670
56 0P072345 114761828 MAG: Baclrophage sp solate 2564_127587 pral genome
57,000 1o 2121 GGATTGGTAGAACTCTTGATGAAT
55 P0311081 4564140891 HAG Tsoae 2024 GGATTCGTAGAACTGTTGATGAAT
55 oPostior late 2025 GGATTCGTAGAACTGTTGATOAAT
100, 0PO3 1102 10506166411 Jste 200 5
<
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