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IMGVR_UViG_3300029785_000151|3300029785|Ga0243763_1000519: 23,380-32,872 (+)
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uvig 456473:23,380-32,565 (+)

35 36 37 38 39 40
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IMGVR_UViG_3300029384_000121[3300029384|Ga0243983_1000481: 23,416-36,251 (+)
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uvig_61594:23,478-35,054 (+)
2728 3435
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MGV-GENOME-0307094: 22,818-31,258 (+)
32
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IMGVR_UViG_3300029364_000055|3300029364|Ga0243886_1000426:22,719-29,868 (+)
3233
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IMGVR_UViG_3300045988_060729|3300045988|Ga0495776_028674:22,817-31,205 (+)
32 33 36
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uvig 84285:22,688-30,915 (+)
HK_VanS_ACDEFG-NCBIFAM vancomycin resistance histidine kinase VanS (NFO33091.0) (CDS_0045)
35 36 37 38 39 40 4142 43 44 46 47
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uvig_382050:23,419-41,817 (+)

35 36 37 38 39 40 4142 43
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uvig_502416:23,455-38,180 (+)

33 3536 37 38 39
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uvig_24995:23,310-35,381 (+)
32 3435 36 37 88 39 44
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uvig_454385:23,110-34,025 (+)
COG0640 Csa3_1_CAS-I-II-111-IV-V-VI (CDS_0038) ABC transporter (CDS_0043) ThsC2_00001 HIT (CDS_0048)
35 36 37 39 40 41 42 44 45 46 47 |49 50 5152 58 54 55 56 57 58
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Uvig_567187:23,243-52,586 (+)
29 3133 35 38
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IMGVR_UViG_2920298691_000001|2920298691|2920298821|14565-63423:23,851-32,461 (+)
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IMGVR_UViG_3300029620 000013|3300029620|Ga0245130_100808: 23,401-29,532 (+)
31 33
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IMGVR_UVIG_3300029493 000114|3300029493|Ga0244010_1000746: 23,416-32,144 (+)
32 38
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uvig 313991:23,332-31,784 (+)
CARF2--CARF_MK_CARF_01000507 (CDS_0046)
Type_V_V_U4 Cas12 (CDS_0040)
transposase (CDS_0039) mads_8 (CDS_0050)
33 34 35 36 37 38 \ 4142 43 44 45 47 48 49 51
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uvig_445347_:23,807-47,163 (+)

PDC-M69A WP_216276383.1 (CDS_0040)
REase_MTase_|IG_00003 Type (CDS_0044)
capH (CDS_0042)
3334 35 36 37 38 39 417 43 45 46 49 51
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SAMEA2737653_al ct4238 vs1:23,798-44,307 (+)
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