Tet(A)/Tet(B)/Tet(C) family tetracycline efflux MFS transporter (NFO12174.0) (CDS_0036)
APH(3")-I family amipoglycoside O-phosphotransferase (NF033059.2) (CDS_0040)
APH(6)-1 family aminoglygoside O—phosphotrapsferase (NFO12171.0) (CDS_0039)
sulfonamide-resistant dihydropteroate synthase Sul4 (NFO33502.0) (CDS_0041)
35
4 25 2627 28 29 30 31 32 33 34T

N

;#

37 38 42 43 44 45 4647

TemPhD_cluster_45572 18671:41469(+)

Tet(A)/Tet(B)/Tet(C) family tetracycline efflux MFS transporter (NFO12174.0) (CDS_0038)
APH(3")-I family aminoglycoside O-phosphotransferase (NFO33059.2) (CD§ 0032)
APH(3")-I family amlnoglyc05|de O phosphotransferase (NF033059.2) (CDS_0042)
APH(6)- family amlnoglyc05|de O- phosphotransferase (NF012171.0) (CDS_0041)

APH(6)-I family aminoglycoside O-phosphotransferase (NFO12171.0) (CDS_0031) ‘
‘ sulfonamide-resistant dihydropteroate synthase Sul4 (NFO033502.0) (CDS_0043)
sulfonamide-resistant dihydropteroate synthase Sul4 (NFO033502.0) (CDS_0033)
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TemPhD_cluster_54983 18671:43833(+)

Tet(A)/Tet(B)/Tet(C) family tetracycline efflux MFS transporter (NFO12174.0) (CDS_0043)
trimethoprim-resistant dihydrofolate reductase DfrA35 (NFO33851.1) (CDS_0033)
ANT(3")-I family aminoglycosidgucleotidyltransferase (NF012157.0) (CDS_0035)
CmlA/FloR family chloramphenicol efflux MFS transporter (NFO33134.0) (CDS_0040)
APH(3")-I family amlhoglyc05|de O-phosphotransferase (NF033059.2) (CDS_0047)
APH(6)-1 fam||y amlnoglyc05|de O phosphotr?r?sferase (NF012171.0) (CDS_0046)
sulfonamide-resistant dihydropteroate synthase Sul4 (NF033502.0) (CDS_0048)

streptothricin N-acetyltransferase Sat2 (NFO00358.1) (CDS_0034) 42
30 3132 | | | 337 38 39 41] 44 45 49 53
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TemPhD_cluster_54830 17489:46463(+)

CmlA/FloR family chloramphenicol efflux MFS transporter (NFO33134.0) (CDS_0032)
APH(3')-I family aminoglycoside O-phosphotransferase (NFO33059.2) (CDS_0039)
APH(6)-1 family aminoglycoside O-phosphotransferase (NFO12171.0) (CDS_0035)
sulfonamide-resistant dihydropteroate synthase Sul4 (NF033502.0) (CDS_0040)
pen|C|II|n hydrolyzing class A beta-lactamase BlaZ (NF033139.1) (CDS_0038)
transposase (CDS_0036)
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APH(3')-1 family aminoglycoside O-phosphotransferase (NFO33059.2) (CDS_0036)
APH(6)-1 family aminoglycoside O-phosphotransferase (NF012171.0) (cos_@)
sulfonamide-resistant d|hydropteroate synthase Sul4 (NFO33502.0) (CDS_0037)
pen|C|II|n hydrolyzing class A beta-lactamase BlaZ (NF033139.1) (CDS_0035)
transposase (CDS_0033) ‘ ‘
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APH(3')-I family aminoglycoside O- phosphotransferase (NF033059.2) (CDS_0046)
APH(6)-1 family aminoglycoside O- phosphotransferase (NF012171.0) (CDS_0045)
sulfonamide-resistant dlhydropteroate synthase Sul4 (NFO33502.0) (CDS_0047)
43 44 | 48
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TemPhD_cluster_54345 27728:44958(+)

APH(3')-I family aminoglycoside O-phosphotransferase (NFO33059.2) (CDS_0056)
APH(6)-I family aminoglycoside O-phosphotransferase (NFO12171.0) (CDS_0055)
sulfonamide-resistant dihydropteroate synthase Sul4 (NF033502.0) (CDS_0057)
53 54 | | T 58

TemPhD_cluster_54312 37453:52456(+)

APH(3")-I family aminoglycoside O-phosphotransferase (NFO33059.2) (CDS_0039)
APH(6)-1 family aminoglycoside O-phosphotransferase (NF012171.0) (CDS_0038)
sulfonamide-resistant dihydropteroate synthase Sul4 (NFO033502.0) (CDS_0040)
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TemPhD_cluster_54943 27621:44399(+)

APH(3')-1 family aminoglycoside O-phosphotransferase (NFO33059.2) (CDS_0032)
APH(6)-1 family aminoglycoside O-phosphotransferase (NF012171.0) (CDS_0031)
sulfonamide-resistant dihydropteroate synthase Sul4 (NF033502.0) (CDS_0033)
2930 | | "] 34

TemPhD_cluster_55433 18671:35432(+)

APH(3')-I family aminoglycoside O-phosphotransferase (NFO33059.2) (CDS_0049)
APH(6)-1 family aminoglycoside O—phosphotraTsferase (NF012171.0) (CDS_0048)
sulfonamide-resistant dihydropteroate synthase Sul4 (NF033502.0) (CDS_0050)
4647 | | 7] s

TemPhD_cluster_54901 28533:45281(+)

APH(3')-1 family aminoglycoside O- phosphotransferase (NF033059.2) (CDS_0039)
APH(6)-1 family aminoglycoside O-, phosphotransferase (NFO12171.0) (CDS_0038)
sulfonamide-resistant d|hydropteroate synthase Sul4 (NFO33502.0) (CDS_0040)
3637 | | 41 45 46

TemPhD_cluster_55013 24467:43197(+)

APH(6)-1 family aminoglycoside O-phosphotransferase (NF012171.0) (CDS_0048)
APH(3')-1 family aminoglycoside O Rsphotransferase (NF033059.2) (CDS_0049)
sulfonamide-resistant dlhydropteroate synthase Sul4 (NF033502.0) (CDS_0050)
penicillin-hydrolyzing class A beta-lactamase BlaZ (NFO33139.1) (CDS_0045)
transposase (CDS_0042) transposase (CDS_0047) ‘
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TemPhD_cluster_54338 24460:52044(+)

trimethoprim-resistant dihydrofolate reductase DfrA35 (NF033851.1) (CDS_0044)
APH(6)-1 family aminoglycoside O- phosphotransferase (NF012171.0) (CDS_0042)
sulfonamide-resistant dlhydropteroate synthase Sul4 (NF033502.0) (CDS_0046)
aminoglycoside O- phosphotransferase APH(3")-1b (NFO32895.1) (CDS_0045)
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trimethoprim-resistant dihydrofolate reductase DfrA35 (NF033851.1) (CDS_0040)
APH(6)-1 family aminoglycoside O- phosphotransferase (NFO12171.0) (CDS_0038)
sulfonamide-resistant dlhydropteroate synthase Sul4 (NFO33502.0) (CDS_0042)
aminoglycoside O- phosphotransferase APH(3")-1b (NF032895.1) (CDS_0041)
3 37 | 39 | | 43
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TemPhD_cluster_55391 21144:38309(+)

trimethoprim-resistant dihydrofolate reductase DfrA35 (NFO33851.1) (CDS_0037)
APH(6)-1 family aminoglycoside O-phosphotransferase (NF012171.0) (CDS_ 0032)
sulfonamide-resistant dlhydropteroate synthase Sul4 (NFO33502.0) (CDS_0039)
aminoglycoside O- phosphotransferase APH(3")-1b (NF032895.1) (CDS_0038)
penicillin-hydrolyzing class A beta-lactamase BlaZ (NFO33139.1) (CDS_0035)
iransposase (CDS_0033) ‘
30 31 34 36 40
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TemPhD_cluster_55039 17661:40185(+)

trimethoprim-resistant dihydrofolate reductase DfrA35 (NFO33851.1) (CDS_0052)
APH(6)-1 family aminoglycoside O- phosphotransferase (NF012171.0) (CDS_0050)
sulfonamide-resistant d|hydropteroate synthase Sul4 (NFO33502.0) (CDS_0054)
aminoglycoside O-phosphotransferase APH(3")-Ib (NF032895.1) (CDS_0053)
45 46 47 4849 | 51| [ | 55

TemPhD_cluster_54714 27573:47819(+)

trimethoprim-resistant dihydrofolate reductase DfrA35 (NFO33851.1) (CDS_0055)
APH(6)-1 family aminoglycoside O-phosphotransferase (NF012171.0) (CDS_0053)
sulfonamide-resistant M ropferoate synthase Sul4 (NFO33502.0) (CDS_0057)
aminoglycoside O-phosphotransferase APH(3")-Ib (NF032895.1) (CDS_0056)
transposase (CDS_0051)
transposase (CDS_0050)
transposase (CDS_0052)
48 49 | | | 54
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CDS_0029
CDS_0030
CDS_0028

TemPhD_cluster_55985 13999:27565(+)

CDS_0030
CDS 0031
CDS_002%

TemPhD_cluster_55929 17270:30883(+)

CDS_0043
CDS_0044
CDS_0042

TemPhD_cluster_45546 29145:44067(+)

CDS_0047
CDS_0048
anti-RM (APIS063) (CDS_0041)  CDS_0046

TemPhD_cluster_45560 31291:45300(+)

CDS_0041
CDS_0042
CDS_0035 CDS_0040

TemPhD_cluster 55219 24338:37453(+)

CDS_0037
[ cDs 0038
CDS_0036

TemPhD_cluster 55431 21128:34262(+)

CDS_0042
CDS_0041 | CDS 0043

TemPhD_cluster_55053 25788:38598(+)

transposase (CDS_0046)
48
transposase (CDS_0045) | 47 | 49
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TemPhD_cluster_55008 28066:41983(+)

transposase (CDS_0042)
transposase (CDS_0041)
39
38|40 ‘ transposase (CDS_0043)

\
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TemPhD_cluster_55178 23564:39893(+)

transposase (CDS_0043)
transposase (CDS_0042)
transposase (CDS_0044)
41 /] | 45

TemPhD_cluster_55028 27797:44115(+)

sulfonamide-resistant dihydropteroate synthase Sul4 (NFO33502.0) (CDS_0052)
49 50 51 53

TemPhD_cluster_54684 31873:48477(+)

sulfonamide-resistant dihydropteroate synthase Sul4 (NFO33502.0) (CDS_0049)
46 47 48 50

TemPhD_cluster_54775 30753:47348(+)

sulfonamide-resistant dihydropteroate synthase Sul4 (NFO33502.0) (CDS_0042)
39 40 41 43

TemPhD_cluster_55133 24521:40376(+)

sulfonamide-resistant dihydropteroate synthase Sul4 (NFO33502.0) (CDS_0036)
CDS_0034
"[cps 003 CDS_0037

la

TemPhD_cluster_55411 20453:35959(+)

sulfonamide-resistant dihydropteroate synthase Sul4 (NF033502.0) (CDS_0033)
2930 31 32 34

TemPhD_cluster_55495 17559:33841(+)

sulfonamide-resistant dihydropteroate synthase Sul4 (NF033502.0) (CDS_0033)
2930 31 32 34

TemPhD_cluster 55492 17560:33914(+)

MazEF__MazE (CDS_0046L
MazEF__MazF (CDS_0047)restriction endonuclease I (CDS_0049)
Druantia_ll__DruM (CDS_0048)

l
w

TemPhD_cluster_45531 27365:42384(+)

MazEF__MazE (CDS_0038)
MazEF__MazF (CDS_0039)restriction endonuclease Il (CDS_0041)
Druantia_Il_DruM (CDS_0040)

CDS_0034

TemPhD_cluster 55177 22777:37456(+)
sulfonamide-resistant dihydropteroate synthase Sul4 (NFO033502.0) (CDS_0059)

excisionase and transcriptional regulator (CDS_0041) 49 PagR-XO1 (VF0664) (CDS_0054)
39 40 | 42 43 44 4546 47 48]50 51 52 53 | 55 56 57 58 60
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TemPhD_cluster_54255 24522:53540(+)
CDS_0041
CDS_0042 CDS_0048
CDS_0040 CDS_0047 | CDS_0049

TemPhD_cluster_54980 22304:35315(+)

CDS_0035
CDS_0036
CDS_0034

TemPhD_cluster_54950 21323:34373(+)

CDS_0036
| cps_0037
CDS_0035 CDS_0041 CDS_0042

TemPhD_cluster_54793 22637:36695(+)

CDS_0030
CDS_0031
CDS_0024 CDS_002%

TemPhD_cluster_55183 17909:31023(+)

CDS_0030
CDS_0031
CDS_0029

TemPhD_cluster_55450 17909:31052(+)

CDS_0042
CDS 0043
CDS 0041

TemPhD_cluster_54598 26742:41091(+)

transposase (CDS_0031)
transposase (CDS_0030)
transposase (CDS_0032)
29 | | 3334

TemPhD_cluster 55045 17894:33697(+)

MazEF_MazF (CDS_0042)
transposase (CDS_0044)
transposase (CDS_0043)
MazEF_MazE (CDS_0041) | | | transposase (CDS_0045)

TemPhD_cluster 54977 24951:40426(+)
MazEF__MazE (CDS_0039) MazEF__MazF (CDS_0040)

TemPhD_cluster 55102 24913:37675(+)

transposase (CDS_0046)
transposase (CDS_0045)

transposase (CDS_0032) RtxA (VF0482) (CDS_0040) 43
31 33 37 38 39 41 42744 4748
I

TemPhD_cluster_54889 22562:45445(+)

DnaC-like helicase loader (CDS_0038)
transposase (CDS_0033)
CDS_ 0031 CDS_0037
CDS_0032 CDS 0034 | | transposase (CDS_0039)

TemPhD_cluster 45613 22802:36473(+)

10000 nt 1
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