Control_protein_00002 control (CDS_0038)
28 29 30 31 32 endolysin (CDS_0033) 34 35 36 37 transposase (CDS_0039) 40 41 42 43 DNA methyltransferase

IMGVR_UViG_3300029724_000160|3300029724|Ga0245182_100461]1-44950: 23 482-31,887 (+)
35 36 40 41 42

IMGVR_UViG_3300045988_087789|3300045988|Ga0495776_012849: 23,455- 31 374 (+)
27 endolysin (CDS_0033) 35 36

SRS098514 al ct10174 vs1:22,331-29,781 (+)
transglycosylase (CDS_0032) 39

MGV-GENOME-0275145:22,371-31,092 (+)
transglycosylase (CDS_0033) 40

§

IMGVR_UViG_3300029733_000012|3300029733|Ga0245176_100442:22,332-31,516 (+)

35 36 37 38
I S S S S T gy S} U S Sy g W W W S W,
MGV-GENOME-4420707:22,602-30,972 (+)
transglycosylase (CDS_0033) 35 36 37 38
S I S S S T gy S G Sy W g W5 W W N, W, W

IMGVR_UViG_3300045988_057542|3300045988|Ga0495776_010055: 22,602-30,972 (+)
36 32 31 30

SAMNO6164910_al_ct23997 vs1: 12,194-19,743 (-)
36 37 38

-_— ——
Kang_0019_STO01_A_NODE_39_length_39237_cov_15.768031: 23,903-31,452 (+)

36 37 38 42 43

E

MGV-GENOME-0293501: 23,912-33,928 (+)
35 36

SAMEA1906495 _al ct279199 vs1:23,836-29,600 (+)
4000 nt i
DNA, RNA and nucleotide metabolism integration and excision lysis other unknown function defence (PADLOC)
N — I




