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IMGVR_UViG_3300023491_000001|3300023491|Ga0257045_100108: 18,231-39,155 (+)
24
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MGV-GENOME-0367337:17,776-38,264 (:-)
21
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MGV-GENOME-0365110:16,992-35,096 (+)

23
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uvig 505621:18,223-37,583 (+)
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e ———————————————— e e r—
uvig_391405: 17,847-35,700 (+)
24 25

uvig_187436:18,069-36,731 (+)
25 HNH endonuclease

uvig 178134: 19,442-37,116 (+)
22 23
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MGV-GENOME-0368001: 18,007-37,446 (+)-
22 23
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IMGVR_UViG_3300008744_000005|3300008744|Ga0114025_1000097: 16,471-37,129 (+)
22 27
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IMGVR_UViG_3300045988_036048|3300045988|Ga0495776_164948:17,738-35,495 (+)
22
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Monaco_MBA4038_NODE _8_length_95150_cov_29.138083:18,597-39,515 (+)
22
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IMGVR_UViG_3300007805_000001|3300007805|Ga0105637_100139: 16,994-34.672 (+)
24
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uvig_243829:18,815-39,378 (+)
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MGV-GENOME-0367769: 18,453-39,306 (+)

24
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MGV-GENOME-0368746: 18,514-39,724 (+)

24

Wig 291823: 18453-39,986 (1)
Wig_297819: 16,480-36,094 (1)
(Vig254668: 17,064-34,328 (1)
MGV-GENOME-0368084: 18,293-08,780 (4
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IMGVR_UViG_3300029127_000003|3300029127|Ga0168774_100155: 18,506-37,628 (+)
24 25

uvig_144767:18,514-39,779 (+)

MGV GENOME-0357970:56,678-78,187 (- )

MGV-GENOME-0352244:17,958-38, 944( )
24 25
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MGV-GENOME-0368509: 18,514-39,581 (+)-
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MGV-GENOME-0368702: 18,741-39,3%4 (+)
23 2425
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OTU_98:18,172-40,169 (+)

22 23

—————————————————————
MGV-GENOME-0367058:17,518-38,026 (+)-

IMGVR_UViG_3300045988 042467|3300045988\GaO495776 004436 17, 918 39,101 (+)
23 24
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MGV-GENOME-4434678:17,950-37,697 (+)
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IMGVR_UViG_3300045988 062758|3300045988\GaO495776 005303:17,924-38,077 (+)
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uvig_379442:17,981-38,320 (+)

22 2324

I N S E— e -
NC_055891.1:17,120-38,409 (+)

24 30

NC 055892 1' 18 941-36,079 (+)

IMGVR_UViG_3300029251 000003|3300029251\Ga0167475 100160: 17, 434 39,326 (+)
RT_III-AM_III-B_2 (CDS_0029)
25 HEase_00016 homing (CDS_0032)
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IMGVR_UViG_3300045988 034368|3300045988|Ga0495776_004875:19,442-38,379 (+)
2324

uvig_46728:17,890-35,871 (+)
endolysin (CDS_0025) 26

NC_055888.1: 17,381-38,684 (+)
endolysin (CDS_0021) 22

— —
MGV-GENOME-0368029: 16,672-38,238 (+)

endolysin (CDS_0024) 25
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MGV-GENOME-4434625:18,243-37,636 (+)

endolysin (CDS_0021)
18 [ 22
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MGV-GENOME-0366885: 15,439-35,562 (+)

endolysin (CDS_0022) 23 24
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IMGVR_UViG_3300045988_027877|3300045988|Ga0495776_004455:16,887-38,625 (+)
endolysin (CDS_0023) 24

e —
MGV-GENOME-4434667:17,069-38,316 (+)
endolysin (CDS_0022) 23
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IMGVR_UViG_3300045988_043618|3300045988|Ga0495776_112207:17,250-38453 (+)
14 15 endolysin (CDS_0020) 21
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IMGVR_UViG_3300045988_035910|3300045988|Ga0495776_004906: 13,118-37,062 (+)
endolysin (CDS_0022) 23
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uvig 171987:17,358-36,796 (+)

endolysin (CDS_0022) 23
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MGV-GENOME-4434639:17,243-38,367 (+)

endolysin (CDS_0024) 25 26

L~~~ —— S ——
MGV-GENOME-0368378: 17,304-39,373 (+)
endolysin (CDS_0024) 25 26
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uvig 219899:17,304-39,524 (+)

endolysin (CDS_0022) 23 24

OTU_104:17,201-38,433 (+)

16 endolysin (CDS_0022) 23
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MGV-GENOME-0367648:13,467-36,796 (+)
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uvig_106620:17,026-36,083 (+)
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MGV-GENOME-0367857:12,761-37,344 (+)
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IMGVR_UViG_7000000736_000103|7000000736|SRS014235 WUGC _scaffold_69484:12,526-29,921 (+)
20 25 icity0040 RT (CDS_0029)
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MGV-GENOME-0368946:18,077-41,125 (+)

endolysin (CDS_0024) 25
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uvig_205502:17,313-38,191 (+)

endolysin (CDS_0022) 23

|
MGV-GENOME-0364754:12,866-34,290 (+)
terminase large subunit (CDS_0001)

2

—
uvig 310055:1-7,553 (+)
1 2
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MGV-GENOME-0345406:1-7,171 (+)
PDC-M69A_WP_216276383.1 (CDS_0036)
PD-T4-9.C'WP_167919057.1 (CDS_0042)
PDC-M03B_WP_159721333.1 (CDS_0029)
transcriptional regulator (CDS_0034)

transcriptional regulator (CDS_0033) 52 RM_Type_ll_Type_ll_MTases_FAM_3 (CDS_0061)
26 37 39 41| 44 49 51 tail protein (CDS_0055) 58 60 | 63
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uvig_244727:18,514-74,686 (+)
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