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Multiple alignments of S. capitis sodA gene (A) and percent identity matrix between sequences (B) generated by Clustal Omega.
Red arrows show the SNPs.
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Multiple alignments of S. capitis gap gene generated by Clustal Omega. Red arrows show the SNPs.
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Supplementary 2B.

Percent identity matrix between sequences of S. capitis gap gene generated by Clustal Omega.

B percent ldemtity Matrix - created by Clustall.l
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Supplementary 3.

Multiple alignment of sodA sequences among Staphylococcus species performed by BLAST. The red square shows the region of sod4
specific for S. capitis.

Species Accession No. Sequence

5. capitis A)343896.1 273 TTTAGATGAATTCAAAAAAGAATTTGCAGATARAGCTGCTGCACGCTTT CTGGTTG 332
5. capitis A3343857.1 273 T AGATCAATTCAAARALGRAT T TGCAGAT AAMGLTCLTGCACGCTTIGGATCTGLT TG 332
S. capitis A1343539.1 273 TTTAGATGAATTCAAAAAAGAATTTGCAGATABAGCTGCTGCACGCTTT! CTGETTG 332
5. pasteuri Al343898.1 273 TTTAGATGAATTCAAAAAAGAATTCGCTGACAAAGCAGCAGCTCGTTTC CAGGTTG 332
5. warneri 1X436455.1 Elalt] TTTAGATGAATTCAAAAAAGAATTCGCTGAC AAAGCTGCAGCTCGCTTTGGCTCAGGTTG 359
5. epiderimidis EUB52774.1 276 TTTAGATGAATTTAAAAAAGAATTTGCAGATARMAGCTGCAGCACGCTTTGGTTCAGGATG 335
5. saccharolyticus A1343932.1 273 TTTAGATGAATTCAAAAAAGAATTCGCTGACAAGCTGCAGCTCGTTTTGGTTCAGGTTG 332
5. succinus AY345222.1 273 TTTAGACGCATTCAAAGARGAATTTGCGAAT AAGCTGCAGCACGTTTCGGTTCAGGTTG 332
5. hominis AJ343911.1 273 TTTAGATGAGTTTAAAAAAGAATTCGCTGATAMAGCTGCAGCACGTTTTGGTTCAGGTTG 332
5. gallinarum AJ343589.1 273 TTTAGATGCATTTAAAGAAGAATTTGCAGATAAAGCTGCAGCACGCTTTGGTTCAGGTTG 332
5. chromogenes A)343944.1 273 TTTAGATGATTTCAAAAAAGAATTTGCAGACAAAGCAGCAGCTCGTTTTGGTTCTGGTTG 332
5. haemolyticus AJ343558.1 273 TTTAGATGAATTCAAARAAGAATTCGCTGACAAAGCAGCAGCTCGTTTCGGTTCAGGTTG 332
5. arlettae A1343894 1 273 TITAGATGCATTTAAAGAAGAATTTCCAAATAMGCTECAGCACGTTTTGETTCAGGTTG 332
5. nepalensis AYS78698.1 273 TTTAGATGCGTTTAAAGAAGAATTTGC TCATAAAGCTGCAGCTCGCTTTGGTTCAGGTTG 332
5. equorum AY318177.1 274 TTTAGATGCATTCAAAGAAGAGTTTGC TAACCAAGC TGCAGCACGTTTCGGTTCAGGTTG 333
5. xylosus AY571691.1 348 TTTAGATGCATTTAAAGAAGAATTTGCAGATAMAGCAGCAGCACGTTTCGGTTCAGGTTG 399
Supplementary 4.

Multiple alignment of gap sequences among Staphylococcus species performed by BLAST. The red square shows the region of gap
specific for S. capitis.

Species Accession No. Sequence _

5. capitis MFE20468. 1 1% ACGETAAACARAMI TALMATCATTCGATEAACCAGATCCAAGCASATTACCTTGGGEAGACC 189
5. capitis MFE22456. 1 S ACGCTAAAGASAT TAAATCATTCGATGAAC CAGATGCANGCAMATTACCTTGGGGAGACC 189
S. capitis MFE28463.1 S ACGETAMGARM TAMMTCATTCEGATEAAC CAGATGCAAGCAMATTACCTTGEGEAGACC 189
5. capitis MFB22455 .1 1% ACGETAAACAAM I TALRATCATTCGATEAACCAGATGCAAGCALATTACCTTGEGEAGACC 189
5. capitis MFE2B436. 1 se ACGETAAAGAMAT TAAATCATTCGATECAAC CAGATECAAGCARATTACCTTGEEEAGACC 189
5. capitis MFe28384.1 1% ACGETAAAGAAA T TARATCATTCGATEAACCAGATGCAAGCASATTACCTTGEGEAGACC 189
5. capitis MFE2B383 .1 5@ ACGGTAMAGASATTAMATCATTCGATCAAC CAGATECAAGCARATTACCTTGEGEAGACC 189
5. capitis MFE28377.1 Se ACGETAAAGARAT TARATCATTCGATEAAC CAGATECAAGCARATTACCTTGEGEAGACC 189
5. capitis MF620333.1 S ACGETAMGARNT TAAATCATTCGATEAAC CAGATGCANGCAMATTACCTTGRGEAGACC 189
5. capitis HM352966. 1 158 ACGETAAAGARAT TARATCATTCGATGAAC CAGATGCAAGCARATTACCTTGGGGAGACC 217
S. capitis GU9s1718.1 137 ACGETAMGASAT TAAATCATTCGATCAAC CAGATECAAGCARATTACCTTGEGEAGACE 196
5. capitis GU951789.1 138 ACGETAAACARAT TAAATCATTCGATGAAC CAGATECAAGCAAATTACCTTGEEEAGACC 189
5. capitis EU559983.1 125 ACGGTAMGARAT TAMATCATTCGATEAAC CAGATGCAAGCARMATTACCTTGEEEAGACC 184
S. capitis EU659982.1 125 ACGETAAAGASAT TAAATCATTCGATGAAC CAGATCCAAGCAAATTACCTTGEGEAGACC 184
5. capitis AF455487.1 181 ACGGTAAAGASAT TAMATCATTCGATGAAC CAGATGCAAGCARATTACCTTGEGEAGACC 248
S. capitis DQ321676.1 181 ACGGTAAAGARA] TAAATCATTCEATGAAL CAGATGCAAGCAMATTACCTTIGEGGAGACC 248
5. warneri MG874730. 1 115 ACGETAAAGAAGT TARATCATTCGATEAAC CAGATGCAAGCARATTACCTTGE 167
5. epidermidis AF455479.1 181 ACGETAAAGANGTTAAATCATTCGATCAAC CAGATCCAMGCAMTTACCTTESE 233
5. aureus MHBS2070. 1 76 GGETAAAGAAGTTARATCATTCAATCAACCAGATGCAMGCARATTACCTTGE 126
5. haemolyticus MFGE28444. 1 52 GETAAACAAL T TAMTCATACCAAGALC CACATECANGCAMTTACCTTGLEE 184
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Supplementary 5.

Agarose gel image of PCR products from optimisation of DNA-template dilution. Lane 1-6 show the products of gap, while lane 7-11
show the products of sodA4. The DNA template used for the optimisation was extracted from clinical isolate of S. capitis no. 58. Lane 1 and
7: negative control (ddH,0); Lane 2 and 8: undiluted DNA template; Lane 3 and 9: diluted template 1:10; Lane 4 and 10: diluted template
1:100; Lane 5 and 11: diluted template 1:1,000; Lane 6 and 12: diluted template 1:10,000.

Supplementary 6.

Agarose gel image of PCR products of gap (A) and sodA (B) from optimisation of annealing temperature. DNA template used for the
optimisation was extracted from clinical isolate of S. capitis no. 58 and diluted 1:10. Lane 1: negative control (ddH,O); Lane 2: annealing
temperature of 50°C; Lane 3: annealing temperature of 52°C; Lane 4: annealing temperature of 55°C; Lane 5: annealing temperature of
57°C; Lane 6: annealing temperature of 59°C; Lane 7: annealing temperature of 61°C, Lane 8: annealing temperature of 62°C.
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