tail protein (CDS_0028)
DNA invertase (CDS_0037)

endolysin (CDS_0032) Retron_VI_HTH (CDS_0041)
holin (CDS_0031) 44
3 35 43
2729] 33 3436 38 3940| 427 |45transcriptional regulator (CDS_0046)

\MGVR?UViG,Z660238104,000004|26602381-O4\2660263298|27185—75258 21518:31996(+)

endolysin (CDS_0032)

CB‘ S_0033
CDS_0029 T CDS_0035
CDS_0028 CDS_0034 HTH DNA binding protein (CDS_0040)

OO EEEEIGHDD

\MGVR7UVi672778261654700000212778261654\2778333360 21527:28730(+)

anti-CRISPR-Cas (AcrlIA2) (CDS_0035)
anti-CRISPR-Cas (AcrlIA3) (CDS_0036)
anti-CRISPR-Cas (AcrlIA1) (CDS_0034)
endolysin (CDS_0033)
32 [ [|[3738 40

—
TemPhD_cluster_40065_ 21213:29157(+)

anti-CRISPR-Cas (AcrllA2) (CDS_0035)
anti-CRISPR-Cas (AcrlIA3) (CDS_0036)

anti-CRISPR-Cas (AcrlIA1) (CDS_0034)
endolysin (CDS_0033)

32 [ || [3738

—
TemPhD_cluster 31581 21217:29160(+)

amidase (CDS_0033)
CDS_0032

IPOMNEO—CAAH

TemPhD_cluster_40360 21536:27(:16(+)

anti-CRISPR-Cas (AcrllA12) (CDS_0036)
anti-CRISPR-Cas (AcrlIA1) (CDS_0035)
HNH endonuclease (CDS_0034)
endolysin (CDS_0032)| 38
[ 33] | [37]39

—
TemPhD_cluster_59038 21220:29655(+)

anti-CRISPR-Cas (AcrlIA12) (CDS_0035)
anti-CRISPR-Cas (AcrlIA1) (CDS_0034)
endolysin (CDS_0032)

[ 33|]3637

—
TemPhD_cluster_31568 21217:29411(+)

endolysin (CDS_0033)
35 37
3436

(CODE BN I-CAad

TemPhD_cluster 47416_ 21539:29168(+) \

3537
32 33 34[3638 40

ICEONEDEDHN-ETC D

TemPhD_cluster 59273 21530:30825(+) "

endolysin (CDS_0032)
34 36
333537

ICOMEKEHI-CKIAS

TemPhD_cluster_40118 21537:28727(+)

endolysin (CDS_0030)

32 34
3133[35 36

\MG\/R,UViG,28596282797000002|2859628-279\285%28279| 1721394-1768976 19848:27928(+)

endolysin (CDS_0033)
35 37
32 | 343638

TemPhD_cluster_35104 21544:29123(+) -

endolysin (CDS_0032)
CDS_0034
CDs_0033

IPEPEOHCEIAAA)

\MGVR?UVi672857053518,0000-02|2857053518\2857053518| 1254151-1301034 21226:27154(+)

endolysin (CDS_0032)
~ CD5_0034
cbs_0033
| T|cDs 0035

TemPhD_cluster 40580 21541:28639(+)

endolysin (CDS_0032)
~ €DS_0034
cbs_ 0033
| T|cps 0035 transcriptional regulator (CDS_0039)

TemPhD_cluster 48133 21541:29239(+)

DNA invertase (CDS_0038)
endolysin (CDS_0032)
34 36 Retron_VI_HTH (CDS_0042)
333537 | T 44 45

\MGVR7UVi6728796669647000002|2879-666964\2879666964| 1324790-1372862 21531:29794(+)

endolysin (CDS_0032)
34
C§35 DNA invertase (CDS_0036)

ICOMEKEETTIAAANEN

\MGVR,UViG,2681813193,000002T2681813193\2681865402|342—4749é 21531:28876(+)

CDS_0030
CDS_0034

CDS_0033
T| cps_0035

CDS 0026
CDS 0025

TemPhD_cluster_35061 20437:27718(+)
Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (CDS_0052)

endolysin (CDS_0032) MutT/NUDIX hydrolase (CDS_0050) MutT/NUDIX hydrolase (CDS_0060)
34 36 47 PrfA (VF0062) (CDS_0053) esterase/lipase (CDS_0062)
3335[37 3839 40 41 42 43 444546| 48 49 |51 | [5455 5657 58 59 |61 63 64 65 integrase (CDS_0067)

TemPhD_cluster_45804 21531:56016(+)

Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (CDS_0052)
PrfA (VF0062) (CDS_0053)
34 36 InIC (VF0438) (CDS_0041) 47 51 esterase/lipase (CDS_0062)
323335[37 3839 40 | 42 43 444546 48 4950] 5455 5657 58 59 6061 | 63 64 65
DDWED-KE-H—D-D—EBED

TemPhD_cluster_55840 21531:55770(+)

Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (CDS_0052)

endolysin (CDS_0032) MutT/NUDIX hydrolase (CDS_0050) MutT/NUDIX hydrolase (CDS_0060)
34 36 47 PrfA (VF0062) (CDS_0053) esterase/lipase (CDS_0062)
3335[37 3839 40 41 42 43 444546 48 49 |51 | [5455 5657 58 59 |61 63 64 65

TemPhD_cluster_45805 21531:55971(+)

Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (CDS_0051)

endolysin (CDS_0032) MutT/NUDIX hydrolase (CDS_0049) MutT/NUDIX hydrolase (CDS_0059)
34 36 46 PrfA (VF0062) (CDS_0052) esterase/lipase (CDS_0061)

3335[37 3839 40 41 42 434445 47 48 |50 | [5354 5556 57 58 | 60 62 63 64

TemPhD_cluster 31130 21531:55475(+)
Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (CDS_0047)

endolysin (CDS_0032) MutT/NUDIX hydrolase (CDS_0045) MutT/NUDIX hydrolase (CDS_0055)
34 36 42 PrfA (VF0062) (CDS_0048) esterase/lipase (CDS_0057)
3335[37 38 394041 43 44 |46 | [4950 5152 53 54 |56 58 59 60
—— -

TemPhD_cluster_45863 21535:50148(+)

Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (CDS_0047)
PrfA (VF0062) (CDS_0048)
34 36 42 46 esterase/lipase (CDS_0057)
32333537 38 394041] 43 4445] 4950 5152 53 54 5556 | 58 59 60

TemPhD_cluster 56157 21535:50148(+)
k 10000 nt 1
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