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sulll gene:
CGGGAATGCCATCTGCCTTGAGCGCGTCCAGCACCGGCGCGATACGCGCGATTTCTG
TGTCGGACGAAACAGGCGCGGCGTCGGGATTGCTGGATGCCGGACCGAGGTCGATC
ACATCTGCCCCCTCGGCCATCAGCTTACGCGCCTGCGCAATGGCTGCGTCTGGCGCC
AGATACCGGCCTCCACCGGA

X Download v  Graphics <«Descriptions

Sequence ID: Query_47145 Length: 190 Number of Matches: 1

Range 1: 1 to 190 Graphics

Score Expect Identities Gaps Strand
346 bits(187) 5e-99 189/190(99%) 0/190(0%) Plus/Minus

Query 1671 TCCGATGGAGGCCGGTATCTGGCGCCAGACGCAGCCATTGCGCAGGCGCGTAAGCTGATG 1730

Sbjct 190 TCCGGTGGAGGCCGGTATCTGGCGCCAGACGCAGCCATTGCGCAGGCGCGTAAGCTGATG 131

guery 1731 T T T T T ] e

Sbjct 130 GAGGGGGCAGATGTGATCGACCTCGGTCCGGCATCCAGCAATCCCGACGCCGCG 71

Query 1791 TTCGTCCGACA GTATCGCGCCGGTGCTGGACGCGCTCAAGGCAGA' 1850
_ T

Sbjct 70 'TCGTCCGA! 'ATCGCGCCGGTGCTGGA GCTCAAGGCA( 11

Query 1851 GGCATTCCCG 1860

Sbjct 10 GGCATTCCCG

Fig. S1. BLAST with sulll gene sequence (GenBank: EU360945.1)

tetW gene:
GAGAGCCTGCTATATGCCAGCGGAGCCATTTCAGAACCGGGGAGCGTCGAAAAAGG
GACAACGAGGACGGACACCATGTTTTTGGAGCGGCAGCGTGGGATACCATTCAAGC
GGCAGTCACTTCCTTCCAGTGGCACAGATGTAAAGTTAACATTGTGGATACGCCC

X Download v GenBank Graphics ¥ Next <«Descriptions

uncultured bacterium IN-02 tet(W) gene for tetracycline resistance ribosomal protection protein Tet(W), complete CDS
Sequence ID: NG_062353.1 Length: 2120 Number of Matches: 1

Range 1: 161 to 328 GenBank Graphics

Score Expect Identities Gaps Strand

303 bits(164) le-78 167/168(99%) 1/168(0%) Plus/Plus

Query 1 GAGAGCCTGCTATATGCCAGCGGAGCCATTTCAGAACCGGGGAGCGTCGAAAAAGGGACA 60
) ||||||\|I||I|\|I\\II\||I|||\||\|I|\||\IIIIIHIIHIIHIHIIH

Sbjct 161 AGAGCCTGCTATATGCCAGCGGAGCCATTTCAGAA 220

e T T I T

Sbjct 221 ACGAGGACGGACACCATGTTTTTGGAGCGGCAGCGTGGGATTACCATTCAAGCGGCAGT! 280

Query 120 ACTTCCTTCCAGT! ATTGTGGATACG 167

'GGCACA( TAAC. CCC
||||||\IIIIIHIIHIIHIIIII\II\IIIHHIIIIIHIH

Sbjct 281 ACTTCCTTCCAGTGGCACAGATGTAAAGTTAACATTGTGGATACGCCC 328

Fig. S2. BLAST with tetW gene sequence (NCBI Reference Sequence: NG _062353.1)



intll gene:
ACATGCGTGTAAATCATCGTCGTGGAAACGTCGGAATGGCCGAGTAGGTCCTGCAC
GGTTCGAATGTCGTAACCGCTGCGGAGCAAGGCCGTCGCGAACGAGTGGCGGAGGG
TGTGCGGTGTGGCGGGCTTCGTGATGCCTGCTTGTTCTACGGCACGTTTGAAGGCGC
GCTGAAAGGTCTGGTCATACATGTGATGGCGACGCACGACACCGCTCCGTGGATCG
GTCGAATGCGTGTGCTGCGCGAAAACCCAGAACCACGGCCAAGAATGCCCGGCGCG
CGGATACTTCCGCTCAAGGGCGTCGGGAAGCGCAACGCCGCTGCGGCCCTCGGCCT
GGTCCTTCAGCCACCATGCCCGTGCACGCGACAGCTGCTCGCGCAGGCTGGGTGCCA
AGCTCTCGGGTAACATCAAGGCCCGATCCTTGGAGCCCTTGCCTTCCCGCACGATGA
TCGTGCCGTGATCGAAATCCAG

& Download v GenBank Graphics ¥ Next A Previous <«Descriptions

Pseudomonas sp. 9SN1 Class 1 integron integrase (intl1) gene, partial cds
Sequence ID: JN870910.1 Length: 944 Number of Matches: 1

Range 1: 1 to 473 GenBank Graphics

Score Expect Identities Gaps Strand

841 bits(455) 0.0 467/473(99%) 0/473(0%) Plus/Plus

e T T T o
Sbject 1 ATGCGTGTAAATCATCGTCGTAGAGACGTCGGAATGGCCGAGCAGATCCTGCACGGTT 60

Query 61 CGAATGTCGTAACCGCTGCGGAGCAAGGCCGTCGCGAACGAGTGGCGGAGGGTGTGCGGT 120

IIIII\II\I\IIIIII\\\IIIIII\II\I\IIIIII\\\IIIIII\I\\IIIIIII\\

Sbjct 61 AGTGGCGGAGGGTGTGCGGT 120

Query 121 GTGGCGGGCTTCGTGATGCCTGCTTGTTCTACGGCACGTTTGAAGGCGCGCTGAAAGGTC 180

IIIII\II\I\IIIIII\\\IIIIII\II\I\IIIIII\\\IIIIII\I\\IIIIIII\\

Sbjct 121 'GGCGGGCTTCGTGATGCCTGCTTGTTCTACGGCACGTT! GCGCGCTGAAAGGTC 180

Query 181 TGGTCATACATGTGATGGCGACGCACGACACCGCTCCGTGGATCGGTCGAATGCGTGTGC 240

Sbjct 181 TGGTCATACATGTGA ACGCACGACACCGCTCCGTGGATCGGTCGARTGCGTG 240

Query 241 TGCGCGAAAACCCAGAACCACGGCCAAGAATGCCCGGCGCGCGGATACTTCCGCTCAAGG 300
. ||||| ||\I\||||||\\\||||||\II\I\||||||\\\Illlll\l\\lllllll\\

sbjct 241 CCGGCGCGCGGATACTTCCGCT 300

Query 301 GCGTCGGGAAGCGCAACGCCGCTGCGGCCCTCGGCCTGGTCCTTCAGCCACCATGCCCGT 360

Sbjct 301 GCGTCGGGAAGCGCAA( CGCTGCGGCCCTCGGCCTGGTCCTTCAGCCACCATGCCCGT 360

Query 361 GCACGCGACAGCTGCTCGCGCAGGCTGGGTGCCAAGCTCTCGGGTAACATCAAGGCCCGA 420

[LLEETLLLLLL
sbjct 361 GCACGCGACAGCTGCTCGCGCAGGCT AACATCAAGGCCCGA 420
Query 421 TCCTTGGAGCCCTTGCCTTCCCGCACGATGATCGTGCCGTGATCGAAATCCAG 473

Sbjct 421 TCCTTGGAGCCCTTGCCCTCCCGCACGATGA! TGATCGAAATCCAG 473

Fig. S3. BLAST with intl1 gene sequence (GenBank: JN§870910.1)



ermF gene
CGACACAGCTTTGGTTGAACATTTACGAAAATTATTTTCTGATGCCCGAAATGTTCA
AGTTGTCGGTTGTGATTTTAGGAATTTAGCAGTTCCGAAATTTCCTTTCAAAGTGGTG
TCAAATATTCCTTATGGCATTACTTCCGATATTTTCAAAATCCTGATGTTTGAGAGTC
TTGGAAATTTTCGGGGAGGTTCCATTGTCCTTCAGTTAGAACCTACACAAAAGTTAT
TTTCGAGGAAGCTTTACAATCCATATACCGTTTTCTATCATACTTTTTTTGATTTGAA
ACTTGTCTATGAGGTAGGTCC

X Download v GenBank Graphics v Next A Previous <«Descriptions

Riemerella anatipestifer strain YXb15 macrolide-lincosamide-streptogramin-resistance protein (ermF) gene, complete cds
Sequence ID: KP265720.1 Length: 1700 Number of Matches: 1

Range 1: 865 to 1173 GenBank Graphics

Score Expect Identities Gaps Strand

555 bits(300) 6e-154 306/309(99%) 0/309(0%) Plus/Plus

Query 1 CGACACAGCTTTGGTTGAACATTTACGAAAATTATTTTCTGATGCCCGAAATGTTCAA 60
) \II\II\|||I||||II||||II|||||\II\II\\I\\I\\\IIIIIIIIIIIIIIII

Sbjct 865 GACACAGCT 924

Query 61 TGTCGGTTGTGATTTTAGGAATTTAGCAGTTCCGAAATTTCCTTTCAAAGTGGTGTCAAA 120

\II\II[IIIIIIIIIIIIIIIII |II\II\II\\I\\I\\\IIIIIIIIIIIIIIII

sbjct 925  TGTCGGTTGTGATTTTAGE. 984

e T e

sbjct 985  TATTCCTTATGGCATTACTTCCGATATT CTGATGTTTGAGAGTCTTG 1044

Query 181  TTTTCGGGGAGGTTCCATTGTCCTTCAGTT TTATTTTCGAG 240
) [[]]] \|||||||||||||||||||||\||\||\\l\\|\\\||||||||||||||||

Sbjct 1045 TTTTCTGGGAGGTTCCATTGTCCTTCAGTT TTATTTTCGAG 1104

Query 241  GCTTTACAATCCATATACCGTTTTCTATCATACEttttttGATTTGAAACTTGTCTATGA 300

\II\II(IIIIIIIIIIIIIIIIIIIII\II\II\\I\\I\\\IIIIIIIIIIIIIIII

Sbjct 1105 GCTTTACAATCCATATACCGTTTTCTATCATACTTTTTTTGATTTGAAACTTGTCTATGA 1164
Query 301 GGTAGGTCC 309

Sbjct 1165 GGTAGGTCC 1173

Fig.S4. BLAST with ermF gene sequence (GenBank: KP265720.1)



tnpA gene

CCGATCACGGAAAGCTCAAGATACTGATCAGGCCGGTGCGCAGTTTCAAATCGATC

CCCACGGCCTATGCCACGATCAAGGGATTCGAAGTCATGCGAGCC

& Download v Graphics <aDescriptions

Sequence ID: Query_21739 Length: 101 Number of Matches: 1

Range 1: 1 to 101 Graphics

Score Expect Identities Gaps Strand

176 bits(95) 5e-49 99/101(98%) 0/101(0%) Plus/Plus

Query 37136 CGATCACGGAAAGCT CTGATCAAGCCGGTGC 37195
) ||||||||||||I|||||||||||\II\II \IHIH\II |||||I||||||I|||||

Sbjct 1 GATCACGGAAAGC ATACTGATCAGGCCGGTGCGCAGTTT 60

S

Sbjct 61 CGGCCTATGCCACGATCAAGGGATTCGAAGTCATGCGAGCC 101

Fig. S5. BLAST with tnpA gene sequence (Gene ID: 15152808)

16S rRNA gene:

ATTACCGCGGCTGCTGGCACGAAGTTAGCCGGTGCTTATTCTTTGGGTACCGTCAGA
ACAACCGGGTATTAGCCGGCTGCTTTTCTTTCCCAACAAAAGGGCTTTACAACCCGA
AGGCCTTCTTCACCCACGCGGTATGGCTGGATCAGGCTTGCGCCCATTGTCCAATAT

TCCCCACTGCTGCCTCCCGTAGG

& Download v GenBank Graphics ¥ Next <aDescriptions

Stenotrophomonas koreensis strain TR6-01 16S ribosomal RNA, partial sequence
q eID: NR_041019.1 Length: 1463 Number of Matches: 1

Range 1: 313 to 506 GenBank Graphics

Score Expect Identities Gaps Strand
359 bits(194) 3e-99 194/194(100%) 0/194(0%) Plus/Minus

Query 1 ATTACCGCGGCTGCTGGCACGAAGTTAGCCGGTGCTTATTCTTTGGGTACCGTCAGAACA 60

IIHI\\I\I\IIIIIIIIIIII\II\HII\IIIIIIIII|I|HH\IIIIIIIIIII

Sbjct 506 ATTACCGCGGCTGCTGGC TAGCCGGTGCTTATTCTTTGGGTACCGTCAGAACA 447

Query 61 ACCGGGTATTAGCCGGCTGCTTTTCTTTCCCAACAAAAGGGCTTTACAACCCGAAGGCCT 120

IIHI\\I\I\IIIIIIIIIIII\II\HII\IIIIIIIIIIIIHHHIIIIIIIIII

Sbjct 446 ACCGGGTATTAGCCGGCTGCTTTTCTTTCC 387

Query 121 TCTTCACCCACGCGGTATGGCTGGATCAGGCTTGCGCCCATTGTCCAATATTCCCCACT! 180

IIHIHI\I\||||||I|I|||\II\HII\|||I|I|I||||\HHIIIIIIIIIII

Sbjct 386 TCTTCACCCACGCGGTATGGCTGGATCAGGCTTGCGCCCATTGTCCAATATTCCCCACT 327
Query 181 CTGCCTCCCGTA

GG
LLLULLELLLLTL

Sbjct 326 CTGCCTCCCGTAGG 313

Fig. S6. BLAST with 16S rRNA gene sequence (NCBI Reference Sequence: NR 041019.1)





