
IMGVR_UViG_3300045988_084978|3300045988|Ga0495776_116932: 24,663-33,054 (+)

hemolysin (CDS_0030)

31
endolysin (CDS_0032)

33 34 35
36

37
38

39

DNA methylase (CDS_0040)

41 42 43

MGV-GENOME-0305146: 24,663-33,258 (+)

35

uvig_279104: 24,633-34,109 (+)

35 36

IMGVR_UViG_3300029430_000008|3300029430|Ga0243922_100657: 24,633-35,828 (+)

35 36

uvig_231921: 24,674-33,082 (+)

35

MGV-GENOME-0307458: 24,673-32,954 (+)

35

IMGVR_UViG_3300045988_072181|3300045988|Ga0495776_161636: 24,663-33,642 (+)

35

MGV-GENOME-0307137: 24,662-33,813 (+)

35 radical SAM domain protein (CDS_0039)

uvig_183905: 24,665-37,779 (+)

tRNA-Val(GAC)
tet_ABC_46_A-NCBIFAM tetracycline efflux ABC transporter Tet(46) subunit A (NF000474.1) (CDS_0035)

36 DNA topoisomerase II (CDS_0037)

uvig_158752: 24,660-33,380 (+)

35
36

37

IMGVR_UViG_3300045988_077515|3300045988|Ga0495776_164365: 24,662-36,239 (+)

35

MGV-GENOME-0315091: 24,662-33,370 (+)

35

IMGVR_UViG_3300045988_094311|3300045988|Ga0495776_068758: 24,663-34,655 (+)

35

IMGVR_UViG_3300045988_066030|3300045988|Ga0495776_171400: 24,662-33,509 (+)

35 36

IMGVR_UViG_3300045988_084967|3300045988|Ga0495776_117089: 24,663-32,859 (+)

35 oMTase_00015 orphan (CDS_0039)

MGV-GENOME-0308229: 24,663-34,474 (+)

35

IMGVR_UViG_3300045988_081995|3300045988|Ga0495776_116723: 24,673-32,620 (+)

35

uvig_201683: 24,661-35,614 (+)

35 36

IMGVR_UViG_3300045988_084971|3300045988|Ga0495776_068818: 24,675-34,625 (+)

35 36

IMGVR_UViG_3300029481_000014|3300029481|Ga0244053_100304: 24,662-35,200 (+)

35 36

IMGVR_UViG_3300029580_000279|3300029580|Ga0245096_100280|1-49817: 24,664-34,464 (+)

35 36 37

uvig_162715: 24,663-35,589 (+)

DruM2_00008 DNA (CDS_0035)
PEB1 (VF0327) (CDS_0036)

37

uvig_221452: 24,662-36,259 (+)

RM_Type_IIG__Type_IIG_2 (CDS_0035)
HEC-06_WP_081759119.1 (CDS_0036)

uvig_387368: 24,772-38,669 (+)

35 36

IMGVR_UViG_3300045988_109026|3300045988|Ga0495776_151872: 24,663-35,793 (+)

35
36

37 38

IMGVR_UViG_3300030352_000020|3300030352|Ga0244219_100357: 24,663-37,195 (+)

36 37 38 39

MGV-GENOME-0309532: 24,663-34,442 (+)

35

uvig_130154: 24,662-39,964 (+)

translation elongation factor (CDS_0035)
acetyltransferase (CDS_0036)

37 38

IMGVR_UViG_3300029740_000008|3300029740|Ga0245236_100415: 24,641-34,929 (+)

35 36 3738

uvig_69020: 24,664-33,312 (+)

35
36 42

uvig_282695: 24,664-34,378 (+)

35 tRNA nucleotidyltransferase (CDS_0036)

uvig_178173: 24,661-37,492 (+)

35 36 37 38 39

MGV-GENOME-0306607: 24,662-32,155 (+)

34 38 41

IMGVR_UViG_3300045988_074797|3300045988|Ga0495776_185017: 24,662-32,155 (+)

34 38

MGV-GENOME-0306162: 24,663-31,313 (+)

35

IMGVR_UViG_3300045988_063208|3300045988|Ga0495776_159222: 24,662-32,368 (+)

35

MGV-GENOME-0312582: 24,662-32,368 (+)

DNA methyltransferase (CDS_0035)

IMGVR_UViG_3300045988_104751|3300045988|Ga0495776_147224: 24,662-36,757 (+)

35 36 37 excisionase (CDS_0038)

IMGVR_UViG_3300045988_082103|3300045988|Ga0495776_169335: 24,674-35,531 (+)

35
36

integrase (CDS_0037)

38 39

IMGVR_UViG_3300045988_087601|3300045988|Ga0495776_047472: 24,674-35,935 (+)

AbiD__AbiD (CDS_0035)
36 37

uvig_140831: 24,674-44,909 (+)

AbiD__AbiD (CDS_0035)

trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NF000090.1) (CDS_0036)
BrxA_00015 BrxA (CDS_0037)

BrxB_00005 BrxB (CDS_0038)
39 40 41

42
integrase (CDS_0043)

44 45

IMGVR_UViG_3300029435_000133|3300029435|Ga0243745_1000418: 24,664-36,938 (+)

3-hydroxymyristoyl] glucosamine N-acyltransferase [LPS (VF0542) (CDS_0035)
nucleotide-sugar epimerase (CDS_0036)

O-antigen (VF0392) (CDS_0037)
38 39 oMTase_00015 orphan (CDS_0043)

MGV-GENOME-0318546: 24,722-36,142 (+)

35
transposase (CDS_0036)

37 38

IMGVR_UViG_3300029292_000294|3300029292|Ga0167469_100275|356-49368: 24,722-33,588 (+)

35 36

IMGVR_UViG_3300029292_000095|3300029292|Ga0167469_100275: 24,722-40,148 (+)

35 36
transposase (CDS_0037)

38 39 40 41 42

uvig_227219: 23,941-34,437 (+)

34 35 36 37

uvig_286085: 24,659-33,314 (+)

34

uvig_188830: 24,720-33,702 (+)

35 36
37

38

MGV-GENOME-0312732: 24,661-35,798 (+)

35 36 37 38

OTU_903: 24,660-39,723 (+)

35 36 37
ABC transporter (CDS_0038)

39 40 acyl carrier protein (CDS_0041)

IMGVR_UViG_3300045988_098017|3300045988|Ga0495776_112976: 24,672-39,318 (+)

35
replication initiation protein (CDS_0036)

37 38 39 40 41

uvig_239943: 24,662-38,248 (+)

35 36 3738 39
AI-2 (VF0406) (CDS_0040)

41

uvig_332969: 24,661-41,131 (+)

35
36

37
38

39 40

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (CDS_0041)
Lysine synthesis (VF0815) (CDS_0042)

43 44

IMGVR_UViG_3300045988_101266|3300045988|Ga0495776_147149: 24,661-35,032 (+)

35
36

37
38

39

uvig_284135: 24,661-39,212 (+)

Michele_1A_hits_grouped (CDS_0035)
penta_rpt_QnrE-NCBIFAM QnrE family quinolone resistance pentapeptide repeat protein (NF033375.2) (CDS_0036)

37
DNA topoisomerase II (CDS_0038)

DNA topoisomerase II (CDS_0039)

uvig_454270: 24,674-40,189 (+)

35
mads_8 (CDS_0036)

37 38 39

gcu167__gcu167B (CDS_0040)

ABCF_OptrA-NCBIFAM ABC-F type ribosomal protection protein OptrA (NF000514.1) (CDS_0041)

uvig_247189: 24,662-41,546 (+)

ParB-like partition protein (CDS_0035)
DS-15__DS-15A (CDS_0036)

37 38

PDC-S05_WP_205747975.1 (CDS_0039)

40 41 42

IMGVR_UViG_3300029356_000303|3300029356|Ga0243797_100427|113-56742: 24,773-42,049 (+)

35 36 37 38 39 40 41

IMGVR_UViG_3300029771_000321|3300029771|Ga0243801_100311|7232-60706: 24,773-38,894 (+)

35 36 37 38 39 40

IMGVR_UViG_3300029414_000273|3300029414|Ga0243798_100124|69122-122344: 24,773-38,837 (+)

35 36 37 38 39 40

IMGVR_UViG_3300029348_000246|3300029348|Ga0243800_100169|63645-118846: 24,773-40,621 (+)

35 36 37 38 39

IMGVR_UViG_3300029420_000106|3300029420|Ga0243803_100474: 24,773-48,317 (+)

35 36 37 38 39 40 41
ABC transporter (VF0818) (CDS_0042)

43 44 45

MGV-GENOME-0306105: 24,986-33,389 (+)

36
DNA methyltransferase (CDS_0037)

IMGVR_UViG_3300045988_058840|3300045988|Ga0495776_165995: 24,985-34,260 (+)

35 37

uvig_304777: 24,998-37,171 (+)

35 36 38 39

MGV-GENOME-0306613: 24,983-33,474 (+)

36 DNA methyltransferase (CDS_0037)

uvig_542951: 24,982-35,928 (+)

35 36 37 39

IMGVR_UViG_3300029579_000085|3300029579|Ga0244893_100487: 25,104-37,367 (+)

35
methyltransferase (CDS_0036)

37 39 40

IMGVR_UViG_3300029549_000077|3300029549|Ga0244894_100543: 25,104-35,769 (+)

methyltransferase (CDS_0036)
38 39

IMGVR_UViG_3300029133_000015|3300029133|Ga0168787_100441: 25,095-33,499 (+)

36 37

IMGVR_UViG_3300045988_070323|3300045988|Ga0495776_097114: 25,094-33,654 (+)

36

MGV-GENOME-0313955: 24,985-34,260 (+)

DNA methyltransferase (CDS_0037)

uvig_88527: 24,985-35,216 (+)

tyrosyl-tRNA synthetase (CDS_0035)
37

IMGVR_UViG_3300045988_065458|3300045988|Ga0495776_134609: 24,985-33,749 (+)

35 37 38

IMGVR_UViG_3300045988_069165|3300045988|Ga0495776_124250: 25,094-33,567 (+)

36 37

uvig_135620: 24,981-36,294 (+)

35 37 38

IMGVR_UViG_3300045988_071393|3300045988|Ga0495776_166045: 24,981-34,380 (+)

36 37

IMGVR_UViG_3300029116_000203|3300029116|Ga0168822_100166|40670-92541: 24,981-36,659 (+)

36 38 39 40

MGV-GENOME-0330593: 24,661-40,207 (+)

35 36 37 38
anti-CRISPR-Cas evasion by DNA repair (APIS120) (CDS_0039)

40 42

uvig_251503: 24,662-42,465 (+)

35 36
PDC-S10_WP_152022085.1 (CDS_0037)

38 39 40 41 42 43 44

MGV-GENOME-0337031: 24,662-47,031 (+)

35 36 37 38
transposase (CDS_0039)

40 41 42 43 44 mads_8 (CDS_0045)

IMGVR_UViG_3300029708_000359|3300029708|Ga0245189_100367|9721-58520: 24,675-36,712 (+)

35 36

DNA methyltransferase (CDS_0037)

38 42 43
SspD_00001 SspD (CDS_0044)

replication initiation protein (CDS_0045)

MGV-GENOME-0299113: 24,662-34,358 (+)

oMTase_00015 orphan (CDS_0035)
36

MGV-GENOME-0297164: 24,660-33,892 (+)

35 cysH_IV-B_1 (CDS_0040)

IMGVR_UViG_3300014787_000194|3300014787|Ga0134384_1000097|18274-67981: 24,672-35,025 (+)

35 36
37

38

IMGVR_UViG_3300035646_000125|3300035646|Ga0134425_00009|108613-157415: 24,688-34,376 (+)

35

IMGVR_UViG_3300029847_000305|3300029847|Ga0245281_100483|3-48021: 24,720-33,568 (+)

35

uvig_186501: 24,663-44,755 (+)

34 35
36

37 38
39

40 41 42

P(1)-type Mn2+ transporting ATPase (VF0848) (CDS_0043)

44
MutT/NUDIX hydrolase (CDS_0045)

46 47

IMGVR_UViG_3300045988_070295|3300045988|Ga0495776_148216: 26,884-35,071 (+)

oMTase_00015 orphan (CDS_0038)
39

IMGVR_UViG_3300045988_082532|3300045988|Ga0495776_116868: 27,047-36,273 (+)

38 39

IMGVR_UViG_3300045988_070262|3300045988|Ga0495776_116682: 26,885-35,936 (+)

38
DNA methylase (CDS_0039)

40

IMGVR_UViG_3300045988_061295|3300045988|Ga0495776_030017: 26,887-35,269 (+)

radical SAM domain protein (CDS_0038) 44

MGV-GENOME-0320238: 26,997-35,018 (+)

38

IMGVR_UViG_3300045988_090752|3300045988|Ga0495776_097163: 26,886-35,663 (+)

radical SAM domain protein (CDS_0037)

MGV-GENOME-0303754: 26,867-35,733 (+)

radical SAM domain protein (CDS_0038)
Mom-like DNA modification protein (CDS_0043)

uvig_147201: 26,428-36,005 (+)

oMTase_00015 orphan (CDS_0038)
39

IMGVR_UViG_3300029445_000483|3300029445|Ga0243741_1000569|8696-56717: 26,889-35,858 (+)

oMTase_00015 orphan (CDS_0038)
39

MGV-GENOME-0282512: 11,510-20,787 (+)

19 20

IMGVR_UViG_3300045988_068229|3300045988|Ga0495776_147330: 26,887-36,034 (+)

oMTase_00015 orphan (CDS_0038)
39

IMGVR_UViG_3300007498_000013|3300007498|Ga0104980_100431: 26,878-36,093 (+)

oMTase_00015 orphan (CDS_0037)
38 45

IMGVR_UViG_3300029777_000005|3300029777|Ga0243715_1000478: 26,900-35,420 (+)

oMTase_00015 orphan (CDS_0038)
39

IMGVR_UViG_3300045988_061687|3300045988|Ga0495776_029657: 26,884-35,164 (+)

oMTase_00015 orphan (CDS_0038)
39

MGV-GENOME-0306906: 26,887-36,625 (+)

oMTase_00015 orphan (CDS_0038)
39

MGV-GENOME-0297571: 26,888-35,867 (+)

oMTase_00015 orphan (CDS_0039)
40

MGV-GENOME-0305811: 26,888-36,194 (+)

38
39 40

IMGVR_UViG_3300045988_080557|3300045988|Ga0495776_097278: 26,893-35,121 (+)

38 39

MGV-GENOME-0330401: 26,887-35,494 (+)

oMTase_00015 orphan (CDS_0038)
39 45

uvig_396064: 14,278-22,857 (+)

oMTase_00015 orphan (CDS_0025)
26

IMGVR_UViG_3300045988_062911|3300045988|Ga0495776_148133: 26,886-35,695 (+)

oMTase_00015 orphan (CDS_0038)
39 cysH_IV-B_1 (CDS_0044)

IMGVR_UViG_3300045988_074360|3300045988|Ga0495776_097241: 25,375-35,647 (+)

oMTase_00015 orphan (CDS_0037)
38

MGV-GENOME-0306447: 26,884-36,519 (+)

oMTase_00015 orphan (CDS_0038)
39 43

MGV-GENOME-0317643: 26,888-35,394 (+)

38
39 MTase_II_00172 Type (CDS_0040)

MGV-GENOME-0304690: 27,010-35,794 (+)

3839
MTase_II_00172 Type (CDS_0040)

45 phosphoadenosine phosphosulfate reductase (CDS_0046)

MGV-GENOME-0303978: 24,661-32,434 (+)

endolysin (CDS_0033)
radical SAM domain protein (CDS_0037)

Ma_2019_SRR413612_NODE_210_length_62392_cov_3.422510: 24,661-47,161 (+)

35 36 37 38 39 40 41 42 43

Siderophore-dependent iron uptake system (VF0738) (CDS_0044)
ABC transporter (VF0741) (CDS_0045)

46 47 48
dehydrogenase (CDS_0049)

50 53

uvig_211728: 24,677-58,999 (+)

35 36 37 38 39
Copper exporter (VF0849) (CDS_0040)

41 42 43 44 45 46

LOS (VF0326) (CDS_0047)

48
integrase (CDS_0049)

50

transcriptional repressor (CDS_0051)

52

SoFic__SoFic (CDS_0053)

54

transcriptional regulator (CDS_0055)

56 57

clamp loader of DNA polymerase (CDS_0058)

59 60 61 62
HAD-superfamily hydrolase (CDS_0063)

uvig_190773: 23,778-35,098 (+)

25
26

27

endolysin (CDS_0028)
transposase (CDS_0030)

31 32

uvig_24035: 157-11,054 (+)

1 2 3 4

uvig_458121_: 33,461-44,832 (-)

5758

replication initiation protein (CDS_0059)

60

radical SAM domain protein (CDS_0061)

62

ParA-like partition protein (CDS_0063)

64
ATP-dependent protease (CDS_0065)

10000 nt
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