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Table S1. Alignment of the nucleotide sequences of SIM gene detected in one P. aeruginosa clinical
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isolate and another published sequence.
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Table S2. Alignment of the nucleotide sequences of SPM gene among three P. aeruginosa isolates

and other published sequences.

Our seql
KX 452683

AAAATCTGGGTACGCAAACGCTTATGGATTGGGTGGCTAAGACTATGAAGCCGAAGAAAG

Our seq2
KX 452683

Our seq3
KX 452683

AJ492820 (UK)

KT454971 (Brazil)

Our seql
KX 452683

TAGTAGCCATCAATACGCACTTTCATTTGGACGGCACGGGTGGAAATGAAATTTACAAGA

Our seq2
KX 452683

Our seqg3
KX 452683

AJ492820 (UK)

KT454971 (Brazil)

Our seql
KX 452683

AGATGGGCGCGGAGACGTGGTCGAGCGATCTGACAAAGCAGTTGCGACTTGAGGAAAACA

Our seq2
KX 452683

Our seq3
KX 452683

AJ492820 (UK)

KT454971 (Brazil)

Our seql
KX 452683

AGAAAGACCGGATAAAAGCAGCTGAGTTCTATAAAAACGAGGATCTGAAGCGAAGGATTC

Our seq2




KX 452683

(O o I
KX 452683

AJA92820 (UK) | == === == mmmmmm mmm mmmm e iod oo

KT454971 (Brazil) | - === - cmon = o mm mmmmm oo e

Our seql TGAGTTCCCATCCTGTTCCAGCGGATAATGT

KX 452683

Ourseq2 | ----mmmmmmmms s memee oo
KX 452683

Ourseq3 | ------mmmmmmm mmee oo oo
KX 452683

KT454971 (Brazil) | === --=--=-=-n <oz comoee oo

! 1o 2 3.0 49 @ = ™ 2 @
TACAAGGCATTCGGCATCC T TAAAAAACAAGGCTTAGTAGTTICTTCGACAATCACAACGCATATCTCATCCACACTCCAGCTTCCECAGGAGATACT

b4 K ] F £} I v K K Q £} L v v L D 3l H K A T L I D A A = D
“blaSIM-2 CDS

|E:EI HIEI |1“l] |Z‘]EI |4ICI |5|EI |E‘l] |7‘EI H?EI |QIEI

GAAAAGCTALTAAACTGGCTCCAARAAAAATGAT TTCACTGTCAATGCAAGCAT T TCAACACAT TTCCACGACCACAGTACTGCTIGGGATAGAGT G

E K v n W L E K 1) D F v N =} I ] H F H D D ] A (= I E W
<hlaSIM-2 CD3

200 210 220 230 0 260 260 F] 280

CTTAATACAAAGTCCATCCCCACATATECATCTAAATIGACAAATGAATTGCTAAATAAAAAT GECAAAACTCAAGC CAAGCACTCTT TTGATAAA
L K & 1 Yy A ¢ K L N E L N K N G K o A K H & F D K

“hlaSIM-2 CDS

T E 30 ] e 330 30 e 0 E
GAGAGCTTTTGETITGETCAAAAATAAAATTCGAAATTTTTTATCCAGGCCCAGGACACACTCAAGATAACGAAGTIGTCTG=ATACCTAATAAAAAA
E F W L Vv K ) K I E I F by =] G H Q D n E Vv W I n K K

“blaSIM-2 CDS

3?0 4q0 41‘0 42‘0 43‘0 4?0 46‘0 4q0 4?0 4§D
ATCCTATTCGGEGGCTGTTT TATAAAACCGAATGGCCTTGGCAATCTAAGT GACGCAARAT TTGGAAGCTTGGCCAGACTCCGCAARAMAAATGATA
I L F £} (£} C F I K il = L N L § D A N E A W D 2 A K K M I

£}

<hlaSIM-2 CDS

4Q|0 50|0 5||0 52:0 5?0 510 55|0 5?0 5?||
TCAAARAATACAGTAAGCCAAAACT TT TATCCCAAGCCACAGT CARATCEAGACGCATCACTATTGAAACT CACAT SCARCAGECCATTA
K by K A K L v I H E I =} D A L L K L W E Q A I
‘blaSIM-2 CDS

Figure S1. A representative nucleotide and protein sequence of blasiv gene from P. aeruginosa
isolates. The dark and light green arrows refer to forward and reverse primers sequences,
respectively.
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Figure S2. Alignment of the nucleotide sequences of blasiy gene among three P. aeruginosa isolates

and other published sequences (software format).
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Figure S3. A representative nucleotide and protein sequence of blasem gene from P. aeruginosa
isolates. The dark and light green arrows refer to forward and reverse primers sequences,
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Figure S4. Alignment of the nucleotide sequences of blaspm gene among three P. aeruginosa
isolates and other published sequences (software format).



