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CDS_OOEé
CDS_0010 CDS.0015| | CDS.0019
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glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0025)
DNA methyltransferase TCDS_0023)
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18 endonuclease (CDS_0024)
15 16 17] 19 21 22 | || 26anti-CRISPR-Cas (AcrllA21) (CDS_0027)
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glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0024)

Druantia_ll__DruM (CDS_0019) l
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15 16] 18 20 21 | || 25anti-CRISPR-Cas (AcrllA21) (CDS_0026)
PO (T @ADL A
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18 endonuclease (CDS_0024)
15 16 17] 19 21 22 | 26 anti-CRISPR-Cas (AcrllA21) (CDS_0027)
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17 endonuclease (CDS_0025)
15 16 19 20 22 23 | ] 27anti-CRISPR-Cas (AcrllA21) (CDS_0028)
PO O O ERCK AN KA

uvig 182977 6768:29049(+)

glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0021)
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16 endonuclease (CDS_0020)
15 1718 | || 22anti-CRISPR-Cas (AcrllA21) (CDS_0023)
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glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0033)
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CDS_0017
MGV-GENOME-0177461 7143:16691(+)
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CDS_0019,
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CDS_0015
PO OETD—C-EHD HD
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CDS_0015 CDS_0022
MGV-GENOME-0201698 6777:17283(+)
CDS_0015
MGV-GENOME-0227846 6777:17383(+)
CDS_0015
PO O — A K
uvig 1501 6777:18448(+)
CDS_0015 CDS_ 0016
MGV-GENOME-0203253 6777:17556(+)
CDS_0015
CDS_0016
PO O —C T KHE HACH
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CDS _70016
CDS_0015 CDS_0017 CDS_0018
MGV-GENOME-0219338 6759:19697(+)
endolysin (CDS_0018)
holin (CDS_0017) LPS (VF0085) (CDS_0020)
15 16] | 19 LPS (VF0561) (CDS_0021)
PO O ODE—C @& KD D
uvig 1264 6774:23061(+)
CDS_0015 CDS_0021CDS_0022
MGV-GENOME-0203184 6767:17434(+)
CDS_0022
CDS_0015 CDS_0016 CDS_0017 CDS_700§1
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uvig_57463 6774:19476(+)
CDS_0015 CDS_0016
MGV-GENOME-0202461 6774:16936(+)
integrase (CDS_0018)
CDS_0016 CDS_0017 CDS_0023
DO OO ETD—EEK KHDD
uvig_216406 7565:19739(+)
CDS_0015CDS_0016
MGV-GENOME-0188740 6774:14798(+)
CDS_0015 CDS_0016
MGV-GENOME-0202767 6774:16877(+)
endolysin (CDS_0020)
holin (CDS_0918)
16 phosphate transporter subunit (CDS_0022)
15 17|19 | 21 23 24 FbpABC (VF0272) (CDS_0025)
DS O O — - OEED-CAAdd
uvig 12445 6774:23314(+)
holin (CDS_0018)
16
15 T17/19endolysin (CDS_0020)
PO O O Caadd
MGV-GENOME-0237451 6774:17760(+)
endolysin (CDS_0020)
holin (CDS_0018) transcriptional repressor (CDS_0023)
17, SoFic_SoFic (CDS_0022) 2830
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IMGVR_UViG_3300007501_000115|3300007501|Ga0104994 100651 6774:26993(+)
AAA domain, putative AbiEii toxin, Type IV TA system (CDS_0020)
Retron_VI_HTH (CDS_0021)
holin (CDS_0017)
15 14] 18 19 2 23 24 25 26 32
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SAMEA2737768_b1_ct76_vs3 6751:30174(+)

AAA domain, putative AbiEii toxin, Type IV TA system (CDS_0020)
holin (CDS_0017)
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endolysin (CDS_0019)
holin (CDS_0018)
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15 16| 20 22 23 [ 25
SAMEA2737834 _al_ct13551 vs1 6760:21-564(+) =
16 20
15 [17 18 19 21 25 26

MGV-GENOME-0155995 6760:18158(+)

CDS_0017
CDS 0016 CDS 0019
CDS_0015 |CDS_0018
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