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REFERENCE 1 (bases 1 1o 1146)
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FEATURES Location/OQualifiers
ECUTCE 1. 1146
forganis=m="Enterobacter ¢loacae™
Jmiol_type=Tgenomiic DMNAT
Jatrain="a6"
Hmolation source="Dhlood™
Jdlb_xref="taxon: S50
/mote="[eultured bacterinl source |*

Cene 11146
fmene="bhlaCMH-1"
CIs 1..1146

Jmene="blaChMH=-1"
Aunction="beta-lactamase’™
/mote="glnss C betn-lactmnnse ChH-1"
Jeodon_start— 1
Jtransl_table=11
Sproduct="beta-lactamase ChIiH-1"
Aranslation="MMTKSLSCALLLSVACSAFAAPMSEKQLADVYVERTVTE
LAMEAQATIPGMANVAVIYOQGOPHY FTFGRKADVAANKPVYTPOTLFELGS
WERITFITGWYVLGGDATARKEISLADPYV TEY WPELTGRKOWOGIRLLIDLAT
YW TAGGLPLOVPDDYV TDNASLLEFYOQOSWOPK WAPGTTRLYAMNTSIGL
FOGSLAVEPSGMOFEQAMAERVFEPLELNHTWINVPHAEEPH Y AWGY
REGKAVHYSPGMLDAEAY GVESNVKDMASWYMANMAPETLPOST
LG AT AODSEY WENV GAMY QGLGWEMLNWPWDARK TY YV IDGSDNE
WALAPLPVAEVMNPPAPPVEASWVHK TGS TGGFGSY VAFIPERQIGIV M
LANKSY PNPYVREVETAYRILIIAT "
BASE COLUNT 252 a 2l 334 g 294 1
OFIGIN
atgateacan aatcoctang clgcocpoie clgoteagee Mogoccigoic toititece
6] gegocgatgl cagaananch gotggotgae gliegiggane giacegltiac goctoigatg
121 aaggcgcage coatacccge aatggcegte gocgteatit atcagggeca gocacactat
LE1 mractitez gtaaagcaen colegceeos aataageccs ICnC@oozen aacettarm
241 gapolgooel coglongenn anccllonce gooologoise glooconlEe callEoos me
301 aangangnttt cgotggoegn cocggtoncg nnatntigge citgnattgne gEgonngong
361 tggcaagecn Moegootgcet AgACCTZECn ACCIATACCE CAZECEEATT ZoCEitgeng
43[ E'ﬁccggﬁfg HIS(CRCCFH tancgr:ctci ctgr:'rgcgﬂ r¢|ﬁ¢¢ﬂgff; C'Sgn’,‘ﬂgccﬁ
481 aagigggccc cgggitaccac gogicigiac gocaacaccea goatoggttt gittggcica
541 ctggocegita aaccgiccgE catgigclic gagcaggocn IEEgcggagcg gaicitang
Gﬂl CCCCISHHEIC fcaaccatac glggatﬂaﬂc SITECHCHCS clgnagﬂacc SCHL'IFICRCH
G661 tgggattale gfgagggaan agegglocac gittegeetg giatgetggn tgeagangee
721 tatggcgtgn aaltctaacgt caaagatatg gogagitgge rgatggccan tatggecacct
781 gagacactce cgeagiccac fetgeageag getattgegc tggcgeagtc tegetactgg
841 cpepiggeig coatgiaica agggiiagee Igggagalge (caaciggce geicgalgos
901 aaaaccgtlpge tggalgocag cgataataag glegcaclge cgecgllgee gelcgcagzan
9‘5[ glgﬂalcctc cggclc:cgcc ngtﬂstnﬂgcc '[L‘l:lggglgc él!ilﬂilﬂcggg l.“l:‘lﬂcgg__ﬂ,l
1021 ggotttgoca gotacgtgge otttattect gaaaageaga teggotattgt gatgctegea
1081 aataaaagcet atccgancee getacggele gaaacgecit accgiatect cgacgegcta
1141 cagtaa

Supplementary Figurel. Complete DNA sequence of blacvr-1 gene (accession number JQ673557).



Arwref|YE 003611068.1| [3 clasa C beta-lactamase [Entercbacter cloacae subap. cloacae ATCC

13047]

gb |ADF60119.1 [E class C beta-lactamase [Enterchacter cloacae subsp. cloacas ATCC 13047)

Length=381

GENE ID: 9123062 ampC class C beta-lactamase
[Enterckbacter cloacae subsp. Saos = Ol 0 or fewer Publled links)
Scoxre = 777 bits (2007), Expect = 0.0, Method: Compositicnal matrix adjust.
Identities = 379/381 (99%), Positives = 379/381 (99%), Gaps = 0/381 (0%)
Query 1 ALSCALLLSVACSAFAAPMSEXQLADVVERIVIPLMKAQRIPGMAVAVIYQGQPHY 60 Ent. C 6 (CMH-1)
SCALLLSVACSAFAAFMSEXQLADVVERTVIPLMEAQATPCGMAVAVIYQGEQEHY
Sbijer 1 LSCALLLSVACSAFAAPMSEKQLADVVERIVIPLMEAQAIFPGMAVAVIYQGQFHY €0
Query &1 FIFGEADVARNKEVIPQILFELGSVSKIFIGVLGEDAIARKEISLADFVIKYWPELTGEQ 120
FIFGKADVARNKEPVIPQILFELGSVSKIFIGVLGGDAIARKEISLADPVIEKYWPELTGEQ
Sbjct 61 FIFGKADVARNKPVIPQILFELGSVSKTIFIGVLGGDAIARKEISLADPVIEKYWPELTGEQ 120
Query 121 WQGIRLLDLATYTAGGLPLOVPDDVIDNASLLRFYQSWQPKWAPGTIRLYANTISIGLFGS 180
WOGIRLLDLATYTAGGLPLOVEDDVI DMASLLRFYQSWOPEWAPGTTRLYANTSIGLEFGS
Sbjer 121 WQGIRLLDLATYTAGGLEFLOVEDDVIDMASLLRFYQSWQPEWAFGITRLYANTSIGLFGS 180
Query 181 LAVEFSE N ORMAERVEKPLELNHIWINVPHAEEPHYAWGYREGEAVHVSPGMLDAEAR 240
LAVEES QRMAERVERFPLELNHIWINVPHAEEPHYANGYREGEAVHVSPGEHMLDAEA
Sbjet 181 LAVEPS) EOAMAERVFEPLELNHIWINVPHAEEPHYAWNGYREGEAVHVSPGMLDAER 240
Query 241 YGVESNVEDMASWVMANMAPETLPQSTILQQGIALAQSRYWRVGAMYQGLGWEMLNWEVDA 300
Y GV SNVEDMASWVMANMAPETLPQSTLQRGIALAQSRYWRVGAMYQGLCGWEMLNWEVDA
Sbict 241 YGVESHNVEDMASWVMANMAPETLPQSTLOOGIALAQSRYWRVGAMYQGLGWEMLMWEVDA 300
Query 301 EKIVVDESDNEVALAFLEVAEVHNPEPAPFVEASWVHEIGSTGGFGSYVAFIFEEKQIGIVMLA 360
HIVVDESDNEVALAPLFVAEVNPPAPPVEASWVHKIGSTGEEGSYVAFIPEEQIGIVHLA
Sbjct 301 KIVVDGESDNEVALAPLPVAEVHNPPAPPVEASWVHKIGSTGGEGSYVAFIPEEQIGIVMLA 360
Query 361 MNESYPNPVRVETAYRILDALQ 381
NESYPNPVRVETAYRILDALQ
Sbjer 361 MNESYPNFVRVETAYRILDALQ 381

Supplementary Figure 2. The blaCMH-1 gene has high identities of 99% to a chromosomally intrinsic
ampC gene in Enterobacter cloacae ATCC 13047 strain (accession number YP_003611068).

class C beta-lactamase ACT-92 |[[PFantoea agglomerans]

g |AETTOS575.1 clas C beca-lactamase ACT-5 [Fantoeh agglomerans)
Length=320
GENE ID: l10%2%9439 ampC | class C beta-lactamase ACT-2 [Pantoea agglomerans])
Score = 699 bits (l1804). Expect = 0.0, Method: Compositional matzix adjust.
Identicies = 333/380 (88%), Positives = 354/380 (923%), Gaps = 0/380 (0%)
Quexy 1 HMTHSLSCALLLSVACSAFAAPHMSENQLADVVERTVIPLMEAQAIPGHMAVAVIYQGQPHY &0 EntC-6 (CMH-1)
M THESL Ch S +C5 ARPMSEHQL+DVVERIVIPLMEAQAIFGMAVAVIYQEQFHY
Sb3ct 1 MR IR S LCCALL LT SCESVLAAPHMSERQLSDVVERIVIPLMKAQAIPGHMAVAVIYQEQPHY &0
Quexy 61 FIFGEADVARNEPVIPOILFELGSVSKIFIGVLGEDAIARKEISLADPVIKYWPELTIGEQ 120
FIFGEADV ANEPVIPQILFELGS+SKIFIGVLGEDAIAR EISL DPFVIKYWPELIGEKQ
Sbijct 61 FIFGCEADVIANKPVIPO I LFELGSISKIFIGVLGGDAIARGEISLGDPVIKYWPELTGEQ 120
Query 121 WOSIRLLDLAIYIAGGLPLOVEDDVIDHNASLLREFYQSWQPEWAPGITRLYANTISIGLEGS 180
WQEIR+LDLATYTAGGLPLOQVED-VIDN SLLRFYQ WQF+W PSTITRLYAN SIGLEG+
Sbjct 121 WOGIRMLDLATYTAGGLPLOVEDEVIDNISLLERFYQHWQPOWHPGITRLYAMNASIGLEGA 120
Query 181 LAVEPSGHMCFEQAMAERVEHPLELNHTWINVPHAEEPHYAWGYREGHKAVHVSPFGMLDAER 240
LAVHFSGM FEQAM +RVFHPLEL+HTWINVFEF EE HYAWGYR+-GHA+HNVSFGHLDAEA
Sbjct 121 LAVHEPSGHNFIEOAMIHRVEHPLELDHIWINVPHEEEAHYAWGYRDGHAINVSPGHMLDAER 240
Query 241 YEVHSNVHEDMASWVMANMAPETLPOSTLQOGIALAQSRYWRVGAMYQGLGWEMLNWEVDA 3200
YTEVH+N++DHASW+ AMNM P+ L STL+QGIALAQSRYWRVGAMYOGLGWEMLNWEV+A
SEpjet 241 YEVHINIQDMASWLHAMNMMNPDALSDSTLHEQGIALAQSRYWRVGAMYQGLGWEMLNWPVEAR 3200
Query 301 HIVVDGSDNEVALAPLPVAEVNPPAPPVEASWVHEIGSTGGFGSYVAFIPEHQIGIVMLA 360
HIVV+GSDNEVALAPL VAEVNPPAPPVEASWVHHIGSTGGFGSYVAFIPEN++GIVMLA
Sb3ct 301 HIVVEGSDNEVALAPLLVAEVNPPAPPVEASWVHKIGSTGGEFGSYVAFIPEHELGIVMLA 360
Quexry 36l HESYPHNPVRVETAYRILDAL 380
NHSYPHNP RVE AYRIL AL
Sbict 361 HNESYPNPARVEAAYRILSAL 380

Supplementary Figure 3. The blaCMH-1 gene has 88% identities to a chromosomal ACT-9 gene in
Pantoea agglomerans (accession number YP_004712370).
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MMTXSLSCRLLLSVACSAFARPMSEXQLADVVERTVI PLMEAQATPGMAVAVIYQGQPHY
MMTESL CALLLS +C5 A PMSERQLA+VVERIVIPLMEAQAIPGMAVAVIY+GQPHY
MMTESLCCALLLSTSCSVLATPMSERQLAEVVERTVT PLMEAQATPGHMAVAVIYEGQPHY

FIFGHADVAANKPVI PQILFELGSVSKTFIGVLGGDAIARKEISLADPVIEYWPELTGEQ
FIFGHADVAANKPVIPQILFELGS+SKTIFIGVLGEDAIAR EISL DEVIKYWPELIGHKQ
FIEFGHADVARNKPVIPQILFELGSISKIFIGVLGEDAIARGEISLEDPVIEKYWPELTGER

WQGIRLLDLATYTAGGLPLQVFDDVIDNASLLRFYQSWQPRWAPGITRLYANTSIGLEGS
WQGIR+LDLATYTAGGLPLQVPD+VIDNASLLREYQ+WQP+W PGITRLYAM SIGLEG+H
WOGIRMLDLATYTAGGLPLOVPDEVIDNASLLRFYQNWQPOQWKPGTITRLYANASIGLFGA

LAVEPSGMCEFEQRMAE RVERPLKLNHIWINVPHAEEPHYAWGYREGKAVHVSPGHMLDAER
LAVEPSGM +EQA+ RVFKPLKL+HIWINVP REE HYAWGYR+CGKAVHVSPGMLDARER
LAVEPSEMSYEQRITTRVERPLKLDHTIWINVPKREEAHYAWGYRDGKAVHVSPGHMLDAER

YEVESNVEDMASWVMANMAPETLPQSTLOQGIALAQSRYWRVGAMYQGLGWEMLNWEVDA
YGVE+NV+DMASWVM MM P++L ++L++G+ LAQSRYWRVGAMYQGLGWEMLNWEVDA
YEVETNVQDMASWVMVNME PDSLODNSLR¥GLTLAQSRYWRVEAMY QCLEWEMLNWEVDA

RIVVDGESDNRVALAP LPVAEVNPPRAPPVERSWVHRIGSTGGEGSYVAFIPERQIGIVMLA
KIVV+GSDNKVALAPFLF EVNPPAFPV ASWVHRIGSIGGEFGSYVAFIPERQ+GIVMLA
KIVVEGSDNKVALAPLPAREVNPPAPPVHASWVHRIGSTGGFGSYVAFIPEKQLGIVMLA

NESYPNPVRVETAYRILDAL 380
NESYPNF RVE AYRIL AL
NESYPNPARVEARYRILSAL 381

699 bits (1803), Expect = 0.0, Method: Compositional matrix adjust.
Idencities = 331/380 (87%), Fositives = 355/380 (93%), Gaps = O/380 (0%)

&80 EntC-6 (CMH-1)
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Supplementary Figure 4. The blaCMH-1 gene has 87% identities to a chromosomal ACT-2 gene in
Enterobacter asburiae (accession number CAJ28994).



