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Target gene (protein, region) Primer Nucleotide sequence Product size Reference

crt operon-deficient region Crtd-1 (+) CATCATATCCACTCCTCCAAC 693 bp (+Crtd-2) This study

   (S. argenteus) Crtd-2 (-) GCAGGCTCATATAACTTCATCC

crtP (in crtOPQMN operon) crtP-F1 (+) CAATATCCTCCGGTGTCCA 376 bp (+crtP-R1)

   (S. aureus) crtP-R1 (-) GAATTTGAGCCAGCAAGCTC

sdrC Sarg-sdrC-F1 (+) GTAACGATAACAAACGGCAACAG ca.800 bp (+sdrCDE-commonR1) This study

sdrD Sarg-sdrD-F1 (+) ACGATACAATTGACTCTGGGTTCT ca.800 bp (+sdrCDE-commonR1) This study

sdrCDE-commonR1 (-) ACCTGTTTGTGTTAAGCCAGCAG

sdrE BN75-sdrE-F1

(+) GATGATATGTCTTTAGACAGTGGTTTC

ca.1.3 kb (+BN75-sdrE-R1) This study

BN75-sdrE-R1

(-) GTTTAGCCGGTGTATGTTTACCTGCA

Bbp-F1 (+) CAAACCAAAGTGTAAAATAACAGTTG ca.3 kb (+Bbp-R1 )

Bbp-F1a (+) ATGTATTACGATGGGAATACAAAT ca.4 kb (+Sarg-bbp-R1 )

Bbp-F1b (+) GATATTTTAAAGGAGATTTATATG

Bbp-F2 (+) CTGGAGACGGTAGTACTATAATTGATAG

Bbp-R1  (-) AACCAGGCCTCACGGACCTGGTTTG

Bbp-R2 (-) TGAATTGGTAACATCTTCATATTGAC

Bbp-R3

(-) GCACTATTTAATCTCAAACATAAGATAC

Sarg-bbp-F1 (+) CACCAACGCTTAAAAATACAACTGC

ca.1.5 kb (+Sarg-bbp-R1)

Sarg-bbp-R1 (-) TAAAAAACCAGGCCCTTATGGCCTG

BN75-sdrE-F2 (+) CAATCAAGTTACAGATGCAACTA

BN75-sdrE-F3

(+) TAGCGACTCAGACTCAGACAG

Sarg-bbp-R2

(-) GTTCAGGTTATTTTATTTATC

Sarg-bbp-R4

(-) GAAATGGTAGTACTATTATTGATC

Sarg-5primeF1 (+) CTAAAAATGTATTACGATGGGAATAC

ca.4 kb (+Sarg-5Pend-2)

Sarg-5Pend-1 (-) CGTATCTTTATTGTTTATTTTATATG

Sarg-5Pend-2 (-) AAAATGTAATTCATATTATCGCCTC 

SG02-int5-23 (+) CGGATCATGATGATTTCACACTTG

ebpS

ebpS-Arg1

(+) CAATCGATAGACACAAATTCACATC ca.1.3 kb (+ebpS-Arg2) This study

ebpS-Arg2

(-) CTGAACCGTAGTATTGAATTGCG

Sarg-ebpS-Int5-27  (+) CAAAAGAAAATCATAATGG

Sarg-ebpS-NF1

(+) CATAAACATGTGTCATATGGG ca.1.5 kb (+Sarg-ebpS-NR2)

Sarg-ebpS-RN1 (-) GATTTATCCATTGCAAATGCA

Sarg-ebpS-NF2  

(+) TCTGATGATAAAGATAAAGC

Sarg-ebpS-NR2   (-) CTGAGCTTACTTTAGAACAC

sak sak-n1

(+) TATTTGGAGGAAGCGCCATG Aung et al., 2019

sak-n2 (-) TCGTGCATGAATGAGAATTGAT

selx

selx-F1 (+) GTCCAATTATGTGTAGACGA

Aung et al., 2017

selx-R1

(-) GAATTTTCTATATGATGGTGCT

sey sey-1 (+) GAAATATTGATATATAGATCATT

Aung et al., 2017

sey-2 (-) CCTAAGAACTTAATKTCCTAAGC

selw selw-F3 (+) TTGTTTTGGGGGAGTTTGAAG

Aung et al., 2017

selw-R4 (-) ACTTTATATTTCACTGTCAAAG

selw-R3 (-) GTCAAAGATTATTAATGATTAAC

selz selz-F1 (+) GGTTACAGTAGCTATTCTTTGTTG

ca.500 bp (+selz-R1) This study

selz-R1 (-) GTAAACTTTTACAACAATAGGCTG

selz-F2 (+) GTTATAAAATAGCAATGGTTG

ca.1 kb (+selz-R2)

selz-R2 (-) GAGCAACTTTTCCAAGTCGC

selz-R3 (-) CATTTGAAAAATAGCATTGATC

selz-R4 (-) GATAAGTTGCTCTATGTCTA

ca.800 bp (+selz-F2)

sel26 sel26-F1 (+) CTTATGCTGATGTAGGTGTTC

ca. 300 bp (+sel27-R1) This study

sel26-R1 (-) CATTTATCCAAAGATTTATCGG

sel26-5p-F1 (+) GAAGAAAAACACGATAACGGTG

ca.1.4 kb (+sel28-3p-R1)

sel27 sel27-F1 (+) TGAAGGCGCTCTATGAATCAG ca. 500bp (+sel28-R1)

This study

sel27-R1 (-) TACTCTGCGTAAAATTTGGG

sel27-3p-R1 (-) ACAGGCTATCGTAAATCGCT

Table S1 Primers used in the present study
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sec selx sey selw selz sel26-sel27 tst-1 sak sdrE ebpS coa nuc NRPS

SG01 sputum ST2250 MN218680 MN159004 MN166481 MN166494 MN166590 MN166512 MN166542 MN166566

SG02 urine ST2198 MN158996 MN166591 MN166513 MN166543 MN166567

SG03 dural abscess ST1223 MN159013 MN166482 MN166495 MN166592 MN166514 MN166536 MN166544 MN166568

SG04 urine ST2250 MN218681 MN159005 MN166483 MN166496MN218683 MN166503 MN166593 MN166515 MN166545 MN166569

SG05-1 ear discharge ST2250 MN159006 MN166484 MN166497 MN166504 MN166600 MN166516 MN166546 MN166570

SG05-2 ear discharge ST2250 MN159007 MN166485 MN166505 MN166601 MN166517 MN166547 MN166571

SG06 nasal ischarge ST1223 MN159014 MN166486 MN166594 MN166518 MN166537 MN166548 MN166572

SG07 stool ST1223 MN159015 MN166487 MN166595 MN166519 MN166538 MN166549 MN166573

SG08 skin ST2198 MN158997 MN166488 MN166520 MN166550 MN166574

SG09 nasal ischarge ST2250 MN159008 MN166489 MN166498 MN166521 MN166551 MN166575

SG10 sputum ST2198 MN158998 MN166490 MN166506 MN166602 MN166522 MN166552 MN166576

SG11 vaginal discharge ST2250 MN159009 MN166499 MN166596 MN166523 MN166553 MN166577

SG12 pharynx ST2198 MN158999 MN166491 MN166597 MN166524 MN166554 MN166578

SG13 sputum

ST3951

(ST2250 SLV)

MN159010 MN166492 MN166500 MN166598 MN166525 MN166555 MN166579

SG14 skin ST2198 MN159000 MN166493 MN166599 MN166526 MN166556 MN166580

SG15 stool ST1223 MN159001 MN159016 MN166527 MN166539 MN166557 MN166581

SG16 stool ST2250 MN159002 MN159011 MN166501 MN166507 MN166528 MN166558 MN166582

SG17 stool ST1223 MN159017 MN166529 MN166540 MN166559 MN166583

SG18 vaginal discharge ST1223  MN159018 MN166530 MN166541 MN166560 MN166584

SG19 sputum ST2250 MN218682 MN159012 MN166502MN218684 MN166531 MN166561 MN166585

SG20 pus ST2198 MN159003 MN166532 MN166562 MN166586

SG21 sputum ST2250 MN166509 MN166533 MN166563 MN166587

SG23 blood ST2250 MN166510 MN166508 MN166534 MN166564 MN166588

SG25 sputum ST2250 MN166511 MN166535 MN166565 MN166589

TableS 2  GenBank accession numbers assigned to sec, selx, sely, selw, selz, sel26, sel27, tst-1, sak, ebpS, sdrE, coa, nuc, NRPS genes  detected in the present study

Specimen Isolate ID ST

Accession No.
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MSHR1132

T

BN75

MSHR1132

T

BN75

SG01 ST2250 99.5 99.5 98.5 98.5

SG02 ST2198 99.2 100 98.5 100

SG03 ST1223 98.8 98.8 98.9 98.1

SG04 ST2250 98.8 98.8 98.5 98.5

SG05-1 ST2250 99.5 99.5 98.5 98.5

SG05-2 ST2250 99.5 99.5 98.5 98.5

SG06 ST1223 98.8 98.8 98.9 98.1

SG07 ST1223 98.8 98.8 98.9 98.1

SG08 ST2198 99.2 100 98.5 100

SG09 ST2250 99.5 99.5 98.5 98.5

SG10 ST2198 99.2 100 98.5 100

SG11 ST2250 99.5 99.5 98.5 98.5

SG12 ST2198 99.2 100 98.5 100

SG13

ST3951

(ST2250 SLV)

99.5 99.5 98.5 98.5

SG14 ST2198 99.2 100 98.5 100

SG15 ST1223 98.8 98.8 98.5 98.1

SG16 ST2250 99.5 99.5 98.5 98.5

SG17 ST1223 98.8 98.8 98.9 98.1

SG18 ST1223  98.8 98.8 98.9 98.1

SG19 ST2250 99.5 99.5 98.5 98.5

SG20 ST2198 99..2 100 98.5 100

SG21 ST2250 99.5 99.5 98.5 98.5

SG23 ST2250 99.5 99.5 98.5 98.5

SG25 ST2250 99.5 99.5 98.5 98.5

Isolate ID ST

nuc NRPS

Table S3   Sequence identity (%) of nuc and NRPS of S.argenteus isolates detected in this study

to those of S. argenteus strians MSHR1132

T

 and BN75
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gene among S. argenteus with S.aureus

selx 97-100 95.1-97.4

sey 99-100 98.2-98.9

selw 99-100 94.4-95.4

selz 98.7-100 96.7-100

sel26 100 98-99

sel27 100 96.4-98.4

tst-1 100 97.8-100

sec2 97.8 97.3-100

sec3 100 96.1-100

sak 99-100 99-100

sdrE (lineage I) 97.1-100 90-92

sdrE (lineage II) 99 90-93

ebpS 98.9-100 78-89

S.aureus reference strains comapred are NCTC5660, DAR4145, JCSC7481, RF122, strain 50, strain

72, strain 78, and strain 86. For sdrE, sequences of S. aureus strains USA300_TCH1516, JKD6159,

N315, R50, FR122, TCH60 were employed for comparison.

Table S4    Sequence identity (%) of virulence factor genes detected in S. argenteus

isolates of the present study  to those of reported S. argenteus and S.aureus strians


