PDC-M14A_WP_087936481.1 (CDS_0025)
Cas2b_WP_066217071.1(CDS_0023)
peptide deformylase (CDS_0027)
hemolysin (CDS_0019)
endolysin (CDS0021)
holin (CDS_0020) Cas14u CAS-V-F; (CDS_0032)  tRNA-Undet(NNN)
18 transposase (CDS_0031) 38
16 17 22024 | 26(282930 | | 333435 36 37]39|40

I N N NN SN BN DN S —— S DN SN BN N SN S SN —
uvig_161483:19,153-40,048 (+)
peptide deformylase (CDS_0029)
Cas14u CAS-V-F; (CDS_0024)
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ivig_2425:19,810-42,913 (+)

tail fiber protein (CDS_0014) holin (CDS_0020)
15 2122 23 24
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MGV-GENOME-0342039:17,551-32,845 (+)

peptide deformylase (CDS_0027)
DNA polymerase (CDS_0025)
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uvig_210127:18,587-38,482 (+)
anaerobic ribonucleotide reductase small subunit (CDS_0028)
DNA polymerase (CDS_0025)
24 transposase (CDS_0035)
22 237 26 27 29 3031 32 33 34 36 37
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uvig_368880: 19,261-46,666 (+)
anaerobic ribonucleotide reductase small subunit (CDS_0028)
DNA polymerase (CDS_0025)
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Rampelli_Norman_06_NODE _58_length_75861 cov_8.219837:19,261-44,561 (+)

DNA polymerase (CDS_0026)

18 25 QueE-like radical SAM domain (CDS_0029)
16 17 2324 | 27 28 | 303132 33 34 35
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uvig 105972:18,944-41,301 (+)
anaerobic ribonucleotide reductase small subunit (CDS_0028)
DNA polymerase (CDS_0025)
24 methyltransferase (CDS_0036) 44 47
22 237 26 27 29 3031 32 33 34 35 37 3839 40 41 42 43]45 46 [4849 505152 53 54
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uvig_184543:19,261-59,554 (+)
HEC-02B_WP_019882758.1 (CDS_0038)
peptide deformylase (CDS_0039)
DNA polymerase (CDS_0025) HEC-OZA(CD§_OO 7)
24  QueE-like radical SAM domain (CDS_0028) 34 41
2223] | 26 27 ] 29 3031 32 333536 T 40 4243 44 45 46 47
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uvig 211588:19,261-51,016 (+)
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