endolysin (CDS_0003)
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MG\/ GENOME-0210783:3-3,251 (+)
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MGV GENOME-0211520: 26,934-30,009 (-)

1 tRNA-Ser(CGA)

MGV GENOME-0227023:1-3067 (+)
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MGV-GENOME-0214876:27,288-30,635 (-)
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MGV GENOME 0238467:31,750-34,991 (-)
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uvig 21736:3-3400 (-)
34

MGV- GENOME 0208899:25,859-29,434 (-)
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uvig_ 515532 50-3451 (+)
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MGV GENOME-0207918:2-3,168 (+)
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MG\/ GENOME-0207910:2-2,957 (+)
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MGV GENOME-0206062: 3-2,976 (+)
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MGV-GENOME-0212345:26,612-30,161 (-)
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MGV-GENOME-0212811:2-3,657 (+)
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MGV-GENOME-0264048:291-4,367 (+)
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MGV-GENOME-0207907: 25,107-29,210 (-)
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uvig 26689:11,375-16,770 (-)
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uvig_302953:24,907-33,932 (-)
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MGV GENOME-0206541:2-3,381 (+)
1 2

MGV- GENOME 0211514:2-3,609 (+)
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MGV-GENOME-0239473: 3-5,135 (+ )
nucleotide-sugar epimerase (CDS_0002)
1 CAI-1 (VF0405) (CDS_0003)

I
uvig_26317:3-6,261 (+)
nucleotide-sugar epimerase (CDS_0023)

24 CAI-1 (VF0405) (CDS_0022)

N
w

uvig_530939:10,083-19,807 (-)

nucleotide-sugar epimerase (CDS_0024)
25 CAI-1 (VF0405) (CDS_0023) 22

[—— ey
uvig_109347:9,923-18,318 (-)

nucleotlde -sugar epimerase (CDS_0025)
CAI-1 (VF0405) (CDS_0024)

N
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uvig 559336:12,959-21,169 (-)

N
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MG\/ GENOME-0241770:31,195-35,468 (-)
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uvig_106577:13249-19,493 (-)
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uvig307468:3-10,901 (+)
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MGV- GENOME 0278711:34,282-38,601 (-)
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MGV-GENOME-0263329:33,866-39,037 (-)
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MGV-GENOME-0264296: 34,279-39,207 (-)

46 45 44

MGV- GENOME 0261764:34,711-38,764 (-)
43 42

MG\/ GENOME 0254247:33,492-37,462 (-)
47 46 45

MGV-GENOME-0259221: 34,131-38,308 (-)
46 45 44 43
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MGV-GENOME-0264574: 34,277-39,252 (-)
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MGV-GENOME.02/0082: 34,250-40,287 ()

49 48 47 46 45 44
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MGV-GENOME-0270204: 34,129-40,311 (-)

46 45 44 43

MGV- GENOME 0266457:34,284-39,593 (-)
49 48 47 46 45 44

MGV-GENOME-0270756: 34,276-40,425 (-)
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cracc e
MGV-GENOME-0279717:32,978-40,801 (-)
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MGV- GENOME 0273972:34,156-41,031 (-)
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— E— C—————————W1 —————————

uvig_528200: 16,905-22,743 (-)
transcriptional regulator (CDS_0039)
Lamassu-Fam__ LmuB_SMC_Cap4._nuclease_|l (CDS_0042)
43 41 40 38 37 36 35 34
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MGV-GENOME-0245378:25,766-35,999 (-)
3938 tail protein (CDS_0035) 34 33

MGV-GENOME-0226414:26,016-32,326 (-)
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MGV-GENOME-0223200:23,583-29,891 (-)

tail protein (CDS_0004) 3 2 1

uvig_551518:2-6,050 (-)
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MGV-GENOME-0206325:15,827-28,711 (-)
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uvig 363477:23,128-34,794(-)

endonuclease (CDS_0005)
1 2 3 4 6 7 8
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uvig 383880:24-8,673 (+)

transcriptional regulator (CDS_0047)

Lamassu-Fam__LmuB_SMC_Cap4_nuclease_ll (CDS_0050)
51 49 48

46 45 44 43 4241 40 39
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MGV-GENOME-0262343:27,350-38,864 (-)

transcriptional regulator (CDS_0004)
mads_3(CDS_0001) 2 3 5 6 7 8 910 11 12

e P I—
MGV-GENOME-0242831:1-9,520 (+)
42 41 40 39 38 37 36 35 34

MG\/ GENOME 0231154 25 510-32 770( )
5000 nt
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