cell division inhibitor (CDS_0035)
oMTase_00018 orphan (CDS_0038)
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TemPhD_cluster_15728:28,364-32,219 (+); 1-7,191 (+)
exonuclease (CDS_0037) RosmerTA_RmrT_2585209417 (CDS_0002) RosmerTA_RmrA_ 2585209417 (CDS_0003)

e 1 N —
TemPhD_cluster_63010_: 28,603-32,458 (+); 1-7,322 (+)
exonuclease (CDS_0038) 2 3

| I
TemPhD _cluster_. 33772 27,662-31,517 (+): 1-6,373 (+)
exonuclease (CDS_0039) 2 3 4

TemPhD_cluster_44134:27,422-31,272 (+); 1-6,777 (+)
37 39 2 3
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TemPhD_cluster 52302 27,016-31,025 (+); 1-6,961 (+)
exonuclease (CDS_0039) 41 42 2
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TemPhD _cluster_: 43980 28,862-32,169 (+): 1-7,264 (+)
38 2
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TemPhD_cluster_52228:28,002-31,309 (+); 1-7,342 (+)

N ______________ ] 1
exonuclease (CDS_0041) 4
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TemPhD _cluster 62735 29,664-33,673 (+); 1-5,599 (+)
exonuclease (CDS_0041) DNA methyltransferase (CDS_0043)
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TemPhD_cluster_26261:30,619-34,352 (+); 1-8,278 (+)
38 40

TemPhD_cluster_22934:28,081-30,731 (+); 1-8,310 (+)
exonuclease (CDS_0029)
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uvig_317201:20,057-22,839 (+)
25 exonuclease (CDS_0029)

| N S O
MGV-GENOME-0159723:18,232-21,252 (+)

TciB-like inhibition of cell division or resistance to colicin (CDS_0030)
tellurite resistance (CDS_0029) exonuclease (CDS_0032)
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MGV-GENOME-0168580: 19,253-22,693 (+)
exonuclease (CDS_0038) DNA methyltransferase (CDS_0041)
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TemPhD_cluster_43947:28,109-32,313 (+); 1-6,014 (+)
37 letA_00002 (CDS_0002) letS_00001 (CDS_0003)
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TemPhD _cluster_51892:28,909-32,884 (+); 1-9,031 (+)

43 44

IMGVR UViG_3300011959_000056|330001195%|Ga0120831_100008|1621-34481:29,722-32,859 (+)
43

—— —
IMGVR_UViG_3300013618_000008|3300013618|Ga0121225_10020[9855-41563:28,873-31,707 (+)
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IMG\/R UViG_3300012135_000058|3300012135/Ga0153982_1000017(84191-116673:28,231-32,481 (+)

phosphoadenosine phosphosulfate reductase (CDS_0043)
41 44

IMGVR_UViIG_2616644846_000005|2616644846]2616646583|20480-53445: 28,854-32,964 (+)
42

uvig 393591:30,014-32,450 (+)
38 39

uvig 381777:27,641-30,076 (+)
39 40

uvig_396996:28,294-30,729 (+)
41 42

uvig_341537: 28,084-31,365 (+)
40 a1

IMGVR_UVIG. 2602041577 000005|2602041577|2602053487|40854-73055: 28,869-32,116 (+)
43

NC_028701.2: 30,583-33,507 (+)
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IMGVR UViG_2847562356_000006|2847562356|2847562356|2950126-2983270: 28,907-33,143 (+)
RNA-binding protein (CDS_0042) 43

IMGVR_UViG_3300011214 000002|3300011214|Ga0122780_100078:29,094-32,879 (+)
40 41

IMOVR_UVIG._257686 1711000003125 768617 11125769 16068|58781-90263: 27.831-31,481 (+)
42 43

IMGVR_UViG_2925820202_000005|2925820202|2925820202|4287860-4321404: 29,827-33,543 (+)

DNA polymerase exonuclease subunit (CDS_0039)
RNA-binding protein
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IMGVR_UViG_2225789004_000329|2225789004]2227358547|40023-72699: 28,383-32,098 (+)
37
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uvig_289085:27,172-29,647 (+)
29
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uvig_230874: 18,204-20,918 (+)
41 2
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TemPhD_cluster_43949:29,400-32,287 (+); 1-7,751 (+)

42 head scaffolding protein (CDS_0006)

I I S —
TemPhD_cluster_52104:28,977-31,866 (+); 1-8,430 (+)
38 4

TemPhD_cluster_52317:27,891-30,967 (+); 1-5,486 (+)
transcriptional regulator (CDS_0029)
transcriptional regulator (CDS_0033)
30 31 integrase (CDS_0032) 36
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TemPhD_cluster_24996:25,430-31,104 (+); 1-2,391 (+)
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TemPhD_cluster_9234:25,731-31,678 (+); 1-2,355 (+)
30 35

TemPhD _cluster_52297:25,664-31 022( ) 1- 2358( )
27 integrase (CDS_0031) 35

TemPhD_cluster_52067:24,577-32,039 (+); 1-2,355 (+)
29 32 35 exonuclease (CDS_0039) phosphoadenosine phosphosulfate reductase (CDS_0041)

33 34 37

TemPhD_cluster_52051:27,103-32,114 (+); 1-2,388 (+)
5000 nt !
DNA, RNA and nucleotide metabolism head and packaging integration and excision moron, auxiliary metabolic gene and host takeover other transcription regulation unknown function
I

defence (DefenseFinder) defence (PADLOC)




