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Batabage nt

Guery 1D CRO22170.1

Description Asromonas salmonicida sirain 5121 plasmid pS121-1a, complets senvence .,

Melscule type  nucleic acid
Cwsery Length 183805

Descriptions
Description Max Total Query E Per. Accession
Score Score Cover value Ident
2;;2??1“:5;::’;‘;;’{2‘:52 jgﬁ;mm plasmid 5 eiger05  4.119e405  100% 0.0 100.00%  CP022170.1
Aeromonas salmonicida plasmid pS121-1b, o
complets sequence 1.316e+05 3.986e+05 97% 0.0 99.98% M
Q;:’;?;;a;a:ﬁé’:fe””“ plasmid pAER-1809, 54369 1538405 B6% 0.0 90.16% CPoZBz211
552‘;?3?‘22335?5:9’”"“ plasmid pABBIIMP. 45636 68066 15% 0.0 99.95% MF344570.1
Pseudomoenas putida strain SY153 plasmid o
pSY153.MDR. compiste sequense 15836 91040 16% 0.0 99.95% KYBB3660.1
Pseudomonas asruginosa slrain PA121617 N .
plasmid pBM413, complete sequence 15836 68492 15% o 99.95% LPD18215]
i’j;é?;’;‘gggi:fgggm"sa plasmid p727-IMP, 47007 53055 13% 0.0 99.01% MF344568.1
Pseudomonas aeruginosa strain AR_D111
chromosome, compiete genome 15317 71319 14% 0.0 99.98% CP032257.1
Pseudomonas aeruginosa strain AR_0230
chromoseme, campiete gename 15317 65884 13% oo 99.98% CPo27174.4
:::gfnim:ﬂ:;? ﬁgg&ozsﬂaa?DNA' compiete 15317 7921 14% 0.0 99.98% APD14E51.1
Asromaonas caviae strain WCW1-2
chromosame, complete gename 12988 1.631e+05 22% 0.0 97.81% CPO3sEEzn
Pseudomonas aeruginosa strain CCUG 51971 o
chromosome, complete genome 12884 1.091e+05 15% 0.0 99.07% CPO43328.1
e haida strain PR112420, 12848 67795 13% 60 99.87%  CPO1787
: Asromonas caviae GSHEM-1 plasmid
: pGSHBM-1-2 DNA, complete genome 12748 21580 5% 0.0 95.80% APO15187 .4
. Pseudomonas rhodesiae strain BS2777
. genome assembly, chromoseme: | 12718 28730 9% 0.0 99.84% L1623801.1
. Pseudomonas aeruginosa plasmid Rms149 12706 25651 8% 0.0 99.80% AJBTTZZ28 1
Klebsielia pneumoniae sirain KPNIH48 "
 plasmid pKPN-10f7, complete sequance 12683 15879 5% 0.0 898.70% CRO26387 1
Klebsielia pneumaniae sirain KPNIH48 a ,
plasmid pKPN-8ce, complete sequence 12682 15941 4% 0.0 898.70% LPD2B3RE 1
Pseudomanas veronii 1YdBTEXZ genome
assembly, chromosome: PVE_r2 12852 23533 &% 0.0 85.63% LIsggseed
2;:;;‘;23;;% ASNIHZ chromosome. 12650 96511 10% 0.0 99.60% CP026406.1
Pseudemonas aeruginosa strain PA34 plasmid s .
PMKPAZ4-1, compiete sequence 12397 48268 15% 0.0 89.76% MH547560.1
SOS;L;?;SZZ?Z%‘: BIPES chromosoms, 12244 45185 13% 0.0 88.28% CRO41833.1
Kiebsiella pneumaoniae slrain KP18-29 plasmid 12039 9506 13% 0.0 97.78% MK262712.1

p18-28-MDR, complele sequence
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Score Score Cover value ident

Stenatrophomaonas malfophilia strain
NCTC1025% genome assembly, chromosome: 11858 18480 6% 4.8 92.92%
1

Stenotrophomonas sp. pho chromosome 11952 18521 6% 8.0 92.91% CPRe2a75a 1

Stenotrophomonas sp. PAMC25021
chramosome, complete genome

11852 18475 6% 0.0 92.81% CP§39255.1

Stenotrophomonas maliophilia strain CSM2

L 1
chramosome, complete genome 1852 17484 5% 0.0 92.81% CPD252881

Pseudomonas putida 516, complate

&,
gonoma 1952 18288 6% 0.0 92.81% CPOp2870.1

Psecdomonas putida sirain 12869 plasmid

p12969-DIM. complete sequance 11937 66639 14% 0.0 97.52% K130294.1

Transposan Tnd01 from Pseudomonas
aenuginosa plasmid pVS1 encoding mercuric
ion resistance determinant. Genes: mark
{regutation), merT and merP {transport}, merA
{reductase), merD (nol known); two open
reading frames of unknown function (possibly
ane is merk); res site, tnpR and {npA
(transposition)

11936 17659 5% 0.0 92.89% Zou027.1

Shigella flexneri 5a plasmid virulence plasmid

SWRS01, complote sequence 11930 17654 5% 0.0 92.87% AF348708.1

Aeromonas hydrophiia subsp. hydrophila
strain WCHAH045096 chromosome, complete 11904 1.215e+05 15% 0.0 95.21% CPROZ8568.2
genome

; Bacterium 72B plasmid pTOR_01, compiele

L/ 4
' sequence 11806 15198 4% 0.0 98.88% JHBAIZIT 4

' Pseudomonas aeruginosa strain 1334/14

: 1M741 91151 16% 0.0 97.84% CPROASTI0.1
; chromosome, complete genome '

* Uncultured bacterium plasmid pKAZS,

" complele sequence 11677 24815 6% 0.0 98.02% KRE27354.1

- Salmonella enterica subsp. enterica seravar

. Rissen plasmid pSR166 RepA plasmid

- replication protein (repA) gene, partial cds;

" RepF regulalor protein (repF), ParA

. paritioning protein (parA), and
inverase/racombinase genes, complete cds;

. class 1 integron, complfete seguence; and
hypothetical protein genes, complete cds

1zee 23279 6% 0.0 98.93% Huaaezir.a

Pseudemoenas sp. HLS-6 chromasome,

o, Y e
complete genome 11110 27166 7% 0.0 96.36% CPOZA4T78 4

. Pseudemonas aeruginosa sirain Y31

£
chromosome, complete genome 14386 28594 10% 0.0 89.87% CRO30810.1

! Pseudomonas pulida strain JBC17

. chromosame, complele genome 10986 10986 3% 0.0 80.87% CPOZBE33.1

Pseudomonas aeruginesa isolate paerg00s

genome assambly, chromosome: 0 10873 43078 12% .o 99.83% LR130334.1

Pseudocmonas acruginesa isolate paerg009

genome assambiy, chramasome: 0 10873 43078 12% 0.0 99.83% LR130533.1

Pseudomonas sp. PONIH3 chromosome, o s
complete genome 10873 32266 7% 0.0 99.83% CP026386.4

Pseudomonas mandelii JR-1 plasmid,
complete sequence 10360 17477 5% 0.0 99.77% CPOG5361.1

. Pseudomonas mendocina strain MAE1-K
. chromesome, complete genome

: Escherichia coli strain H530-1 plasmid pHS30-
1, complete sequence

10949 27742 5% 0.0 99.75% CPOZIE414

10940 50650 8% 0.0 99,85% CPRD28493.14

Escherichia coli sirain EP28 plasmid

g, % &
" pHNEPZE cfr, complete sequence 10338 26083 3% 0.0 99.95% KI8A9355.7

Pseudomonas sp. strain FFUP_PS_41

4] <]
plasmid pJBCLA1, complete sequence 10936 43621 12% 0.0 99.68% MKASEH58 1

Pseudomeonas putida plasmid pOK1 DNA,
complete sequence, strain: H51

Escherichia coli GSHBM-2Z plasmid pGSHEM-
2-2 DNA, complete genome

10838 13659 3% 0.0 99.65% AB434%908,1

10835 22012 4% G0 98.83% APGII6TT A
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Description Max Total Query E Per. Accession
; Score Score Caver value ldent

. Psaudemenas aeruginosa plasmid pR31014-

fvrapolocioadininie 10835 67391 15% 0.0 99.68% ME344571.1
Sj;‘;?;g‘zgzi jﬁé";M” transposon Tné662a. 44995 13186 3% 0.0 95.65% KJ920396.1
ﬁi??éfﬁ?i?fﬁ;ii?ié;ﬂlﬁcg*“mid P07 40000 29845 9% 0.0 99.83% MGB25383.1
’:ﬁ;‘;”;i‘;ascé‘%‘ggfg‘gz ;Zr;‘;"cen'c'ﬁ plasmid 4 6arg 51808 17% 08 100.00%  GP03B466.1
ﬁ:;g”;‘;’;ai;‘;‘;ﬁf;gae;ﬁr::;:‘lcm plasmid 45070 61951 17% 0.0 100,00%  CPO384641
Aeromonas hydrophila strain WCX23 plasmid 10870 61961 17% 0.0 100.00%

pWCX23_ 1, complete sequence
Vibrio alginclyticus strain VAS3-1 plasmid

&
pVAS3-1, complete sequence 10870 68133 4% 8.0 100.66% KLE0531 1
Aeromanas hydrophiia sirain ZYAH75 10864 47883 16% 00 100.00% CEa16990.1
chromosome, camplele genome
Citrobacter freundii strain 18-1 ptasmid o =
pBKPC18-1, éomplate sequence 10706 20670 7% 0.0 96.96% CPa223751
Pseudomonas aeruginosa strain AR_0110 o
chromosome, complete gerome 10643 45204 10% 0.0 100.00% CPO2aT45.1
zsgg;imonas putida strain DLL-E4, complete 10318 55775 112, 0.0 a9 73% CPB07E20.1
Psecdomonas mendocina strain 57 plasmid o .
pAERS7. complete sequence 103186 27838 9% 0.0 88.72% MKE71728.1
Pseudomanas monteiiii strain B5 plasmid N
 pSHS5-1, complete sequence 10316 15650 5% 0.0 99.72% CPo22563.1
Pseudomonas aeruginosa genome assembly
- PAMH 1S, plasmid pPAMH19, plasmid : 10316 18751 5% 0.0 89.72% LMNEDZ358.
- pPAMEG
. Stenotrophomonas rhizophiia strain GA1
* plasmid unnamed3, complete sequence 10310 14198 5% oo 98.70% CRO3TTIZA
 Pseudomanas aeruginosa sirain 1168 plasmid . o
p1160-VIM, compiete sequence 10308 48762 1% 0.0 96.68% MF144184.2
" Pseudomonas veroat strain Pvy plasmid 10303 20617 6% 0.0 99 68% CPO38632.1

unnamed, complete sequence 0T TEERT B TR TEAEEAR e

Pseudomonas aeruginosa isolate RW109
genome assembly, chromosome: 10301 36411 5% 0.0 99.68% LT955528,1
Main_chromosome

Pseudomonas sp. XWY-1 plasmid, compiete

ponome 10257 54221 10% 0.0 99.56% CP026333.1
EE\Z;;%TQ;E%?;?SQE; ~HeZ plasmid 10250 10397 2% 0.0 99.54% MK3I76381.1
i’iﬁq‘;?é’t';"i@?,ié’#éfa NDO plasmid PRDS-T 40250 10383 2% 0.0 99.54% AY208917.2
ijﬂ:ﬁ:gggzié’ﬁéfa HB3267 plasrid PPCS. 40048 72967 12% 0.0 99.54%  CROIT30
E;ﬁ;f;ﬁ?"f;:;{;‘g22212:?;“ PABI plasmid  g745 27688 7% 0.0 92.03% CPU17294.4

. gép:eﬂ;a plasmid pPGH1 DNA, tnpR and tnpA 9683 8683 - 00 o7 845 1094504

| §§§§$%?3° ;Eaairfﬁééspi;sf'ate PLBSQEnOmE  gza7 12738 3% 0.0 99.88% LT983396,1
Klebsiella oxytoca strain AR_0028 plasmid Q315 16617 59, 05 90.719% CPO2ET17.1

unitig_2_pifon, complele sequence
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Description Max Total Query E Per. Accession
Score Score Cover value ident

Aeromonas caviae strain F120AES1 truncaled
integrase (intl1), aminoglycoside-2'-
adenyltransferase (aadB), quinclone-
resistance protein QnrvVC4 (qnrvC4),
aminoglycoside {6')-N-acety!irans{erase

. {aacAd), chlaramphenicol resistance praiein

¢ CmlAS (emiAS5), class D beta-iactamase OXA-

: 10 (blaQXA-10), eminaglycaside 3'-

- adenyltransferase (aadA1), extended-

. specirum class A beta-iactamase VEB-1

. {blaVEB-1}, and aminoglycoside-2'-

¢ adenyltransferase (aadB) genes, complete

: ods; insartion sequence, complete sequence;

¢ disrupted niR gene, partial sequence; and

¢ TniQ protein (tniQ) and TniB protein (IniB}

. genes, complete cds

8789 11796 3% 0.0 92.98% WUBBE27E.1

Entercbacter cloacae complex 'Hofimann
¢ cluster III'integron:class 11In1374 DNA, 8641 20970 5%, 0.0 99.94% LC224312.4
: complete sequence, strain: AZ 886

. Pseudomonas aeruginosa strain S86968,

: 8497 44493 10% 0.0 99.63% CPogBess.2
: compiete genome

Aercmonas hydrophila subsp. hydrophila
. strain WCHAH045098 plasmid p1_045096, 8485 8486 2% 0.0 99.46% CROZ8562 2
. complete sequence

" Aeromonas hydraphila subsp. hydraphila
strain WCHAHDA45096 plasmid p2_045096, 84885 12084 5% 0.0 99.32% CPO28563.1
complete sequence

Achromabacter xylosaxidans strain X02738

0 -]
clone fosmid AMOS, partial sequence B463 2841 % 00 99.40% 4X448350.1
Pseudomanas aeruginosa sirain K34-7 8468 58220 13% 0.0 99.96% CPUZe707.1
chromosome, complete gencme
siiffé’i?%liifnimg‘“"'sa strain PAS3, 8468 70387 14% 0.0 99.96% £P017283.1
Pseudomonas aeruginesa strain o ar
GIMC5002:PAT-169 chromasome 8434 70981 13% 0.0 99.83% CPO43548.1
Pseudomonas aeruginosa strain o N
GHAC 06T PAT-23 chromasome 8434 71202 13% 0.0 9%.85% CR043483.1
. Pseudomonas aeruginosa strain
FBAARGOS_571 chromosome, complete 8434 48628 13% 0.0 98.85% CPO33833.1
gencme
" Pseudomonas aeruginosa strain AR_0357 8434 91809 13% 00 66 837, CROZT6E 4
chromosome, complete genome
5 fg;‘;?gt’;";’;iz;zrugi“Osa strain E8130952, ga34 67815 1% 6.0 50.85% CPO20603.1
Pseudomenas aeruginasa DNA, compiete o o
genome, strain: NCGM 1984 8434 67722 12% 0.0 99.85% APGI4646 1
g:ﬁg:’nim:t”r:; Ao oS complete 8434 67722 12% 0.0 99.85% AP14622.1
Pseudomonas agruginosa strain 24Pae112 432 85241 ya0, 0.0 99 .87% £P029605.4
chromosome, complete genome
Pseudomonas aeruginosa strain AR_0353 8431 66164 10% 0.0 a0 832 CPO27172.4
chromosome, complele genome
: Eg;‘;‘l’;f;“;’;iifemg‘”osa strain Pass, 8431 88793 12% 0.0 99.85% CPO21775.1
: iiﬁs;:;z;nqouneansczeruglnosa strain C79 genomic 8429 28397 8% 0.0 99.80% IFR6498.1
g;igi?é“;;‘gj;i;“gmsa strain 28785cz 8425 37024 9% 0.0 99.83% KY868572.1
Escherichia coli strain 8409 plasmid p6409- ° o o
202.186kb, complete sequence 8405 36452 1% C.0 93.91% LPotesrad
Pseudemenas aeruginesa sirain C79 g395 21400 79, 0o 95.87% CPO40ERA 1

chromosome, compiete genome

Pseudomonas aeruginesa strain Pavimgit
vrocanale hydratase gene, partial cds; and 837% 51002 12% 0.0 89.96% KJ463833 1
VIM gene cluster, complete sequence

Pseudomonas aeruginosa strain PA34

8265 17588 7% 0.0 $9.89% LPp3AE52.1
chromosome, compiefe genome

hitps:/blast.nchi.nim.nih.gov/Blast.cgi 4/142
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BLAST ® > blastn suite » resuits for RIDVGHACATRO15

Job Tt gbiCPuzea s il

I YEHACATPO1S Search expires on 10-30 21:57 pm
Program BLASTN

Distabase nt

Cuery 13 CPOZR418.1

Desoription

BMelacule type  nucleic acid
Query Length 165121

Descriptions

| Description Max Total Query E Per. Accession
Score Score Cover value Ident

Agromonas hydrophiia strain WCX23 plasmid

] [
oWCX23_1, complete sequence 3.049e+05 3.30%e+05 100% 0.0 100.00% CPI2E415.1
Asromonas hydrophila strain 23-C-23 plasmid 5 7100+05 3 308a+05 109% 6.0 89 899 CRO38466.2
unnamed, complete sequence
Aeromanas hydrophila strain WCX23 plasmid 2 5718+05 3.308e+05 100% 0.0 09 69

unnamed, complele sequence

Escherichia coli 0157 strain AR-0428 plasmid

3] afs,
- pAR-0429-1, complete sequance 1.788e+05 2.853e+08 0% 0.0 98.97%

¢ Salmonella enterica subsp. enterica serovar
- Newport str. USDA-ARS-USMARC-1928 1.736e+00 2.745e+05 B7% 0.0 99.08% LPO25240 1
plasmid pSNE3-1928, complete sequence

Saimonelia enterica subsp. enterica serovar .
- Anatum str. USDA-ARS-USMARC-1736 1.735e+05 3.086e+05 91% 0.0 99.98% CPa14658 1
. plasmid pSAN1-1736, complete sequence

Klebsielia pneumoniae strain Kpn642 plasmid
pKP-Gr642, complete sequence

Escherichia coli UMNKBS plasmid pUMNKSS,
complete sequenca

1.735e+05 2.856e+05 91% 0.0 59.98% KRES5888.1

1.734e+05 3.002e+05 92% 0.0 99.97% HOD23862.1

Salmaneila enterica subsp, enterica serovar
Newport str. CVM 22425 plasmid pCVM22425,  1.727e+05 3.167e+05 88% IR 99.98% CPDO8560.1
complete sequence

Salmonella enterica subsp. enlerica serovar
. Newpart str, CVM N1543 plasmid 1.727a+35 2.396e+(5 66% 0.0 98.58% CPOOg570.1
© pCVMN1543, compiete sequence

" Salmonella enlerica subsp. enterica serovar
© Newport str. CVM 22462 plasmid 1.727e+05 3.174e+05 88% 0.0 99.98% CPOngss7
pCFSANCO0834_0Z, complete sequence

Salmenelia enterica subsp. enterica serovar
Mewport str, CVM 22513 plasmid pCVM22513,  1.727e+05 2.423e+05 66% 0.0 98,98% CPROBSsEZ 1
complete sequence

Saimonella enterica subsp. enterica serovar
Newport strain SAP18-8729 plasmid 1.660e+05 3.168e+08 88% 0.0 89.98% CPO41208.1
pCFSANGY74384_1, complete sequence

. Escherichia coli strain ARQE0302 plasmid

o/ &
pARCE0302, complete sequence 1.609e+05 3.025e+05 91% 4.0 99.98% FJB821588.1

Salmonella enterica subsp. enlerica seravar
Typhimurium sir. USDA-ARS-USMARC-1896 1.606e+05 2.945e+05 88% £.0 99,92% CPe14878.1
plasmid pSTY1-1886, complele sequence

Salmgnella enterica subsp. enterica serovar
Newport str. CDC 2012K-0663 plasmid 1.508e+08 2.086e+05 67% C.0 99.88% CPgineas.t
pSNE2-2012K-0663, complete sequence

Kiebsiella pneumoniae strain KpnB143 plasmid

oKP-Gr8 143, complate sequence 1.418e+05 2.783e+05 86% 0.0 98.85% KES55888 1

Saimoneila enderica subsp. enterica serovar
Newport strain CFSANOD3890 plasmid 1.388e+05 2.440e+05 68% 0.0 98.97% CREO16013.1
- pCFSANOG3890, complele sequence

Aeromanas salmonicida subsp. salmonicida
strain 2004-05MF26 piasmid pSN254b, 1.360e+05 2.820e+05 91% 0.0 99.98% KJO05250.1
compiete sequence

attps:/fblast.nebi.aim.nih.goviBlast.cgi 17122
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Description Max Total Query E Per. Accession
Score Score Cover value fdent
Salmonelia enterica strain SA20025921
plasmid pSAZ0025921.1, complete 1.360e+05 29920405 91% 0.0 95.98% CPO30215.1
sequence
Vibrio cholerae strain 2012£L-2176 plasmid, 1 3608+05 3 034e+05 91 0.0 85 98% CPO07636.4
complete sequence
Escherichia coli O16:H48 strain PG20180173
plasmid pPG20180173.1-IncAC2, compiete 1.360e+05 3.199e+05 92% 0.0 99.98% CPo43iget
. sequence
¢ Escherichia coli O16:H48 strain PG20180175
: plasmid pPG20180175.1-IncAC2, complete 1.,360e+05 3.1899e+05 92% 0.0 099 98%
- sequence

| Salmonelia enterica subsp. enterica serovar
: Heidelberg strain 5L-312 plasmid pET8.1- 1.360e+05 3.198e+05 2% 0.0 99.88% CPa43218 .1
IneAC2, complete sequence

! Proteus mirabilis strain CCUG 70746 plasmid

o @,
: pPmiT0746_1, complete sequence 1.360e+05 2.886e+(5 90% 0.0 99.98% CPO23274 1
- Escherichia coli strain AMASEE plasmid o o
- pAMASE8, complete sequence 1.360e+05 2.886e+05 80% 0.0 99 98% MG450360.1
: Klebsiella pneumoniae strain Kp202 plasmid 1 3508+05 3.0178+05 g3, 0.0 99.98% CPO41083.1
. pKp202_1, complete sequence
: Escherichia coli strain YDC637 plasmid e o
| pYDCB37, complete sequence 1.358e+05 2.995e+05 89% 0.0 99.97% KPOS8258.1
Saimonelia enterica subsy, enterica serovar
Heidelberg plasmid pSH111_166, complete 1.35%e+05 2.882e+05 91% 4.8 99.98% JMaB3043 1
sequence
Providencia stuartii plasmid pMR0Z11, N a
cemplete sequence 1.337e+05 2.887e+05 85% Q.0 99.97% JMNBETA70.1
Vibrio alginolyticus strain VAS3-1 ptasmid o g
pVAS3-1, complete sequence 1.300e+0% 3.28%e+05 96% c.0 95.98% KU188531,3
Salmonella enterica strain 2016K-0796 1 2996+05 2 7106405 76% 0.0 99.98% MHT60469.4

. plasmid p2016K-0796, complete sequence

. Salmonelia enlerica subsp. enterica serovar
. Corvallis strain 12-01738 plasmid pSE12- 1.271e+85 2.851e+05 88% 0.0 95.58% CRozreTed
. 01738-2, complete sequence

" Salmonella entarica sihsp. enterica strain
- 1607:MRCO001R plasmid p08-5333.1, 1.254e+05 2.310e+05 54% 0.0 98,98% P039562.1
- compiele sequence

Escherichia coli strain Ecol_AZ155 plasmid

8, [+)
PECAZ155_KPC, complats sequence 1.242e+05 3.147e+05 BY% 6.0 99 88% CPO19001.1
Kiebsiella pneumoniae strain AR_0139, 12386405 5 035e+05 56% 0.0 99.98% CE021960.1
complete genome -
Klebsiella pneumoniae sirain KKpd plasmid 12350405  2.832e+05  88% 0.0 59.98% MESE2636.1
pKKp4-VIM, complete sequence
Klebsielia pneumoniae strain KPN1482, o 2
complate genome 1.235e+05 2.348e+05 62% 0.0 99.97% CPO20841.3
. Kiebsiellz pneumoniae strain T38 plasmid o o
. pT38_MCRS3, complete sequence 1.234e+05 2.685e+05 82% 0.0 99.96% MKTT0642.1
- Klebsiella pneumoniae strain 526316 plasmid 1 2306+05 3 211a+05 a1 ’ 0.0 99.90% MHO09327.4
: p526316-KPC, complete saquence
" Salmanella enterica subsp. enterica serovar s o
. Agona strain 44 plasmid, partial sequence 1.230e+05 3.035e+05 91% 0.0 99.88% MK1gt8481
Saimonelia enlerica subsp. enterica serovar
Corvallis plasmid pRH-1238, complete 1.227e+05 3.249e+05 939% 0.0 99.98%, KRGO 3111
sequence
Salmenella enterica subsp. enterica strain
YU39 plasmid pYU39_IncA/C, complete 1.175e+05 2.321e+05 68% 0.0 89.897% CPROt14on ¢
| seguence
: Escherichia coli strain AMSCJIX02 plasmid 1.138e+05 2 4376+05 78%, 0.0 92.87°% CPO3I106.1
pAMSCH, complete sequence
. 8hewanelia algae strain CCU101 plasmid 1.437e+05 2 307e+05 779% an 59 859 CPO1B457 1

unnamed, complete sequence

Klehsieila pneumaniae subsp. pneumoniae
strain KpyST15_NDM plasmid pKpv8T185, 1.130e+G5 2.044e+05 55% 0.0 99.94% LPO40505 1
complele sequence

https: fblast nobi.nlm.nih.gov/Blast.cgi 20122
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Description Max Total Query E Per. Accession
Score Score Cover value ident

Saimonela enterica subsp. enterica serovar
Dubdin strain CVM 34981 plasmid p34981_1, 1.115e+05 2.829e+05 88% 0.0 80.98% LPO323811
complete sequence

Saimenelta enterica strain CFSANGCE7428
ptasmid pCFSANOQG7428_C1, compiete 1.114ae+05 3.076e+05 92% 0.0 98.68% CPopadig 2
sequence

Salmonela enterica subsp. enterica serovar
Heidelberg sir. N418 plasmid 1.110e+05 3.383e+05 93% 0.0 59.89% CPogs409.2
pCFSANQOD405_01, complete seguence

Salmonella enterica strain AMD4528 plasmid

pAMO4528, complete sequence 1.110e+85 3.168e+05 88% 0.0 89.99% FJB21587.1

Salmonella enterica subsp. enterica serovar
MNewport str. SL254 plasmid pSN254, complete  1.110e+05 3.240e+05 91% 0.0 §9.99% CPO0OR04.1
sequence

Salmonella enferica strain CFSANDD7425
plasmid pCFSANGO7425_01, complete 1,110e+05 3.274e+05 91% 0.0 99.99% CPOR9411.2
sequence

Salmonella enterica subsp. enterica serovar
Newport str. USDA-ARS-USMARC-1824 1.109e+05 2.960e+05 87% 0.0 99.99% CPa25731 .4
plasmid pSNE1-1824, complete sequence

Salmonella enterica subsp. enterica seravar
Newpor str. USDA-ARS-USMARC-1528 1.104e+05 1.850e+05 59% 0.0 98.59% CPD25242 1
plasmid pSNE1-1929, complete saquence

Salmonetla enterica subsp. enterica serovar
Newport str, USDA-ARS-USMARC-1926 1.104e+05 2.288e+05 67% 0.0 89.99% CPOZ52368.1
plasmid pSNE2-1926, complete sequence

Escherichia coli sirain Esco-36073¢z piasmid

1412 g
pEsco-36073cz, complete sequence 10972405 313%e+08 2% 0.0 99.98% MG252885 1
: X;?E;QZ?ZSﬁ;“;;‘;“C“S plasmid pVPS114, 1088e+05  2541e+05  83% 0.0 99.98% KYD14465.1
- Salmanella enterica strain CFSANQ07427
. plasmid pCFSANO00T7427_01, complete 1.085e+05 3.098e+05 S1% 0.0 99.99% CPane413.2
¢ sequence
© Pravidencia rettgeri strain QD51 plasmid o "
. pNDM-QD51, complete sequence 1.076e+05 2.105a+05 B9% 0.0 99.94% MHZB3652 1
: g}t;“iiﬁrlg‘zus”e‘ghzzzg‘ AMA332 plasmid 1.076e+05  2.075e+05  68% 0.0 99.94% KX147633.1
| Enterobacter cioacae strain 8557 plasmid ;
' pB557-NDM, complete sequence 1.076e+05 2.0878+05 69% 0.0 99.94% KXT86548 1
. Klebslella preumcniae strain RJ119 plasmid ar N
. pRJ119-NDM3, complete sequence 1.076e+05 2.828e+05 76% 0.0 09.94% KAE36085.1
. Escherichia coli strain MS8198 plasmid
pMS6198A, complete sequence 1.076e+05 2.0B7e+05 69% 0.0 89.94% CEO15835.1
Kiebsiella pneumoniae strain KP1 plasmid o or
oKP1.NDM-1. complete sequance 1.076e+05 2.109e+05 69% 0.0 99.94% KEBE2018.2
ig&i'c&%@gg;ﬂguiigfasm’d pECZ- 1076e+05  2.089e+05  69% 0.0 99.94% KC99035.4
Providencia stuartii isclate GN576 plasmid
pNDM-PStGN5T6, complele sequence 1.076e+45 2.076e+05 69% 04 98,84% KJIBD2405 1
Escherichia coli isolate GN5SE8 plasmid pNDM- s N
EcoGN568, complete sequence 1.076ae+05 2.076e+05 69% G.¢ 99.84% HAB02404 1
Escharichia coli strain N10-2337 plasmid
SNDM102337, complete sequance 1.076e+05 2.107e+05 70% 0.0 95.54% JET14412.2
 Kiebsielia pneumoniae strain N10-0468 s .
. plasmid pNDM10469, complete sequence 1.078e+05 2.091e+05 69% 0.0 99.99% JNBETET2 Y
- Escherichia coli strain N10-0505 plasmid " .
. pPNDM10505, complete sequence 1.078e+05 2.125e+05 70% 0.0 499.94% JEBR35991.1
" Escherichia coli strain K71-77 plasmid pK71- , y
© 77-1-NDM, complete sequence 1.678e+05 2.122e+05 70% 0.0 85.94% CEO408841
- Klebsiella pneumoniae strain AR_0043 1076e+05  2.076e+05  69% 0.0 99.04% CPO18817.1

plasmid unitig_1, complele sequence

Salmonelta enterica subsp. enterica serovar
Sianiey strain LS00 1 plasmid pHS36-NDM, 1.076e+05 2.086e+05 9% 0.0 99.94% KU726616.1
complete sequence

hitps/iblast.ncblnlmonih.gov/Blast.cgl 3/122
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Kiebsielia pneumoniae strain ATCC BAA-2146

3, Qs
plasmid pNDM-US-2, complete sequence 1.076e+05 2.085e+05 88% 0.0 99.94% K.J588779.1
Kiebsn_el]a pneumoniae strain ATCC BAA-2146 1.0769+05 2 0876+05 ga%, 0.0 a9.94%, CPI05661.1
plasmid pNDM-US, compleie sequence -
Citrobacter freundii strain CRE3 plasmid s N
pCRE7-NDM, complete sequence 1.076e+65 1.942e+05 B4% 0.0 99.94% MK101346.7
. Salmoneila enferica subsp. enterica serovar " 2
Newport sirain 0307-213, complete geneme 1073e+05 3.332e+05 0% 0.0 99.97% GP212589.1
Vibrio alginolyticus strain Vb 1796 plasmid s
. pVb1796, complete sequence 1.066e+05 2.971e+(5 91% 0.0 99.94% MH113855.1
" Salmoneilla enterica strain CFSANDO7426
: plasmid pCFSANGQO7426_01, complete 1.063e+05 2.054e+08 63% 0.0 99.98% GcPopadiz.z
. sequence
Escherichia coli strain AR_0069 plasmid o "
: unitig_2, complete sequence 1.060e+05 2.087e+05 89% 0.0 99.94% CF020056.1
. Escherichia coli strain APEC1990_§1 plasmid 1 6196+05 2 9556405 88% 0.0 99.98% HOG23863.1

pAPEC1990_61, complete sequence

* Salmaonella enterica subsp. enterica serovar
. Thompson strain HFCDC-SM-846 plasmid 1.008e+05 2.603e+05 78% 0.0 99.95% CP029245.4
. p846, complete sequence

. Klebsiella pneumsniae plasmid IncA/C-LS6,

: 1.002e+05 2.931e+05 92% 4.0 99.97% JE442576 1
complete sequence

Salmonelia enterica subsp. enlerica serovar
¢ Newpor str, CVM 21538 plasmid pCVM21538, 99642 1.686e+05 49% 00 99.95% CPO08563.1
complete sequence

Saimonella enterica subsp. enterica serovar
Thempson strain SH11G0791 plasmid 98417 2.623e+05 75% 0.0 99.95% CP0a1172.%
pSH11G0791, complate sequence

Salmonelia enterica subsp. enterica serovar
Lomita strain SL131 plasmid pSL131_IncA/C- 98564 3.311e+d5 a95% 0.0 99.80% MH165050.1
IncX3, complete seguence

Salmonelia enterica subsp. enterica serovar
Newporl str. USDA-ARS-USMARC-1923 98553 2.473e+05 G4% 0.0 99.97% CPO25275.1
plasmid pSNE2-1923

Salmoneila enterica subsp. enterica serovar
Newport str. CVM 21550 plasmid pCYM21550, 984496 2.428e+05 66% 0.0 98.95% CPoossed 1
complete sequence

* Salmonella enterica subsp, enferica strain

L1} a
SA972816 plasmid pa72816 sequence 87108 1.004e+05 33% 0.0 99.97% CPOO748T 4
¢ Klebsiella pneumaniae strain WCHKP7E2

i plasmid pCMY2_085072, complete 86119 3.625e+05 93% 0.0 99.67% CPozagad

. segquence

' Klebsiella pneumoniae sirain N2G1205880 "

* plasmid p205880-C11/2, complete sequence 96118 2.788e+05 87% 0.0 99.67% ME344573 1
Proteus mirabilis sirain Pm14C18 plasmid 96119 3 1556+05 914 00 99 67% KUB05240.1
pPm14C18, complete sequence
Escherichia cofi strain ECCWS199 plasmid 95413 3 04Be+05 96% 0.0 99 67%, 6P032238.1
pTB221, complete sequence
f{f‘;’:j;‘;;h'si ;ﬁ‘;:g:'” €q8 plasmid unnamed3,  gg40g 33206405 94% 0.0 99.67% CPO31549.1
Saimonella enferica subsp. enterica sergvar -

Typhimurium plasmid pYT3 DNA, complete 91532 1.876e+05 61% 0.0 95.08% ARSG1424 1
sequence

: 5(?;“;2&“;282 strain 190 plasmid unnamed1, 44,5 2.498e+05  B0% 0.0 99.87% £PO20524.1

* Serratia marcescens strain M17468 ptasmid 90485 3 086e+05 699, 0.0 99,929, MK123268.1

. pSMA1T468, compleste sequence

- Escherichia cali strain M17386 plasmid o o .
pECO17386, comptele sequence 80485 2.087e+05 69% 0.0 95.93% MK123267.1
Enterocbacter cloacae strain ECL17464 o o
plasmmid pECL17464, compists sequence 30485 2.108e+05 69% 0.0 99.93% 8Ar1985508.1
Citrobacter amatonaticus strain M21015 00485 2 DB7e+05 69% 0.0 99.93% MK041212.1

plasmid pNDM-M21015, complete seguence

hitos:/iblast.nchbinim.nih.gov/Blast.cg 44122
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Job Title CRPOI477 5 Ao g yarnn i AYRE piasmid
i YGHHZEFHO14 Search expires on 10-36 22:01 pm
Program BLASTN

Database nt

Cuery i3 CRo1a77a.

Descrintion

Miolecule type  nucleic acid
Guery Length 198307

Descriptions
Description

Aeromonas veronii strain AVNIHT plasmid
pASP-a58, complete sequence

Providencia stuartit strain FDAARGOS_845
plasmid unnamedt, complete sequence

Proteus mirabilis strain AR_0156 plasmid
unitig_1, complete sequence

Escherichia coli strain £¢78 plasmid pEcT8,
camplete sequence

Escherichia celi strain £Ec19 plasmid pEc18,
compiete sequence

Citrobacter freundii strain Ci53 plasmid pCi53,
complete sequence

Citrobacter freundit strain Cf52 piasmid pCf52,
complete sequence

Escherichia coli strain Ec@ plasmid pEc9,
complele sequence

. Escherichia coli sirain K-12 plasmid R18a,
- complete seguence

: Providencia stuariii strain BE2467 isclate
. CAUT! plasmid pPS1, complete sequence

Kiebsiella pneumoniae isclate 8337 14a-b38d-
© 1MeS-8998-68H599768938 genome assembly,
plasmid: pT3ARS_VSM0593-1

: Klebsiella pneumonize plasmid pHMB81QN
- DNA, complete sequence, strain: Y881

Citrobacter freundii strain JY-17 plasmid
pCFJY-17. complete sequence

" Escherichia coli strain Ecol_732 plasmid
pEC732Z_IMP14, complete sequence

Aeromonas hydrophila plasmid pR148,
complete sequence

Escherichia coli strain EC17GD31 plasmid
pGD31-NDM, complete sequence

Kiebsiella pneumeniae plasmid pRMHTEG,
complete sequeance

Uncultured bacterium plasmid pKAZ4,
camplete sequence

Klebsiella pneumoniae strain AR_0076
piasmid unnamedi, complete sequence

Klebsiella quasipneumoniae strain CAV2018
- plasmid pKPC_CAV2018-435, complete
. seguence

Kiebsiella guasipneumaniae strain CAV1947
- plasmid pKPC_CAV1947-412, complete
- sequence

Vibrio alginolyticus strain Vb1384 plasmid
pC1394, complete sequence

hitps://blast.nebi.nim.nik.gov/Biast.cqi

‘Max
Score
3.662e+05
1.1726+05
1.133e+05
1.052e+05
1.0526+05
1.052e+05
1.0528+05
1.0520+05
99046

99029
98228

84747
93481
93066
93066
93061
83061
93059

93055

93055

93055

93453

Total

Score

4.536e+05
3.960e+05
3.472e+05
3.122e+08
3.675e+05
3.775e+05
4,073e+05
4.056e+05
2.529e+05

2.328e+05

3.305e+05

3.052e+05
3.290e+08
2.983e+05
2.78%e+05
2.837e+05
3.021e+05
2.854e+05

3.121e+05

2.354e+05

2.228e+05

2.824e+05

81%

73%

7%

85%

85%

78%

66%

64%

81%

78%

83%

72%

74%

1%

74%

T1%

78%

59%

57 %

73%

E
value
0.0
0.0
0.0
0.0
0.0
[EH
0.0
0.0
.0

0.0
0.0

0.0
0.0
0.0
0.0
0.0
0.0
6.0

0.0

0.0

a.0

0.0

Per.
ldent
100.00%
100.00%
100.00%
99.98%
99.87%
94.97%
98.87%
98.96%
98.83%

98.62%
98.87%

88.99%
99.99%
89.06%
99.96%
99.95%
99.85%
99.95%

99.95%

98.95%

99.95%

99.85%

Accession

GPRO14775.1

CPa44075.1

Crozi8ss .t

KYBE7593.1

KY887591,1

KYBE7H3

KY887582,1

KYBE7550.1

KX158773.1

CPE176551

LHEg7I255

LCO85503.1
MH763829.1
CPDI8139.1
JR1414735.1
CRO31287 1
KF376482.2

KRBZT393.1

CPRe3ZIBE

CPo2g431.1

CPo28442.1

MH487128.1

17144
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Escherichia coli strain N15-01078 plasmid

o,
pNDM15-1078, compiele sequence 93050 3.056e+06 T4% GG 99.95% CP0O12%02.1

Saimonelia enterica subsp. enterica serovar
Montevideo str. CDC 2010K-0257 ptasmid 93048 2.15%e+05 59% 6.0 59.95% CROZ08131
pSMO-2010K-0257, complete sequence

Escherichia coli strain VA292 plasmid

A o00 o toqon 93044 1.275e+05  74% 0.0 99.95% KU997026.1
5;‘?;%’;_?‘;5;;’Srgfaécn':;z;‘fsig;igismid 93035 3135e+05  78% 0.0 99.95% CPO31573.4
gl‘;fc“‘;‘(’é’;j‘ggggéjzaffgii;‘;a;gizgismid 93024 3.166e+05  78% 6.0 99.94% CPO31576,1

g{:fg’zajt%;’fgﬂf;;g ;gas"; ijﬁlgfsmid 92978 3.120e+05  78% 0.0 99.93% CP31570.1

Escherichia coli strain S10 plasmid pincAC2- 92957 3.165e+05 78% 00 99.92% CPB31610.1

: 1502318, compiete sequence

" Klebsiella pneumsniae isclate 8329a5H-b38d-
11e8-8998-68b599768938 genome assembly, 92246 4.906e+05 B5% 0.0 99.89% LEASTLRG
plasmid: p13ARS_GMHO089

Klebsiella pneumoniae strain KP36 ptasmid 2,

complete sequence 88684 2.818e+05 59% 8.0 99.86% CPO173E7.1
Escherichia coli plasmid pM216_AC2 DNA, o N
complete gename, isolate: M216 B39 2.981e+05 76% SR 93.59% APU1E145.1
Proteus mirabilis strain CCUG 70746 plasmid o 5 -
pPmIT0746_1, complete sequence 87227 3.462e+05 76% c.o 98.86% CPO23274.4
Saimonella enferica subsp. enterica serovar
Heidelberg plasmid pSH111_166, camplete 87179 2.986e+05 72% 0.0 89.84% JN383043.1
. sequence
¢ Salmonetla enterica subsp. enterica strain o or
| SA972816 plasmid po72816 sequance smir4 93033 26% e 92.94% CROB7ART.I
Escherichia coli 0157 strain AR-0429 plasmid 871566 2 B65e+05 74, 0.0 99,049, CP44142 4

: pAR-0429-1, complele sequence

- Salmanella enterica subsp. enterica serovar
Newport strain SAP18-8729 ptasmid 87166 2.989e+05 85% 0.0 99.94% CPO41209.1
pCFSANG74384_1, complete sequence

Saimonelia enterica subsp. enterica serovar

e o
Newport strain 0307-213, complete genome 87186 4.172e+05 68% 0.0 99.94% CPEiases s

Salmonelia enterica subsp. enferica serovar
Newport str, CVM 22513 plasmid pCYM22513, 87166 2.274e+05 51% 0.0 99.94% LPLeSs52 1
complela sequance

. Salmoneita enterica subsp. enlerica serovar
. Newport str. CVM 22425 plasmid pCVM22425, 67166 3.007e+05 69% [ 99.84% . CPOUBBEL1
- complete sequence

Salmonella enterica subsp. enlerica serovar
- Newpaort str, CVM N1543 plasmid 87166 2.273e+05 51% 0.0 89.94% CROO8ET7L.1
- pCVMN1543, complete sequence

© Salmenelia enterica subsp. enterica serovar
¢ Newport str. CVM 22462 plasmid BY166 3.014e+05 65% 0.0 99.94% CPO0gss7 4
pCFSANGOOS34_02, complete sequence

Saimonella enterica subsp. enferica serovar
Newport str. USDA-ARS-USMARC-1923 87161 1.985e+05 48% 0.0 99.94% CPO25278.1
plasmid pSNE2-1523

. Aeromonas hydrophifa strain 23-C-23 piasmid

: 87131 3.117e+05 75% 0.0 899.92% CHO3B465.1
unnamed, complele sequence
Aeromanas hydrophila strain WCX23 plasmid 87131 3117e+05 750, 00 99.92% CPO3E464.1
unnamed, complete sequence
Aeromanas hydrophila strain WCX23 plasmid 87118 2 8506405 73%, 00 99.52% CEo28418.1

pWCX23_1, complete sequence

Salmonella enterica subsp. enterica seravar
Lomita strain SL131 plasmid pSL131_IncA/C- 87118 2.896e+05 76% 0.0 949,82% fAH 1050561
incX3, compiete sequence

Salmonelia enterica subsp. enterica serovar
Thompson strain SH11G0791 plasmid 87114 2.815e+05 62% 0.0 8949.92% CPagi17
pSH11G0791. complate sequence

hitps://olast.ncbi.nim.nih.gov/Biast.cgi 21144
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Salmonelia enterica subsp. enlerica serovar
Thompsen strain HFCCC-SM-846 plasmid 87114 2.187e+05 56% 0.0 95.82% LP028245.1
pB46, complete sequence

Salmonella enterica subsp. enterica serovar
Newport str. CVM 21550 plasmid pCYM21550, 87108 2.273e+05 51% 0.0 98,52% CPO0ase4.1
complete sequence

i Salmonella enterica subsp. enterica sergvar
Newport str. CVM 21538 plasmid pCVM21538, 87109 1.898e+05 38% 0.6 95.92% CPOO9563 1
¢ complete segquence

Salmoneila enterica subsp. enterica serovar
* Typhi strain 80-2002 genome assembly, 86104 4.161e+05 80% 0.6 99.96% LTs04882.1
. plasmid: 2

Citrobacter freundii strain MRSN11838

Q, [}
. plasmid pMRVIMOS12, complete sequence 85454 2.663e+05 72% co 89.04% KF75074.1
. Klebsiella quasipneumoniae strain CAVZ013
plasmid pKPC_CAVZ2013, compiete 85006 2.383e+05 58% G.0 89 95% CP029436 1
sequence
Sé‘f;’s;z:f spe”qeu“e’zggiae piasmid INCA/C-LSE. 5474 2.066e+05  T5% 0.0 98.97% JX442876.1
Salmonella. enferica su_bsp. er_ﬁterica serovar 84159 3.060e+05 75% 0.0 59.95% MK191845.1
Agana strain 44 plasmid, partial sequence
E:;l?;‘;h'saegﬁ'e‘ Strain 165 plasmid unnamedd,  gaq5 93707 25% 0.0 99.92% CPOZO513.1
Acinetobacter baumannii strain PB364 A3157 1 2606+05 909, 6.0 100.00% CPO49425 1
chromosome, complete genome
. Klebsiella pneumaoniae strain 826316 plasmid N "
. p526316-KPC, compiete sequence B3139 4.037e+05 76% 0.0 99.92% MAHOB8327 1
i Escherichia cali strain Ecol_AZ155 plasmid o o
. pECAZ155_KPC, complele sequence 83133 2.872e+05 73% 0.0 99.92% Crelsoot]
. Salmonella enterica subsp. enterica seravar
- Typhimurium str. CDC 2010K-1557 strain 82409 14938405  41% 0.0 99.85% CPO16864.1

© USDA-ARS-USMARC-1908 plasmid pSTY1i-
- 2010K-1587, complete sequence

: Salmonelta enterica subsp. enlerica serovar
- Typhimurium var. 5- sir. CFSANOG15921 82409 2.415e+05 65% 0.0 99.85% CROOGD5D.1
plasmid unnamed, complete sequence

Salmonelia enferica subsp. enlerica seravar

Heidalberg strain 5 plasmid p3, complate 82402 1.663e+05 45% 0.6 95.85% CPO31382.1
g p D

sequence

Ej;*;?;‘f:igﬁz 453 plasid pMG252, 82053 3.070e+05  74% 0.0 99.96% MKE28872.1

Citrobacter freundii complex sp. CFNIH4 N o

e nOER0b27. complele, seuencs 82047 3.109e+05  75% 0.0 99.96% CRO26233.1
Sg:,gz?;;e;z?izz plasmid pPSP-100, 82031 2597e+05  72% 0.0 99.95% £P00985s.1
: Ss;r;f;‘;h'; ;32:;’:“” J53 plasmid pMG252A, g4 33800405 74% 0.0 99.94% MIKT33575.1
' X;f;ﬁ;iﬁggi?ﬂ"éiﬁm’s plasmid pvPS114, 81643 2257405  61% 0.0 99.94% KY014465.1
_ Klebsiella pneumoniae strain CRE114 plasmid o o

D IMP-EH 114, complete seqtience 81028 2850e+05  75% 0.0 99,99% KF250428.1

Klebsiella pneumaniae strain JST87 plasmid 40744 1.704e+05  44% 0.0 99.99% CPO25470.1

p187-4, complete sequence o0 TEEETEETEA B TEEEAE S LR

Kiebsislla pneumaniae isolate 87ca48c2-b80S-
11e8-aae5-3c4a8275d6c8 genome assembly, 80708 1.851e+05 46% 9.8 95.99% LEsass10 1
: chromosome: 1

. Proteus mirabilis strain 721 plasmid pT212,

: 80707 2.926e+05 3% 0.0 99,58% CPO17084.1

. complele sequence

- Klebsiella pneumcniae strain TVGHCREZ225 BOETS 9 BABE+05 739 0.0 95.67% FE—
plasmid unnamed?2, complete sequence ’ . e MENEeLLR. 3
Escherichia coli strain 513 genome assembly, A0BTE 2 4BBe+05 6B% 0.0 90.97% (TaBE274.1
plasmid: RCS30_p : - - A Rre
Proteus mirabilis strain AG4421 plasmid 80675 27276405 739, 0.0 95,675 E150148 1

pPME4421a, complete sequence

htps:fblast.nchinim.nih.gov/Blast.cgi 3144
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' Kiebsiglla pneumaniae strain 387108 plasmid

: 1 [ o
' p387108-C12, complete sequence Boz274 16208205 42% 0.0 99.99% MHI17284.1
. Klebsiella pneumaniae sirain AR_0078 79624 2728e+05  73% 0.0 99.97% CPO28996.1
i plasmid unnamed5, complete sequence e Hese. b
! Escherichia celi strain K-12 plasmid 1P40a, 77204 » 5786405 65% 0.0 99.95% X156772.1
- complete sequence : : . RATSEI
 Pseudomonas asruginosa strain [P40a 77277 2529e+05  66% 0.0 99.94% KX709966.1
- plasmid plP40a, complete sequence : : :
Escherichia coli strain 548 genome assembly, or o
plasmid: RCS24TRS548_p 76631 2.890e+05 74% Xy 99.95% 116852221
Escherichia coli strain 83 genome assembly, s 9
plasmid: RCS1TRE3_p 76631 2.881e+05  74% 6.0 99.86% LY985220.1
Escherichia coli strain 89 gename assembly, N o
plasmid: RCS2TR89_p 76624 2.905e+05 74% 0.0 95.86% LT885225.1
Providencia stuartii sirain FDAARGOS_87 76561 25556405  72% 0.0 99.93% CPO31512.1
plasmid unnamed?i, complete sequence ' : : el S A=A
Kiebsiella pneumoniae strain Kiebsiella
pneumoniae KLPNS7 genome assembly, 76561 4.048e+05 77% 0.0 05.93% LYR82698.1
plasmid; |
Klebsiella aerogenes strain G7 plasmid 76561 2.880e+05  74% 0.0 80.93% CPO11540.1
pGPNT, complete seguence . ' : :
Enterabacter cloacae isofate Entercbacter
: cloacae ENCL58 genome assembly, plasmid: 78550 2.791e+05 73% 6.0 69.93% L. T882692.1
o
- Vibrio choferas sirain ICDC-1447 plasmid 75582 2992e+05  T4% 0.0 99.99%  KMOB3064.1
. pPVC1447, complete sequence . - - nabga
* Providencia rettgeri strain AR_0082 plasrmid 75074 2 54Be+085 70% 0.0 99 5% CPO29737 4
- unnamed, compleie sequence ' ’ . A EE AR
- Salmenelia enterica strain CFSAN064034 THOED 32496+05 7%, 0.0 09.99% CPOIR170.1
: plasmid pGMi17-002_1, complete sequence ’ : ‘ cEue LY. 1
Klebsiella pneumeniae strain Kp55 plasmid 74434 3.638e+05 84% 0.0 96.97% KYEBT554.1
pKp55, complate sequence ’ ‘ . e
Providencia stuartii plasmid pTC2, complete 74169 3.5520405 779 0.0 99 95% JOE24048.1
sequence : : . [Boauis,
Photabacterium damselae subsp. piscicida o o
plasmid pP91278 DNA, complefe sequance 73844 2.575e+05 64% 0.0 99.92% ABITITZAN
- Vibric parahaemolyticus plasmid pVPS129, 73776 2 3846+05 59% 0.0 98.71% KYD14464.1
complete sequence ' - - FRisdus,
Citrobacter freundii sirain 164 plasmid 5 o 440 A
pCi84_LMB-1, complele sequence 73015 2.613a+05 69% 0.0 99.29% MHAT5146,1
- Klebsiella preumoniae strain 1.GR.13 72882 2.629e+05  69% 0.0 99.86% CPOZ7043.1
plasmid IncAC2Z, complete sequence ' : - TP YRS Y
- Klebsieila pneumoniae strein 2_GR 12 72882 2523405 67% 0.0 99.36% CPO27055.1
plasmid IncAC2 . : . Ralraglh e
 Klebsiella pneumoniae strain 16_GR_13 72882 2214405 62% 0.0 99.96% CPO27038.1
plasmid IncAC2, complete sequence : - . Heilieg.
Escherichia coli strain AMSCJX02 plasmid 72855 2 4010405 63% 0.0 68.95% CPDIt106.1
pAMSC1, complele sequence : - - A C AR LIS
Escherichia coff strain G500, pConj125k 72848 2.022e+05  40% 0.0 99.95% AMIK033499,1

piasmid pConj125k, complete sequence

Graphic Summary

hitps:/blast.nchinim.nih.gov/Biast.cgi 4/144



28/10/2018 NCBI Blast: AP019186:Aeromonas caviae GSHBM-1 plasmid...

BLAST 2 55 blastn suite » reculis for RID-VGISHXAVIE

Job Tile APLIRIEE Asromons: ESHEN T nlagmid.,
Ril YGJ5HX4Y( 15 Search expires on 10-30 22:12 pm
Program BLASTN

Database nt

Query 1B APG19186.1

Basoription

Malacule type  nucleic acid
Query Length 153814

Descriptions
Description Max Total Query E Per. Accession
Score Score Cover value ldent
Aaromonas caviae GSHBM-1 plasmid o o
pGSHBM-1-1 DNA, complete genome 2.840e+05 3.399e+05 100% 0.0 100.00% APO19186.1
Aeromonas saimonicida strain 544 plasmid N o
PS44-1, complete sequence 31309 1.463e+05 51% 0.0 98.92% CPO22176.1
Aeromonas salmonicida subsp, salmonicida
strain JF2267 plasmid pAsadce, complete 28724 1.212e+05 48% 0.0 899.93% KTa33470 4
- sequence
. Aeromanas salmonicida subsp. salmonicida
i strain 01-B522 piasmid pAsa4db, complele 26242 1.1160+05 46% 0.0 89.13% KT033469 4
! sequence
i Aeremonas _salmonécida subsp. salmonicida 96229 11826405 a7, 6.0 6g.12% CPO006451
: Ad449 plasmid 4, complete sequence
. Aeromanas sp. ASNIHT chromasome, 16297 16406405  23% 0.0 99.76% CPOZ6228.1

: complete genome

Enterobacter hormaechei strain
EB P8 L5 03,19 plasmid 16085 67602 18% 0.0 99.34% CPRa43TET 4
piMPIncH12_331kb, complete sequence

Leclercia adecarboxylata strain Z96-1 plasmid

16085 Mgl 11% .6 99.34% CPa4o888.1
pZ96-1_1, complete sequance
Aeromonas salmoenicida subsp. pectinolytica 16085 1.4446+05 23%, 0.0 99,34% CPO224261
34mel chromasome, complete genome i
plasmid pFBAOQTS from Aeromonas punctata
. {Aeromonas caviae) HGBS, complete 16085 53867 16% 0.0 99.34% CR3766802.1
sequence
Enterobacter cleacae strain EN3GCG plasmid 16079 31181 1% 6.0 99,329, CPOasE14.1
¢ unnamedz2, complete sequence
' ?;f;?;gzsei‘; nf\eSN'm chromasome, 16079 2.107e+05  21% 0.0 09,32% CPO26226.1
Entercbactar kobei strain DSM 13645 16079 33104 139, 0.0 59329, CEO171814
chromosame, complete genome
Ciirebacter freundii complex sp. CFNIH3 o o o -
plasmid pCFR-9161, complels sequence 16078 30338 9% 0.0 99.32% CPOZE2ST
Kiebsiella pneumoniae strain 1050 plasmid o o
pKp1050-2, complete sequence 16074 35858 1% 3.0 99.31% CPoZ3418.1
Klebsielia oxytoca strain CAV1374 plasmid a o
pCAV1374-156, compiete sequence 16055 17rre 7% 6o 99.28% Crof163st
ng;";l‘eﬁgagseiim“esmm chromosome, 16041 75620 21% 0.0 99.25% CPO26217 4
| ?;f;‘;gagsei‘;  ASNIHS chromosome, 15612 126826405 32% 0.0 98.36% CP028122.3
| Klabsielia oxytoca sirain AR_0028 piasmid s o
unilig_ 2. piton, complete sedquence 15394 33438 1% 0.0 97.92% CPOZETITA
Escherichia coli strain MDR_56 plasmid 15305 16478 6% 0.0 97 74% 0139044
urnnamed?, compiete sequence
Kiebsiella pneumoniae subsp. ozaenae strain
AR_0096 piasmid unnamedZ, complete 18300 33344 11% 0.0 87.73% CPRORTE14.1

sgguence

htips:#blast.ncbinlm.nin.gov/Blast.cgi 1114



LTIV 1T N2 DIADLAT U D TV W HUTIES WAVICES A LI ol i,

Description Max Total Query E Per, Accession
Score Score Cover value ident
g:i;i‘;“g;g;f;@g‘;ﬁ;ﬁm' complete 14345 62200 16% 0.0 89.27% APO14651.1
fi;’:;ié‘fi;clispic;’;ssset{;fgn?év}*'35 Plasmid  ya7g4 20082 7% 0.0 99.16% CP0O20508,1
Sﬁ;fiigff;;‘:}?&isslgseiig'asm‘d 13784 20082 7% 0.0 99.16% CPUZ0506.1
E:fob;i_e;'gc‘;:fg;z f;{:i:e*;(jg;?: plasmid 13784 21982 8% 0.0 99.16% CPO26282.1
?;“ni’;"’;a;;i;iigﬂsm chromosame, 13285 22666 9% 0.0 95.53% CP026265.1
?é"é?ﬁ;i";irni‘;?sm chromosome, 13285 22666 9% 0.0 95.53% CP02BI56.1
Er?::rf{?f;féhf;:;ifg‘:;;;ar:ees 12855 23407 8% 0.0 08.12% CP42571.1
| ﬁiL‘Eﬂf’:’f’;ﬁﬁ{;@@’:ﬁ;ﬁ2804 plasmid 9816 40547 28% 0.0 B6.33% CP013966.1
Qeer’lm‘;"as hydrophila NJ-35, complete 9760 57632 329% 0.0 86,22% CPOOBET0 .1
?ﬁr’;’"”:;;cf‘;;a:f;;gszZ‘ﬁgg2 9334 1.024e405  17% 0.0 99.96% CR039832.3
l’é?;iglé’ferzzzggn"éfic“s plasmid pVP5128, 9332 40289 14, 0.0 100.00%  KY014464.1
Raculiella ornithinclytica strain WiLK218 9321 18434 B% 0.0 99.94%, CPO38280.4

plasmid pWLK-NDM, complete sequence

Providencia sp. WCHPHuQ00389 strain
WCHPrC00363 plasmid pIMPE2_000369. 9274 35591 15% 0.0 99.78% CPoliiz2
cemplete sequence

Klebsiella pneumoniae strain 13294 plasmid

R A0AKIG. complote soauence 9140 27928 10% 0.0 97.14% MF156708.1
;'::gfgﬁi f.}‘ggf?f‘igﬂggf:;‘ggngm 9023 28275 8% 0.0 99,98% CP026369.1

ﬂfﬁfé? iiﬁgf;gsszgiz‘nﬁswm B1plasmid  g4y4 15856 1% 0.0 99.98% CPO2BU52.1

F’;'f;’;gf::ag,"”;”,:‘p‘f;‘:es:;fg‘gf:”g plasmid — g9o3 28275 8% 0.0 100.00%  MF344567

‘;:fgfgef'f_gff:;";‘;iaeesse‘éig‘nﬁz?BM plasmid  gn53 34829 1% 0.0 99.98% KXB39207.1
E?;ezrggaé:;r :;’;"‘p,ae‘ighf; (fjfr:’g eT 5282 plasmid  gagy 49728 19% 0.0 99.81% MF344574.1
g{?ﬁﬁ?é;ﬁ?jg z‘;z‘:eﬁimg plasmid 8776 10816 4% 0.0 98.10% CPO24674.1
ggg:\ig‘;;geggﬂEpfégz'z:ﬂ:;g 8776 26799 10% 8.0 98.10% GPO24673.1

; 5;%“5[;’31”&’%’;5;;?; ig&ﬁm plasmid 8610 10648 4% 0.0 97.50% CPO26403.1
E;‘gg‘é%*gg?;‘;;ig Egggﬁi plasmid 8510 10648 4% 0.0 97.50% CPO25461.1
Escherichia coli strain ECONIHS plasmid g5Rs 10620 4 0.0 97 37%

pKPC-edee, complete sequence
Escherichia coli strain ECONIHS pfasmid

o, 37
pKPC-bca8, complete sequence 8576 17028 7% 0.0 87.36%
. Leclercia adecarboxylata strain E1 plasmid 8501 21698 8% 0.0 98.79%
: pE1_002, compiete sequence
fé‘é?é’ni?éeé;"u‘éiii” Plasmid pBMS27-4, 8495 22975 9% 0.0 98.76% CPO41050.1
Entercbacter cloacae strain 108 chromosome, 8495 13966 53 6.0 a8.79% CPO20525.4

comiplete genome

https:/iblast.nchi.nlm.nih goviBiast.cgi 2/114
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Description

Laciercia sp. LSNIH3 piasmid pLEC-5e18,
: complete sequence

. Pseudomonas aeruginesa strain H25883
: chromopsome, complete gencme

Pseudamonas aerugingsa strain PAS3,
. compiete gencme

. Shewanelia algae strain KC-Na-R1 plasmid
i pRC-Na-R1, compleie sequence

| Kiebsiefla michiganensis strain
FDAARGOS_B47 chromosome, complete
genome

. Entercbacter hormaechei subsp. stefgerwatlii
isolate C30% genome assembly, plasmid:
pC308-p2

Citrobacter sp. CFNIH10 chromosome,
complete genome

Klebsiella oxytoca strain AR_0147, complete
gancme

. Citrobacter freundi piasmid pKHM-1 DNA,
complete sequence, strain: KHM 243

" pseudamonas agruginosa strain RJ248 class
; 1 integron ISCRt PER-1, partial seguance

Salmanella enlerica subsp. enlerica serovar
¢ Dublin plasmid pMAK3 DNA, complate
. genome, strain: L-2156

- Escherichia coli strain A1_180 plasmid
- unnamed1, complete sequence

Enterobacter cloacae strain 174 plasmid
unnamed?, complete sequence

Entercbacter hormaechei strain 813 plasmid
pPSHV12-1301481, complete sequence

Salmonella enferica subsp. enterica serovar
Newport strain 0307-213, complete genome

. Enterobacter hormaechei subsp. steigerwaltii
strain 34977 plasmid p34877-263.138kb,
complete sequence

Serratia marcescens SM39 plasmid pSMC1
 DNA, complete genome

. Kiebsiella pneumoniae plasmid pGDKAT class
1 suit-type integron intl1 (intit) gene, partial
cds, and dihydrofolate reductase (dfrA27),
AADAZ-aminoglycoside-(3"){9)-
adenylyitransferase (aadAZ), quaternary
ammaonium compound resistance prolein
{gacEdeltat), Sul1 (suif), putative

- recombinase (ISCR1), QnrA1l (gnrAl), and

 Sull {sull) genes, complete cds;

. aminoglycoside 3-phosphotransferase type 1
{aph{3'}-1) gene, complete cds; transposase

. pseudogene, complete sequence; insertion

© sequence 1526 TnpA {TapA) gene, complate
cds; ImpB/MucB/SamB family protein
pseudogene, complete sequence; ParB (parB)
gene, complete cds; and ParA (parA) gene,
partial cds

Enterobacter hormaechel subsp. hoffmannii
strain AR_0365 plasmid unnamed1, complete
 seguence

- Raoultella ornithinolytica strain 23141 plasmid
p23141-3, compleie sequence

' Phytobacter ursingii strain CAV1151 plasmid
pCAV1151-298, complete sequence

Escherichia coli plasmid pSa, partial
sequence

Enterobacier hormaechai strain C15 plasmid
pC15_001, compiele sequence

. Enterobacter cloacae strain EC62 plasmid
" pIMPA-ECEZ, complete sequence

httpsffblast.ncbinim.nih.gov/Blast.cgi

NCEI Blast: APD191%6:Aetamonas caviae GSHBM-1 plasmid...

Max Total Query E
Score Score Cover value
8490 21617 8% 0.0
8465 14334 6% 0.0
B447 50227 9% 0.0
B156 46877 10% 0.0
8161 11881 5% 0.0
8161 13777 6% 0.0
8161 21763 4% 0.0
8161 11948 5% 6.0
8161 49393 22% 0.0
8021 22946 8% 0.0
7993 24906 6% 0.0
7986 48423 9% 0.0
7986 47023 8% 0.0
7986 55384 9% 0.0
7986 64346 15% 0.0
7988 49995 9% 0.0
7986 32690 B% 0.0
7986 22872 6% 0.0
7984 37183 9% 0.0
7984 21502 8% 0.0
7984 36821 10% 0.0
7984 25961 6% 0.0
7582 46049 8% 0.0
7982 48178 8% 0.0

Per.
Ident

98.76%
96.86%
96.84%

85.89%

96.89%

95.88%

95.89%
95.85%
85.89%

99.93%

99.88%

99.88%
99.88%
99.88%
95.88%

99.88%

89.93%

99.91%

98.83%

99.93%
99.93%
99.95%
98.95%

89.83%

Accession

CPO26390.1
CPO33ess.t
CPO17293.1

CPO33sTat

CPO44109.1

LT991856.1

CPezBated
CPozoissd
APQ14238.1

KE133340.1
AB366442.1

CPO40382.1
cPazoszs
CPO31588.1

CPG12588.1
CRPMZITO

APRIINGAS

EUT223513

CrPedyidsa

METBEOYI
LPOTIE0LY
LOSE22 4

(rPo42469.1

MHB29504,1

34
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Descripfion Max Total Query E Per. Accession
Score Score Cover value Ident

Enterobacier hormaechei strain
WCHEHRQ020038 piasmid pCTXMS_020038, 7882 57457 10% 0.0 85,58% CPO3IT241
: complele sequence

Enterabacter cloacae complex bacterium
isofate C45 genome assembly, plasmid: pCA5- 7982 57976 14% 0.0 99,58% £T9919588.1
S VIM4

! Klebsiella pneumaniae strain 721008,
: complete genome

| Citrobacter freundii strain Ci52 plasmid pCi52,
. complete sequence :

7982 17779 8% 0.0 99.95% CP02z997 1

7982 82660 17% 0.0 99.93% KYBO7552.1

. Salmonelia enterica subsp. enterica serovar
¢ Infantis strain SRC46 Salmonells Genomic 7882 25186 6% a.0 99.93% KuB545886.1
*istand 1 variant SGI1-D, complete sequence

Salmonella enterica subsp. enterica serovar
Bovismorbificans strain HPE07391 plasmid
IncHIZ InB0-like integron, complete
saquence

7982 16187 5% 0.6 99.98% JX026665.1

Klebsiella pneumoniae strain Kp1206 plasmid

1, af
p1206 class 1 integron, pariial sequence 7982 16370 5% 0.0 98.93% EUG22038.1

: Aeromonas hydrophita plasmid pRA3,

‘ 7982 24501 6% 0.0 858,95% Boant103.1
. complete sequence

* Enterobacter hormaschei subsp. stelgarwalii
¢ strain ME-1 plasmid pME-1a, complete 7980 45666 8% 0.0 99.98% Cro41734.%
¢ sequence

Salmonefla enterica subsp. enterica serovar 4,

0,
¢ [51.12i0 strain 77 plasmid, partiat sequence 7980 54842 16% 0.0 99.86% MK191844.1

" Vibria alginclyticus sirain Yb1394 plasmid

pC1384, complete sequence 7580 45856 13% 0.0 899.58% faH4as7126 1

Escherichia coli strain 511 genome assembly,
plagmid: RCS54_p

Escherichia coli strain DSM 103246, complete
genome

7980 18321 6% 0.0 99.98% LT385263.1

7580 31280 10% 0.0 95.98% CPoinesd

. Enterobacter hormaechei sirain 917144 class

i 1integron dihydrofolate reductase (dir16),

: aminoglycoside-(3")(9)-adenylyltransierase

¢ (aadA2), quaternary ammonium compound-

- resistance protein {gacEdeltal),

. dihydropteroate synthase (sull). putative

* recombinase, QnrAT (gnrAt), and AmpR
(ampR) genes, compiete cds

Enterobacter cloacae strain YMC01/10/R768
class 1 integron, partial sequence

7980 17101 5% 6.0 99.28%

7980 22032 5% 0.0 99.98% HO1B4855 1

Klebsielia oxytoca plasmid pKBAT DNA, class |

Q, Tf,
integron InK9AT, partial sequence 7680 17834 6% e.0 99.98% AB4EI045.1

Enterobacter cloacae plasmid pEBQ-1 class 1

¢ integron IntH1 {inth1)} gene, partial cds, Dfr15

i (d¥r15), AadA2 (aadA2), QacEdelial

" {gacEdeltal), Sul1 {sult), QnrA1 (gnrAt), and
AmpR (ampR) genes, compiete cds, and
unknown gene

7980 16498 5% 0.0 98.88% 0Q88a302.1

Escherichia col plasmid pHSH1 encoded
class 1 integron In36, complete sequence

7980 24887 5% 0.0 99.98% AY2530

Saimonelia enterica subsp. enterica serovar
Braenderup strain 76 plasmid, parial 7978 55760 10% 0.0 98.81% MK181835.1
_ sequence

¢ Klebsielia pneumoniae plasmid pKP1334/0541,

q, 8y
. partial sequence 7978 22307 5% (R 89.91% Fi943244.1

Salmanella enteritidis plasmid pSAL-1
intagron, ampC and ampR genes {(beta-
lactamase DHA-1), aadAZ gene, ORF 341,
strain KFa2

Saimonelia enterica subsp. enlerica serovar
Keurmassar partial qar-containing compiex 7878 32107 6% 0.0 GG.B6% AMZIA688 1
suli-type integron

Enterabacter cloacae strain MRSN17628
i plasmid pMRVIMO0813, camplete sequeance

7978 22466 5% 0.0 99.91% AJ237702.4

78976 58115 1% 4.0 99 95% KParsngr? o

© Klebsieila pneumoniae partial pKp780

< (P4
plasmid 7976 22873 6% 09 99.85% AJE71341.1

nttps fblast.ncbinim.nih.goviBlast.cgi 4114
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BLAST 5 blastn suite » resulis for RIDVEIEPINALIL

Job Titla g 1851981 ...

20 YVEJIEPINAGTE Search expires on 10-30 22:12 om
Program BLASTN

Databage nt

Query i EFAS5158.1

Description

Molecule type  nucleic acid
Query Length 24716

Descriptions
- Description Max Totai Query E Per. Accession
Score Score Cover value Ident
Aercmonas bestiarum plasmid pAbSSY, 45642 47560 100% 0.0 100.00% EF495188.1
¢ camplete sequence
. TPA: Aercmonas bestiarum strain 559 plasmid 41918 47570 100% 0.0 160.00% BKA0BA53.1

; pAbSSS, complete sequence

. Aercmonas salmonicida si:hsp. salmanicida
. strain 2009-144K3 plasmid pAB5SSb, 19241 43050 90% 0.0 59,93% KJ508252 .1
. compiete sequence

Escherichia coli strain YSP8-1 plasmid

. PVSPB.1, complate sequence 9884 19238 22% 6.0 49,83% . CPO37911.1

Uncuttured bacterium IN-12 genomic

g o
* sequence H77 18815 41% 0.0 59.80% Kl

: Proteus mirabilis integrative and conjugative
element ICEPMIChnd, complete sequence;

o, [}
. and peptide chain release factor 3 (priC) gena,  Coo2 16160 3% 6.0 99.86% KY337728.1
. complele cds
Shewanelia upenei strain 110003
ICESupCHN110003 mobile element, compiete 8887 16177 3M% 0.0 89.94% MG014393.1
sequence
g‘rfpﬁzf;e;ezﬁj SNUWT2 plasmid unnamedt,  ggq 16177 31% 0.0 99.92% CrB38468.1
l’gﬁ;’;g&c’iﬁf@iﬁ'” E4 chromosome 1, 8881 18171 31% 0.0 99.92% CP033515.1
gg&f?ﬁéﬁjgm DH, 4288 SXT eiement  ggq, 16171 31% 0.0 99.92% MK165650.1
Vibrio ghqierae {1 bievar Ei Tor [CE-element 8881 16621 3104 0.0 99,92 MGI50412.1
genomic island sequence
Fai‘i‘e;g;;g;‘;" si‘;i’;;g” plasmid p11011-  gqq, 16177 31% 0.0 99.92% MG764548,1
- Vibrio cholerae O1 biovar El Tor strain HC1637 8881 16171 319, 00 99.92% CPO2ES

: chromosome |, complete sequence

: Proteus mirabilis strain AR_0159, complete

. genome 8881 16177 31% 0.0 99.92% CPOZ1550.1

* Vibrio chelerae O1 biovar El Tor str. Ogawa

. RND6878 ICE element, compiete sequence bas1 18171 31% o.e 99.92% KY382507.1

. Ser:t::;:cgnrabms sfrain MD20140305 complate 8881 16171 319 0.0 95829, KX243412.1
S“Ij’ergtuaeu;‘.cr(:irai)iiis‘. strain MD20140904 complate a8 16171 919, 0.0 9g 62, K%D42414 1
Vibrio sp. 85(2018) genomic sequence 8881 17892 31% 0.0 85.92% riaoaias ¢
ggﬁ;;&f;eeﬁfeggeﬁn KW3 chromosome |, 8881 16171 319 0.0 89.92% CPO0594T.4
Vibrio cholerae Q1 biovar Ei Tor strain FJ147 481 16171 319, 0.0 45,059, cPonsnaz A
chromosome |, compiete sequence
;’;‘;’ff;ﬁggera@ VCB33 ICE element genamic  gaq, 16171 31% 0.0 99.92% KCB86258.1

- Vibrio cholerae strain VC504 ICE efement 3881 16171 319 0.0 45 4%, KCEEG257.4

' genamic seguence

hitps:ffbtast nebi.nim.nih.gov/Blast.cgi 1728
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- Description Max Total Query E Per. Accession
Score Score Cover value Ident
 Vibrio cholerae strain 2012EL-2176 /881 403473 319 0.0 95.829% CPO07634.1
chromosome 1, complete sequence
Vibrio cholerae strain VC1786ICE genomic 8381 16171 3199 0.0 93.92% JINBABITEA
sequence
Vibrio cholerae O1 str, 2010EL-1786 8881 16171 31% 0.0 99.92% CPO03068.1

chromosome 1, complele sequence

Vibrio cholerae 01 biovar El Tor SXT
conjugative element gene cluster, complete 8881 16171 31% 0.0 95.92% ABSIBERD 1
sequence, strain: KN14

Vibrio cholerae Ban5 integrating conjugative

£, 174
glement ICEVchban5, complete sequence 8581 25028 31% 0.0 §8.52% GQ483140.1

Vibrio cholerae Ind5 integrating conjugative

Q, G,
element ICEVchind5, complete sequence 8876 16166 31% 6o 99.90% GQ4s3taz 1

_ Vibrio cholerae Ind4 integrating conjugative

0, [}
i element {CEVchind4, compiete sequence 8876 18171 31% 0.0 99.30% GL463141.1

: Actinobaciilus pleuropneumoniae strain

: MIDG3553 YhaH {(yhaH) gene, camplete cds;
. ICEApI2 mobile element, complete sequence;
- and PAC (prfC) gene, compiete cds

8874 16162 31% 0.0 59.90% #4F1B7065,1

Providencia alcalifaciens Ban1 integrating
© conjugative element ICEPalbant, complete 8874 16170 3% 0.0 99.80% GR463135.1
sequence

¢ Vibrio cholerae DNA, integrating antibictic

174 a7
rosistance gene elemant 8870 17881 31% 0.0 99.88% AB114188,1

Salmonelfa enterica subsp. enterica serovar 4,

) a7
[51.12:- strain 77 plasmid, pariial sequence 8868 18641 31% 0.0 99.96% MK181844.1

Salmonella enterica subsp. enlerica serovar
Braenderup strain 76 plasmid, partial 8868 18641 31% 4.0 99.96% MK191835.1
sequence

Aeromonas salmonicida strain 544 plasmid

15S44-1, complete sequence 8868 15473 26% 0.0 98.96% CRO22178.1

Proteus mirabilis integrative and conjugative
element ICEPmMIChn3, camplete sequence;
: and peptide chain release factor 3 (prfC) gene,
© completa cds

8868 15375 24% 0.0 99.86% KY437727 .1

 Vibrio parahaemolyticus strain VPS82 plasmid o ar
| PVPS92-VEB, complete sequence 8868 17890 31% 0.0 95.88% KU356480 1

. Proteus mirabilis integrating conjugative

i [ oo
 element ICEPmIChn-BCP 11 sequence 8885 20257 3% 6.0 93.83% MGT73277.1

- Preteus mirabilis strain PmPHI inlegrative and
- conjugative element ICEPmiFral mabile

elameant, complete sequence; and peptide 8885 16160 3% 0.0 98.85% MF480424.1
= ¢hain release factor 3 (prfC) gene, complete

cds

Escherichia coli strain 2016C-3878 plasmid

pMCR1-PA, complete sequence 8863 26548 31% 0.0 85.94% CPg28748.%

Shewanella putrefaciens strain NCTC12093

. 8857 23680 31% 9.0 99.92% LR134303.9
gename assembly, chromosoma: 1

. Bdwardsiella piscicida sirain ETW41 plasmid
: pETW41 sequence

© Acinelobacter pittii strain AB17H184 plasmid
" p13C018-1, complete sequence

8857 156353 24% 0.0 99.92% CPo1g441.1
8855 21642 3% 0.0 95.83% CPe40212.1

" Proteus mirabilis strain PmSC1111 8853 37991 31, 0.0 95.79% CPO34090.4
chromosame, complete genome
Escherichia coli strain ECCWS199 plasmid

pTB222, complete sequence 8852 15353 24% 0.0 982.50% CPO322384

Proteus mirabilis integrative and conjugative
element ICEPmMIChnZ, complete seguence;
and peptide chain release factor 3 (priC) gene,
complete cds

8852 15340 24% 0.0 98.90% KYAITT26.4

~ Kiebsielia pneumaniae strain AR_0152
: plasmid tigGG0O01585, complete sequence

Escherichia coli strain SCEC020023 plasmid
pOXA1G 020023, complete sequence

8652 15335 24% 0.0 99.90% CPUZ1545 .4

8846 15324 24% 0.0 99.88% CPOEsa44 .4
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Enterobacter hormaechei sirain SCEHJ20042
plasmid pQnrB4_020042, camplete 8846 18614 31% 8.0 99.88% CPozesaT.g
sequence
. Vibrio choterae O1 biovar E! Tor str. Inaba
{ RND18826 ICE elemen!, complete 8844 16058 3% 0.0 98.82% KY382508.1
: seguence
Escherichia coli sirain ¢q8 plasmid unnamed3, 8841 24184 319 0.0 95.85% CPO31549.1
. complete sequence
: Rheinheimera sp. D1B chromosome, complete 8828 23006 31% 0.0 95.81% CE03T745.1
© genome
. Edwardsiella piscicida strain MS-18-149
: plasmid pEP-MS-18-188, complete 8791 16064 31% 0.0 94 59% CPo38e69.1
: seguence
Acinetobacter baumanii ISCR2 element, o o
‘ isclate ABC23 from Argentina 8730 14437 #2% 0.0 £9.89% EN293050.1
Escherichia coli strain NCYU-21-79 plasmid 8728 15134 24% 0.0 99.42¢% CPO42845.1

: pNCYU-21-78-1, complete sequence
Vibric sp. 63(20186) gencmic seqguence 8663 15172 30% 0.0 99.91% K3068334 .1
Escherichia coli 0157 strain AR-0429 ptasmid

o, o
pAR-0429-1, complete sequence 8468 15368 31% 0.0 99.96% CPa44144.1
fégi;l{lest:g:?:;!;s;estram CRPM1G chromosame, 8468 10004 199, 0.0 99.93% CPoaiaaza
Aeromonas hydrophila strain 23-C-23 plasmid 8468 15368 3% a0 99 95% CP038466.1
unnamed, complete sequence R
Aeromonas hydrophita sirain WCX23 plasmid 8468 15368 319, 0.0 93 96% CP38464.1
- unnamed, complele sequence ’ e
. Aeramonas hydrophila strain WCX23 plasmid o o
BWCX23_1, complete sequence 8468 15368 31% 0.6 95.53% Chozad1a.t
Escherichia caoll strain AMSCJX02 plasmid 8468 15357 319 0.0 99.93% CPO31108.1
pAMSC1, complete sequence
" Salmanella enterica strain SA20025821
plasmid pSA20025921.1, complete 8468 15368 % 0.0 99.56% CPO30215.

L sequence

Salmenelia enterica subsp. enterica serovar
London strain Sa128 plasmid pSa128, 8468 15366 3% 0.0 99.96% MGBTO184.1
complete sequence

Vibrio alginoiyticus strain Vb1786 plasmid

©, . 1,
oV1736 Complete sequente 8468 15368 31% 0.0 99.96% MeH113855,1

Salmonelia sp. strain Sa63 plasmid pSa63-

B, o,
CIP, complete saquence 8468 15366 31% a.0 99.93% MGBT4043 1

. Aeromonas salmonicida subsp. salmonicida _
: strain 2004-05MF26 plasmid pSN254b, 8488 15368 3% 0. 99.96% Kdanspan 1
- camplete sequence

: Escherichia coli strain PGO10208 plasmid
pPG010208, complete sequence

Escherichia coli strain ECZP248 plasmid 8462 15353 213 0.0 99 61% CP034786.1
pTB402, complete sequance

Escherichia coli strain 14ECH47 plasmid
p14EC047b, complete sequence

Escherichia coli GESHBM-2 plasmid pGSHEM-
2-1 DNA, complete genome

8468 15368 31% 0.0 99.86% HO023861.1

8462 99399 19% 0.0 99.91% CP024157.19

8456 9983 19% 0.0 89.89% APDIS67E.1

Kiebsielia pneumoniae strain 130411-38618
* plasmid p130411-38618_1, complete 8456 15350 31% 0.0 99.89%, MKE43820.1
seguence

Salmoneiia enferica subsp. enlerica strain AR-
. 0401 plasmid pAR-0401-1, complete 8456 15357 31% 0.0 99.89% CPo44188 1
sequence

Eschetichia coli G16:H48 strain PG20180173
plasmid pPG20180173.1-incAC2, complete 8458 15357 31% 0.0 98.88% CROsaiez 4
sequence

Escherichia coli O16:H48 strain PG20180175
ptasmid pPGZ0180175.1-IncACZ, complete B456 15357 31% 0.0 89.88% CPO431590 1
sequence

. Salmonella enterica subsp. enterica serovar
Heidelberg strain SL-312 plasmid pET8.1- 8456 15357 31% 0.0 99.89% CPp4a32158.1
-~ IncACZ, compiete sequence
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. Escherichia coii strain LD1-1 plasmid plDB1- .. 9993 199 0.0 a9 8a%
1-146kb, compleie sequence
Klebsiella pneumoniae strain Kp202 plasmid 4456 15357 319, 0.0 99.91% CRO41083.1
pKp202_1. complete seguence
Escherichia coli strain L725 plasmid o N
punnamed3, complate sequence 8456 15355 3% 0.0 98.91% CPI5208.1
fg‘;ﬁgtcehigig Suain L73 plasmid pL73-2, 8456 15311 31% 0.0 99.91% CPO33379.1
Klebsielia pneumoniae strain MSB1_8A-sc-
2280397 plasmid unnamed2, complete 8456 17521 31% 0.0 9%.81% CPO3i802.1
sequence
Proteus mirabilis strain CA150272 proteus
genamic island 2 PGI2-PmCATZ, complete 8456 5985 18% 0.0 98.85% MHE90678.1

: sequence

| Salmonella entarica subsp, enterica serovar
. Newport sir. USDA-ARS-USMARC-1925 8456 16377 30% 0.0 99.89% CPB25233.1
: plasmid pSNE1-1925, complete sequence

Citrobacter freundii isclate Citrebacter freundii

G,
 str. U2785 genome assembly, plasmid: 2 Base 25351 3% 0.0 §9.91% LE092184.1
: Es;':;ﬁhzgzz:g:‘“ L85 plasmid pL65-2. 8456 9993 19% 0.0 99.89% CPO34738.1
Escherichia coli strain WCHECQ005237 plasmid 8456 9933 19% 0.0 99.89% CPO26578.2
pQnrS1_005237, complete sequence :
Proteus mirabilis strain CCUE 70746 plasmid s "
pPmMi70746_1, complete sequence 8456 15357 31% 0.0 93.89% £enz3zTad
Klebsiella pneumoniae strain 13190 plasmid 8456 19670 250, 6.0 99.91% MGT64548.1

p13180-tetA, complete sequence

. Salmaonelia enterica subsp. enterica serovar
. Corvatlis strain 12-01738 plasmid pSE12- 8456 15357 31% 0.0 99.89% CPOZTETS.1
- 01738-Z, completa sequence

. Escherichia coli strain Esco-36073cz plasmid

s a,
| pEsco-36073cz, complele sequence 5436 15357 3% 0.0 95.91% MG2528048 1
Escherichia coli strain AMASE6 plasmid BA5E 15357 319 0.0 90.91% MGA56360.4
- pAMASE6, complete sequence
Escherichia coll strain 92944 plasmid p82944- g, 18108 30% 0.0 99,897 MGE60485.1

TEM, complete sequence

Saimonella enterica subsp. enterica serovar
Concord strain CFSAND18747 plasmid 8456 28408 31% 0.0 99.91% CPOZRie7 1
pGMI14-002_1, compiete sequence

- Escherichia coli plasmid pBJ114T-180,
complete sequence

Escherichia coli plasmid pB.J114-141,
- complete sequence

: Escherichia coli strain 14EC020 plasmid
p14ECO20b, complete sequence

8456 15351 3% 0.0 99.89% MFB72147.1
8456 15478 31% 0.0 99.88% MFGETE146.1

8458 14834 30% .o 99.91% Craz414e.1

Kigbsietla pneumaniae strain §25795.1

A 8456 15421 31% 0.0 99.91% CRO17887.1
plasmid unnamed2, compiete seguence

Proteus mirabilis strain TJ3335 complate

8456 15344 3% 0.0 98.81% KX2434186.1
sequence

Klebsiglla pneumoniae strain Kp_Goe_152021
plasmid pKp_Goe_021-2, complete 8456 15421 3It% 0.0 49.91% CPLisTIe.
sequence

* Klebsiella pneumoniae strain Kp_Goe_827026
© plasmid pKp_Goe_026-2, complete B456 15421 31% 0.0 99.51% CPe{8TI0.4
sequence

Graphic Summary
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Description Asromonas sobra plasmid pARZ-T &

Program

JN3ABRA-Asromuonas sobris plasmid nAGZ.1, .

GiT

nucleic acid
6300

Mioleculs type
Quary Length

Descriptions

Total
Score

Max
Score

Description

Aeromenas sobria plasmid
pAQ2-1, complete
sequence

12743 12743

Aeromoenas hydrophita
- plasmid pAQ2-2, complete
;. sequence

12429 12429

. Uncultured prokaryote
from Rat gut metagenaome
metamobilome, plasmid
pRGRHO380

Aeromonas sp. ASNIH2
plasmid pAER-0Oed8, 3696 7736
complete sequence

4837 7082

Aeromonas caviae isolate
ABS plasmid pABS, 2525 2525
compleie sequence

Enterobacter kobei strain
WCHEKG045523 plasmid
pQnrS2_045523,
complete sequence

2521 2521

. Citrobacter freundii strain
AAS523 plasmid

- pIBAC Incx3 _A/C,
complete sequence

2521 2521

Aeromonas {aiwanensis
strain L1713 piasmid
p1713-KPC, complete
sequence

2521 2521

Aeromonas taiwanensis
strain |.198 plasmid p188-
KPC, complete

sequence

2521 2521

Aeromonas {aiwanensis
strain L186 plasmid p186-
KPC, complete

sequence

2521 2521

_ Aeromonas sp. ASNIH2
plasmid pAER-e58e, 2521 2521
complete sequence

Aeromenas caviag isclate
HP2 plasmid pHP2, 2521 2521
complete sequence

https/blast.nebinim.nih.goviBlast.cgi
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Cover

100%

100%
58%

65%

18%

19%
19%
19%
19%

15%

19%

19%

E
value

0.0

0.6

0.0

0.0

0.0

0.0

0.0

0.c

6.0

0.0

6.0

0.0

NCR{ Blast.JN315884: Agromonas sobria plasmid pAQ2-1....

Per.
Ident

100.00%

99.17%
97.47%

96.01%

99.93%

99.93%
98.93%
99.93%
99.93%

99.93%

99.93%

99.53%

Accession

JN315884.1

JN313885.1

LN853036.1

KLG44674.1

CPo3zas6.1

MH594478.1

MHB24132.1

MHE24131.1

MME24120,1

CP026410.1

KUB44877.1
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Aeromonas

allosaccharophila isolate e o
" HP5 plasmid pHPS. 2521 2521 19% 0.0 99.93% KUB44678.1

complete sequence

Aeromonas caviae isolate
HP1 plasmid pHP1, 2521 2521 19% 0.0 99.93% KUB44673.1
complete sequence

Aeromonas caviae isolate
HP18 plasmid pPH18, 2521 2521 19% 0.0 99.93% Kii644672.1
complete sequence

Klebsiella pneumoniae
strain 1212 plasmid
pKPSH212, complete
sequence

2521 2576 18% 0.0 99.93% KT896301.1

Aeromonas sobria sirain
ASCH21 plasmid
pASCHZ1, compleis
SEQUEHCE

2521 2521 19% 0.0 99.893% KT315828.1

Aeromonas hydrophila
¢ strain AH227 plasmid
. pAH227, complete
sequence

2521 2521 19% 0.0 99,93% KT315926.1

© Uncultured bacterium
. plasmid pKAZS, complete 2521 2521 19% 0.0 99.93% KRE27394.1
| seguence

Aeromanas hydrophila
strain IB101 plasmid
AHIB101-pBF7.8,
complete sequence

2521 2521 19% 0.0 99.93% KM245123.1

Aeromonas punctata
plasmid p37 quinolone
resistance protein 52

 (gqnrS2) gene, complete
cds; and disrupted neutral
zinc metallopeptidase
(mpR) gene, partial
sequence

2521 2521 19% 0.0 99.93% EU435940.1

. Salmonella enterica
subsp. enterica serovar
Typhimurium var. 8- strain 2316 2316 18% 0.0 100.00% MK191840,1
63 plasmid, partial
seqguence

Klebsiella pneumoniae
sirain 1231 plasmid
pKPSH231, complete
sequence

2316 2316 18% 0.0 100.00% KTBA6503 1

Klebsiella pneumaniae
strain 170 plasmid
pKPSHT0, complete
seqguence

2316 2316 18% 0.0 100.00% KT896500.1

Kiebsiella pneumaoniae
strain 1169 plasmid
pKPSH169, complete
sequence

2316 2316 18% 0.0 100.00% KTB56499.1

unculiured bacterium
clone AA-1G1 plasmid
pFECG, complete
sequence

2270 2506 18% 0.0 99.92% MF554638.1

Aeromoenas caviae isolate
HP16 plasmid pHP186, 2224 2224 17% 0.0 100.00% wilg44e75.1
complete sequence

https:/iblast.nchi.nim.nih.gov/Blast cgi
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. Salmonella enterica

© subsp. enterica serovar

© Typhimurium strain o o

' SH16G4525 plasmid 2196 2196 17% 0.0 100.00% fMH522424.1
pSH16G4525, complete
sequence

Salmonella enterica
subsp. enterica serovar
Typhimurium strain
SH16G4498 plasmid
pSH16G4498, complete
sequence

2196 2196 17% 0.0 100.00% MHS522423.1

Salmonela enterica
subsp. enterica serovar
. Typhimurium strain
: SH16G2457 plasmid
. pSH16G2457, complete
© sequence

2196 2196 17% 8.0 100.00% MH522421 .1

- Salmonella enterica

- subsp. enterica serovar

: Typhimuriurn steain

© $H16G1508 plasmid

. pSH18G 1508, complete
sequence

2186 2196 17% 0.0 100.00% MH522420.1

Escherichia fergusoni
strain EFCF056 plasmid
pEF05, compiete
sequence

2196 2196 7% 0.0 100.00% CPo40810.1

Escherichia fergusonii
strain EFCF056 plasmid
pEF04, complete
sequence

2196 2196 17% 0.0 100.00% CPO4080Y.1

. Salmonella enterica

- subsp. enterica serovar

. California 2,4-dienoyl-CoA
reductase [NADPH]
{fadH), Putrescine
aminotransferase (yjiG),
and Hypothetical protein
genes, complete cds;
multidrug resisiance gene
cluster, complete
sequence; and Methyl-
accepting chemotaxis
protein ll gene, complete

cds

2196 2196 17% 0.0 100.00% MHOT9550.1

- Salmonella enterica

- subsp. enterica strain
CFSA231 chromesome,
complete genome

2196 2196 17% 0. 100.00% CPO33350.2

Saimonella enterica

subsp. enterica serovar

California strain CD-SLO01 2196 2196 17% 0.0 100.00% CPgzesnn.1
chromosome, complete

genoma

. Escherichia coli strain
. FS11Y5C plasmid

pFS11YSCT, complete
© sequence

2196 2186 7% 0.0 100.00% MGo14721.1

Salmonella enterica

subsp. enterica seravar

Derby strain Sa64 plasmid 2138 2186 17% 0.0 100.00% CFO34251 .1
pSab4T-188, complete

sequence

https:f/blast.nebintm.nih.gov/Blast.cgl 319
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Salmoneila enterica

subsp. enterica serovar

Derby strain 5464 2196 2196 17% 0.0 100.00% CP034250.1
: chromosome, complete
: genome

~ Escherichia coli sirain
BE2-5 plasmid p2_BEZ2-5, 2196 2196 17% Q.0 160.060% CrPo32588.1
complete sequence

Escherichia coli strain 974
pltasmid p974-IncF, 2186 2196 17% 0.0 100.00% MH580300.1
complete sequence

Escherichia coli strain
- RJ749 plasmid pRJ745, 2196 2198 17% 0.0 100.00% Mr491004.1
- complete sequence

* Escherichia coli strain

© 14EC033 plasmid

. p14ECO033f, complete
sequence

2196 2196 17% 0.0 100.00% CP024153.1

Aeromonas hydrophila
strain AHB plasmid pAHG, 2196 2196 17% 0.0 100.00% KI315927.1
complete sequence

Escherichia coli GSHEM-2
plasmid pGSHBM-2-3 2189 2189 17 % 0.0 100.00% APO19678.%
: DNA, complete genome

Escherichia coli strain D72
. plasmid pD72-incX1, 2189 2189 17% 0.0 100.00% CPO35315.1
complete sequence

Escherichia coli strain
H313-1 plasmid pHS$13-1-
IncHi2, complete
sequence

2189 2189 17% G.0 100.00% CPO26482.1

Escherichia coli strain D9
¢ plasmid C, complete 2189 21889 17% 0.0 100.00% CPO10155.1
. genome

; Escherichia coli strain D4,

. 2189 2189 17% 0.0 100.60% CPE16143.1
complete genome

Aeromonas sp. C3
plasmid pAC3, complete 2132 2530 19% 0.6 89.91% KM204147.1
sequence

Aeromonas media plasmid
. p42 quinolone resistance
" protein 82 (gnrS2) gene,
complete cds; and 2128 2509 18% 0.0 99.91% EU435941.1
disrupted neutral zinc
metallopeptidase {(mpR)
gene, partial sequence

Escherichia coli strain
INSRA19828 plasmid
pUR19829-KPC21,

. complete sequence

2108 2323 18% 0.0 98.91% MH133182.1

Aeromonas hydraphita
strain D4 plasmid pAhD4- 2023 2187 15% 0.0 100.00% CPo13966.1
1, complete sequence

Aeromonas rivipaliensis
plasmid pP2G1, complete 1895 2545 19% 0.0 100.00% HES160810,2
sequence
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: Pseudoalteromonas

: marina strain EB TelR

. family transcriptional

. regulator (tetR} gene,

: partial cds; integrase,

. hypothetical protein,

. integrase, quinolone

! resistance protein QarS2

" (gnr32), Tn7 transposition

- protein TnsC (tnsC), Tn7 1975 1975 15% 0.0 89.81% KX756556,1

- transposition protein TnsB
(thsB), and Tn7

. transposition protein TnsA

- {tnsA) genes, complete
cds; and glutamine-

- fructose-G-phosphate

. transaminase

- (isomerizing) (gim$S) gene,

{ partial cds

¢ Pseudoalteramonas

 marina strain E8 TetR

© family transcriptional

: regulator (tetR}) gene,

* partial cds; and integrase,

. hypothetical protein,

- integrase, quincione

: resistance protein Qnr32

. (gnr82), aminoglycoside

. nucleotidyltransferase

: AadA13 (aadA13),

. trimethoprim-resistant
dihydrofolate reductase

- DfrA6 (dfrAB), and

" integrase genes, complete

: cds

1975 1975 15% 0.0 99.81% KX756555,1

Shewanelia colwelliana
. sirgin $14 plasmid pS14-1
TetR family franscriptional
regulator {{etRR), integrase,
- hypothetical protein, 1975 1875 15% 0.0 99.81% KXT56557.1
integrase, quinclone
. resistance protein QnrS2
. {anrS2), and ATPase
genes, complete cds

uncultured bacterium
clone AA-102 plasmid
pFECR, complete
seqguence

1873 1973 15% G.0 99.91% MF554638.1

Aeromonas hydrophila
plasmid pAHH04, 1973 2526 19% 0.0 99.91% SH315883 1
complele sequence

Nitrincala sp. KXZD1103
plasmid unnamedt, 18865 1865 15% 0.0 95.81% CPR44723.1
. complete sequence

hitps:/blast.nchinim.rih.goviBiast.cgl 514
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i Pseudoalteromonas

. carrageenovora strain S16

. DNA polymerase V

¢ (umuD) gene, partial cds;

. hypothetical protein,

- endonuclease | (endA),
quinolone resistance
profein QnrS2 (gnrS2),
endcnuclease i, eleciron
transport complex subunit 1965 1965 15% 0.0 99.63% HXT56558.1
RsxE (rsxE), electran
transport complex subunit
RsxG (rsx(), and electron
transport complex subunit
RsxD (rsxD) genes,

. complete cds; and

. electron transport complex
subunit RsxC (rsxC) gene,

* partial cds

. Aeromonas sp. ASNIH2

plasmid pAER-c633, 1940 4117 46% 0.0 88.84% CP02640%.1
complefe sequence

Klebsiella pneumoniae
strain 1213 plasmid o o
PKPSH213.55, complete 1849 2098 16% 0.0 100.00% KTa86502.1

sequence

Aeromonas hydrophiia
strain AO1 plasmid 0
' pBRSTY 6, complete 1757 2306 18% 0.0 99.79% E4n25817.1

sequence

~ Uncultured bacterium

" plasmid pGNB2, complete 1658 2210 17% 0.0 99.85% DO4GOTI
sequence

Aeromonas caviae Qnrs2

{gnrS2) gene, complele 1214 1214 9% ¢.0 100.00% KUG644708 1
cds

Salmonella enterica
. subsp. enterica serovar
¢ Anatum pMG308 qnr3
gene for quinolone 1214 1214 9% 0.0 100.00% MN{_D50544.1
resistance pentapeptide
- rapeat protein QnrS2,
complete CDS

Salmonella enterica

subsp. enterica serovar

Anatum plasmid pMG308 1214 1214 9% 0.0 100.00% DQ485530.1
QnrS2 (qnrs2) gene,

complete cds

: Aeromonas hydrophila
SNUFPC-AS5 pAQZ-2 qnrS
gene for quinolone
resistance pentapeptide
repeat protein QnrS6,
complete CDS

1208 1268 9% 0.0 99.85% NG _030547.1

Aeromonas hydrophila

strain SNUFPC-AS

plasmid pAQ2-2 quingione 1208 1208 9% 0. 99 85% HOB31376.1
resistance protein gene,

caomplete cds

Escherichia coli isolate
C1076 quinolone
resistance protein (gnrS2)
gene, partial cds

1120 1120 8% 0.0 100.00% KP773325.1

httpa:/blast.ncbinim.nin.gov/Blast.cgi 5/9
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Escherichia coli isolate

C1074 quinclone

resistance protein (qnrS2)
- gene, partial cds

1114 1114 8% 0.0 100.00% KP7733241

¢ Escherichia coli isolale

¢ C705 quinolone resistance
. protein (gnrS2) gene,

- parttial cds

1114 1114 8% 0.0 100.00% JFT73347.1

. Escherichia coli isolate

¢ C770 gquinolone resistance

. protein {(gnrS2} gene,
partial cds

1103 1103 8% 0.0 100.00% JF773350.1

. Escherichia coli isolate
CB00 quinolone resistance
protein (gnrS2) gene,
pariial cds

1103 1103 8% 0.0 100.00% JETT3346.1

Escherichia coli isolate
598 quinolane resistance
protein (gnrS2) gene,

. partial cds

1103 1103 8% 0.0 100.00% JF773345,1

* Escherichia coli isolate

i C726 quinolone resistance
¢ protein (gnrS2} gene,

¢ partial cds

1098 1098 8% 0.0 100.00% JF773348.1

. Escherichia coli isolate

© C1213 guinolone
resistance protein (qnrs2}
gene, partial cds

1092 1082 8% 0.0 100.00% KP773336.1

Escherichia coli isolate
C108C quinclone
. resistance protein (qnr82)
: gene, partial cds

1086 1086 8% 0.0 103.00% KPT73328.1

Escherichia coli isolate
- ©1236 quincione
resistance protein {(qnr32)
 gene, partial cds

1085 1085 8% 0.0 100.00% KP773337.1

Escherichia coli isolate

C1081 quinolone 1081 1081 8% 0.0 10000%  KP773328.1
resistance protein (grnrS2}

gene, partial cds

Escherichia coli isolate

: C1066 quinolona

! resistance protein (qnr32}
gene, pariial cds

1081 1081 8% 0.0 100.00% KPT73323.1

Escherichia caoli isolate
C1062 quinolone
resistance protein {qnrS2)
gene, partial cds

1075 1075 8% 0.0 100.00% KP773322.1

Escherichia coli isolate
C197 guinolone resistance
- protein (qnrS2) gene,
- partial cds

1070 1070 8% 0.0 100.00% JE773343.1

Escherichia coli isolate
C387 quinolone resistance
protein {gnrS2) gene,
partial cds

1064 1064 8% 0.0 100.00% JF773344.1

Escherichia coli isolate
1100 guinclone
. resistance protein (gnrS2}
- gene, partial cds

~

1048 1048 8% 0.0 100.00% KP773330.1

=3
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Description Max Total Query E Per. Accession
| Score Score Cover value Ident

- Escherichia coli isolate

© 943 quinolone resisfance
© protein (grrS2) gene,

- partial cds

1048 1048 8% 0.0 98.82% KP773321.1

. Escherichia coli isolate

: 0929 quinolone resistance

. pretein (gnrS2) gene,
partial cds

1048 1048 8% 0.0 100.00% KP773320.1

Photobacterium damselae
strain Phdp Wu-1 plasmid
plas1, complete
seguence

987 987 12% 0.0 87.02% CPO18288.1

Aeromaonas salmonicida
strain Y47 plasmid pY47- 950 1464 31% 0.0 8. 1% KT334398.1
3, complete sequence

. Vibrio alginolyticus strain
: FDAARGOS_108

: g, 4]

. chromosome 1, complete 307 1815 12% 0.0 86.10% CPO14053.1

' sequence

. Aerornonas scbria

- BNUFPC-A4 pAQ1-1 gnrS

- gene for quinolone 881 881 99, 0.0 90.88% NG 050546.1

resistance pentapeptide
repeat protein QnrS5,
compleie CDS

Aeromonas sobria strain

SNUFPC-A4 plasmid

pAQH1-1 fluoroquinolone 881 881 9% 0.0 90.88% HO831377.1
resistance protein gene,

complete cds

Salmoenella enterica

- subsp. enterica serovar

" Goldcoast strain Sal-5364 870 870 12% 0.0 B85.30% CPR3s170.1
plasmid pSal-5364,
complete sequence

Salmonella enterica

subsp. enterica serovar

Goldcoast strain R18.0877 870 870 12% 0.0 85.30% CPO37950,1
plasmid pR18.0B77_278k,

complete sequence

Escherichia coli NIVEDI-

- P44 gnrS gene for

- quinclane resistance
pentapeptide repeat
protein QnrS$13, complete
CDSs

Escherichia coli plasmid
pM110_Fil DNA, complete 870 870 12% 0.0 85.30% APOiR140.1
genome, isclate: M110

870 870 10% 0.0 8917% WG 0852751

Klebsiella pneumoniae
jsoiate 833f714a-b38d-
11e8-8888-68h599768938
- genome assembly,
plasmid:
- p13ARS_VEMO0593-1

867 867 12% 0.0 85.18% LRESTIZ8T

Klebsiella pneumoniae
isclate 8329a5f4-b38d-
11€9-8998-68b599768938
gencme assembly,
plasmid:
p13ARS_GMHO09%

867 as7 12% 0.0 85.18% LRES7089 1

hitps:/olast.neblinim.nih.gov/Blast.cgi BiG
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Description Max Total Query E Per. Accession

Score Score Cover value Ident
. Salmonelia enterica
. subsp. enterica serovar

- Newport strain 0945_2011

. plasmid mediated 867 867 6% 0.0 100.00% KF§49820.1
© guinelone resistance

¢ protein (gnrS2) gene,

* partial cds

Graphic Summary

Alignments
Taxonomy
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Program BLASTN
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Descriptions

Description Max Total Cluery E Per. Accession -
: Score Score Cover value ident

Aeromanas veronii by, Scbria class B beta- 2035 2036 100% 0.0 100.60% AY¥112998.1

. lactamase (cephA3) gene, complete cds

Aeromonas veronii by, sobria 5146 cphA gene
for subclass B2 metallo-bela-lactamase 1783 1783 B7% 0.0 100.00% NG D47666.1
CphA3, complete CDS

Aeromonas veronit strain FC951

0 o,
chiromosome, complele gencme 1731 75 9% 0.0 95.63% CroEz

Aeromonas veronii strain X411 chromosome,

complete genome 1712 1712 89% 0.0 94.81% CPO24830.1
g«:;zr;c;nas sp, CU5 chromosome, compiete 1670 1670 92% 0.0 96.27% CRO23817.4
?De{?;ec:gagseﬁi:ir;ii strain X12 chromasome, 1663 1863 5% 6o 85.37% CP024833.1
: 2:;22?55 veronii strain CB51, complete 1629 1629 . a7% 0.0 94.16% CPO15445.1
er:‘zr;:‘t;nas veronii strain TH0426, compiete 1628 1628 929 0.0 65 49% CPO12504.1
Aeromonas vronil sirain 171SAe 1624 1624 o7% 0.0 94.06% CP28133.1
chromosome, complete genome LB Y S T
Aegromonas veronit strain MS-18-37 o o,
chromosome, complete gencme 1584 1594 4% 0.0 84.33% LPO33604.1
Aeromonas hydraphila strain ZYAH72 1583 1583 91 00 95.03% CPO1598 1
: chromesome, complele genome
: ggrrg;c;nas hydrophila strain GYK1, complete 1583 1583 919 0.0 95.03% CPO16362 1
Qg;‘;ﬁ‘;"as hydrophila strain D4, complete 1583 1583 91% 0.0 85.03% CPO13965.1
ijn";'e"tzzse';ﬁgph”a sirain JBN2301. 1583 1583 91% 0.0 95.03% CPO13178.1
Q::;r;z”as hydrophiia NJ-35. complete 1583 1583 51% 0.0 95.03% CEO06870.1
;\:;‘;mmzﬂas hydrophila J-1, complete 1583 1583 91% 0.0 95.03% CPO0EBE3.1
: Qg;mi"as nydrophila pc104A, complete 1583 1583 91% 0.0 95.03% CPOG7575,1
Ssrrl%g;nas hydrophiia ALOS-71, complete 1583 1583 a1% 0.0 85.03% CP007565 1
g:;zrrnnznas hydrophila MLO8-118, complele 1583 1583 91% o0 95 03% CPOUSEEE. |
- Aeromonas veronii strain FDAARGOS_632 1585 1565 049, 00 93.84% CP044080 4
chromasome, complete genceme
: g:;ﬁ?as verond strain AVNIH1, complete 1854 1554 a9, 00 92 36% CPD14774.4
Aeromonas vercnii BS6%, complete genome 1534 1539 54% 0.0 93.37% CRO02607 .4

hittps://blast.nobi.nlm.nih.gov/Blast cai 1/15



Description Max Total Query E Per. Accession
Score Score Cover value ident

Aeromanas allosaccharophifa ATCC 51208
class B bela-lactamase {cphA4) gens, 1474 1474 87% 0.0 94.21% AY227050.1
complele cds

Aaromonas allosaccharophiia ATCC 51208
cphA gene for subclass B2 metallo-beta- 1452 1452 84% a.0 94.66% NG U503587.1
lactamase CphAd, complete CDS

Aeromonas dhakensis gene for CphA-type
class B metallo-beta-lactamase, complete 1330 1330 81% 0.0 93.33% ABTE5388.1
- cds, strain: MBC47T

. Aeromaonas hydrophiia strain ALOB-D8,

' complete genome 1328 1328 87% 0.0 81.79% CPOi0947.1
. Aeromonas hydrophila strain 23-C-23 1317 1317 87% 0.0 91.58% CPOIRAGS.1
. chromosome, complete gename
¢ Aeromonas hydrophila strain WCX23 o s
. chromosome, complete genome 1317 1317 B7% 0.9 91.58% CP038483.1
Aeramanas hydrophila strain WCX23 1317 1217 87% 6.0 a1.58% CP023418.1
: chrompsome, complele genome
ﬁ‘f:;lggzsefgﬁf”% strain KN-Me-6U21, 430, 1301 81% 0.0 92.77% CPO23141.1
Aeromonas hydrophila strain MX16A " o
chromosame, complete genome 1290 1280 87% 0.0 91.07% CPoi8201.1
g:;gnr;c;nas hydrophila strain AH10, complete 1290 1290 87% 0.0 a1.06% cpoi
girau;rtna?;:::ehydmphyla cphA gene for metalio 1288 1288 a9, 00 92.20% X57102.1
: ﬁ;‘:;?;gagsei‘;ﬁesmm chromasome, 1286 1266 81% 0.0 92.36% CPO26217,1
- Aeromonas hydrophiia subsp. dhakensis
 gene for CphA-type class B metalio-beta- 1258 1258 81% 0.0 91.89% AB766134.1
lactamase, complete eds, strain: ‘ ’ ’ - TR
LMG19562
Aeromonas hydrophiia sirain ZYAH75 1943 1243 R4% 0.0 50.93% CPE16990.1
chromosome, complete genome
Aeromonas saimoenicida strain AS27 1243 1243 81% 0.0 51 56% CPO22550 4
chramasome, complete genome .
Aeromonas hydrophila imiH gene for metaile 1240 1240 81% 0.0 91 46% AJ548797 1

beta-lactamase

Aerarnonas hydrophiia subsp. hydrophila
. strain WCHAM045096 chramosome, 1234 1234 87% 0.0 §0.02% Lrpapses
- complete genome

- Aeromonas hydrophila AEQ36 cphAl gene for

. subciass B2 metalio-beta-lactamase CphA1, 1232 1232 T8% 0.0 92.37% NG 0475671
¢ compiete CDS
é Aeromonas hydrophila strain KN-Me-1R2 1297 1227 2% 6.0 90.92% CPOZTR04 4
¢ chromosome, complete genome :
Aeromonas hydrophila GSHS-2 DNA, 1221 1221 819, 0.5 91.13% APO18193.1
complete genome
 Aeromonas hydrophifa strain AHNIH1, 1219 1215 78% 0.0 92.22% CPO16380.1
complete genome
Aeromonas sp. CA23 chramosome, complete 1905 1205 1% 0.0 90.82% CPO23816.1
genome
Aeromonas hydrophila subsp. hydrophila 1201 1201 B1% 0.0 90.85% CPOG0AE2A

ATCC 7966, complete genamea

Aeromonas hydrophila ephA gene for ChpA
family subclass B2 metalio-beta-lactamase 1186 1188 78% 0.0 91.44% MG 504141
. ImiH, complete CDS

: Aeremanas salmonicida subsp. salmonicida

* strain $HY 16-3432 chromosome, complete 18 1181 B0% 0.0 80.87% CPO3R102.1
genome
Aercmenas salmonicida subsp. salmonicida 1181 1181 80% 0.0 90.57% CPO27000.1
01-B526 chromosome, complale genome
Aeromonas salmonicida subsp. salmonicida 1181 1181 80% 0.0 90.57% CPOGOS44.A

A449, complete genome

Aeromonas sobria ATCC 43975 cphA gene
for subclass B2 metallo-beta-lactamase 178 179 67% 8.9 95.06% MG (504511
CphA8, complete CDS

hitpa:fiblast.nebi.nlm.nih.gov/Blast.cgi 215
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Description

Aeromaonas veronii bv. veronii 224 phAt
. gene for subclass B2 metalle-beta-lactamase
: CphA1, complete CDS

. Aerornonas veronii by, veronii strain 224 class
. B beta-flactamase (cphA} gene, complete
i tds

Aeromonas sobria strain ATCC 43878 class B
. beta-lactamase (cphAB) gene, complete
: cds

i Aeromonas veranii strain AQAV4 metallo-B-
lactamase subclass B2 {cphA4) gene, partial
i ods

i Apromonas varonit strain BCRC10375 class B
. beta-lactamase (cphA) gene, partial cds

Aeromonas saimonicida strain O23A
¢ ¢hromosome, complete genome

Aeromonas jandasi ATCC 48568 cphA gene
¢ for subclass B2 metalio-beta-lactamase
¢ CphA7, complete CDS

Aeromonas jandaei ATCC 49568 class B
i beta-lactamase (cphA7) gene, complete
. cds

: Aeromonas salmonicida subsp, pectinalytica
. 34me! chromosome, compiete genome

Aeromonas hydrophila cphA gene for CphA-
. {ype ctass B metallo-beta-lactamase,
! complete cds, strain: RyU_Nz7

: Aeramonas veronii ATCC 48904 cphAt gere
¢ for subclass B2 metallo-beta-lactamase
CphAt, complete COS

Aeramonas veronii strain ATCC 49804 class
. B beta-lactamase (cphA) gene, complele
i cds

: Aeromonas veronii bv. veronii ATCC 35624
i cphA gene for subclass BZ metallo-beta-
: lactamase CphAS, complete CDS

© Aeromonas veronii ATCC 35624 class B bata-
lactamase {cphAB) gene, complete cds

- Averonii imiS gene

- Aeromoenas aquariarum strain A2-094 class B
. beta-lactamase (cphA) gene, partia cds

Aeromonas veronii 163a ¢phA gene for ChpA
 family subclass B2 metalio-beta-lactamase
Imi§, complete CDS

Aeromonas aquariorum strain A2-159 class B
beta-lactamase {cphA) gene, partial cds

Aeromonas hydrephila strain AQAHS metalio-
heta-lactamase subclass B2 (blaCphAHS)
gene, compiete cds

Aeromonas agquarorum strain A2-013 class B
beta-lactamase {cphA) gene, partial cds

Aeromonas aquariorum strain BCRC 17946
class B beta-lactamase {cphA) gene, partial
cds

Aeromonas aguariorum strain A2-070 ¢class B
beta-lactamase (cphA) gene, partial cds

- Asromonas hydrophila AER 19 cphA gene for
: subclass B2 metalio-beta-iactamase CphAZ,
complete CDS

© Aeromonas hydrophita metailo-beta-
lactamase (cphA2) gene, complete cds

© Aeromonas hydrophila subsp. hydrophila 212
 cphA1 gene for subciass B2 metalio-beta-
. lactamase CphA1, complate CDS

Aeromonas hydrophila subsp. hydrophila
strain 212 class B beta-lactamase (cphA)
gene, compliete cds

https://otast.nebinim.nih.goviBlast ogi
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Max
Score

1178

1179

1179

1164

1162

1158

1153

1153

1147

1136

1134

1134

1125

1125
1120

1105

1099

1088

1075

1064

1057

1038

1637

037

1035

1035

Total
Score

1179

1178

11739

1164

1162

1158

1153

1153

1257

1136

1134

1134

1125

1125
1120

1105

1099

1088

1075

1064

1057

1038

1037

1037

1036

1035

Query
Cover

67%

67%

67%

68%

64%

B2%

€9%

69%
87%

65%

687%

67%

69%

69%
78%

63%
T7%
64%
69%
§3%
65%
83%
69%
69%

67%

67%

E

value

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.8

G.o

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

.0

0.0

Per,
dent

95.06%

95.08%

95.06%

94.67%

96.07%

89.67%

93.85%

93.86%

90.64%

93.46%

94.01%

94.61%

93.21%

83.21%
80.16%

§5.02%

80.04%

94.13%

92.03%

93.50%

93.07%

93.31%

51.11%

91.11%

91.59%

91.58%

Accession

AY251378,1

AY761375.1

KaE02958 1

JEBTZ816.1

CPZ1854.1

R D30400.1

AY2Z7083.1

CPo22426.7

Leazagds

NG_047669.1

AY281377 1

N{_05033%.1

AY227052 1
¥io4151

JEB72624.1

NG 0804151

JF872628.1

KP771880.1

JF872618 1

JF872618.1

JE872523.1

HG_050396.1

uspzea

NG_047671.1

AY281375.%

3115
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Description Max Total Query E Per. Accession
1 Score Score Cover value ident
Aeromanas aguariorum strain A2-"§57 class B 1033 1033 B39 0.0 93.17% JFGT2627.1
. beta-lactamase (cphA) gene, partial cds
Aeromenas hydrophila strain KN-MC-61J2
. class B metallo-beta-lactamase {cphA) gene, 1024 1024 64% 0.0 92.57% Tt
: partial cds
Aeromonas aquatiorum strain A2-107 class B o o
. beta-lactamase (cphA) gene, partial cds 1024 1024 65% 0.0 92.24% JERT2628.1
i Aeromonas aquariorum strain A2-056 class B o .
. beta-lactamase (cphA) gene, partial cds 1022 1622 63% 0.0 92.89% JF972621,1
: Aeromonas aquaricrum strain A2-042 class B 1022 1022 3% 0.4 97 85% JF872520.4

. beta-lactamase (cphA) gene, partial cds

. Aeromonas salmonicida ATCC 33658 cphA
- gene for subclass B2 metallo-beta-iactamase 101 101% B68% 4.0 80.95% NG 65035881
: CphASs, complete CDS

Aeromenas salmanicida ATCC 33658 class B

befa-lactamase {cphAS5) gene, complete 1011 101 68% GG 50,95% AY2270511
cds

Aeromonas dhakensis strain KN-MC-6121

class B metallo-beta-factamase (cphA) gene, 1009 1008 65% 0.0 82.05% MK415754.1
pariial cds

Aeromonas aquariorum sirain A2-061 class B

a, a
beta-factamase (cphA) gene, parial cds 1007 1007 4% Y 92.15% JF972622.1

Aercmonas aquariorum strain A2-098 class B o o 7
heta-factamase (cphA) gene, partial cds 1005 1005 B3% 0.0 82.46% JF972625.1

¢ Aeremanas hydrophila subsp, hydrophiia
. strain BCRC 13018 class B beta-lactamase 1600 1009 63% 0.0 92.32% JFS72817.1
. (cphA) gene, partial cds

Aeromoenas hydrophila strain KN-MC-5R2
. class B metalio-beta-lactamase (cphA) gene, 994 954 63% 0.0 92.18% MK4IE752 4
. partial cds

: Aeromonas hydrophila strain KN-MC-5R
- ciass B metalio-beta-lactamase (cphA) gene, 984 9g84 63% 0.0 92.18% MrA415751.1
partial cds

Aeromonas hydrophiia strain KN-MC-4N3
class B metatlo-beta-lactamase (cphA) gene, 989 989 §3% 0.0 92.03% MKA15750.1
partial cds

Aeromonas hydrophila strain KN-MC-4N1
class B metallo-beta-lactamase (ephA) gene, 989 989 63% 0.6 §2.03% MKA15749.1
partial cds

Aeromonas hydrophila strain KN-MC-2R1
class B metallo-beta-lactamase (cphA) gene, 489 989 83% 0.0 92.03% MK415T748 1
: pariial cds

Aeromanas hydrophila strain KN-MC-10N1
. class B metalio-beta-lactamase {cphA) gene, 7Y a77 64% 0.0 91.33% MK415756.1
i partial cds

f Aeromonas hydrophila strain KN-MC-1R1
class B metallo-beta-lactamase (cphA) gene, 574 874 G1% 0.0 92.50% MIA415746,1
partial cds

Aeromonas hydrophifa strain KN-MC-1R2
class B metalio-beta-lactamase {cphA) gene, 968 968 61% 0.0 92.35% MKAT5747 .1
partiai cds

Aeromonas dhakensis DNA, similar to CphA-
fype class B metalio-beta-iactamase, strain: 965 1335 B1% 4.c 94.42% ARTEEANE 1
A2-155

. Aeromonas salmonicida subsp, masoucida
- strain RFAS1 chromosome, complete 853 1188 80% 0.0 90.96% CPO17143 4
genome

* Aeromonas saimonicida strain S68, cemplete

553 1198 80% 0.0 90.96% CPYI21B6,
genome

* Aeromonas salmonicida strain S44, complete

@, )
genome 853 198 80% 0.0 80.96% CPgzai81.1

Aeromonas salmonicida strain 5121,
compiele genome

8953 1158 80% 0.0 90.95% CPez2178.1

Graphic Summary
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