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Supplementary Figure S1. Pulsed-field gel electrophoresis (PFGE) of Cfr9I-digested DNA from
Staphyloccocus ursi sp. nov. (lanes 2 to 7) and other type strains of the Staphylococcus intermedius
group, namely Staphylococcus delphini (lane 8), Staphylococcus intermedius (lane 9) and
Staphylococcus pseudintermedius (lane 10). 1 and 11, Staphylococcus aureus NCTC 8325 as
marker; 2, MI 10-1549; 3, MI 10-1553T; 4, MI 10-1558; 5, MI 10-1605; 6, MI 10-1708; 7, MI 10-1710;
8, DSM 20771T; 9, DSM 20373T; 10, CCUG 49543T. PFGE was run in 1% agarose gel in 0.5X TBE
on a Bio-Rad CHEF-DR III system for 18h with pulse from 0.5 to 15s and for 5h with pulse from 20
to 25s and at 14°C and 5.6 V/cm.
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A) sodA

S. aureus subsp. aureus  NCTC 8325 (CP000253)

S. muscae CIP 103641T (AF325884 )
S. microti CCM 4903T (EU888121)

S. felis CIP 103366T (AF325878) 

S. rostri ARI 262T (FM242139)

S. lutrae ATCC 700373T (DQ120739)

S. schleiferi subsp. coagulans ATCC 49545T (EF173666)
S. schleiferi subsp. schleiferi ATCC 43808T (EF173665)

S. agnetis 908 (CP009623)

S. chromogenes MU 970 (AF325892)

S. hyicus ATCC 11249T (AF325876)

S. intermedius ATCC 29663T (AF325869)

S. pseudintermedius LMG 22219T (AM921786)

S. delphini DSM 20771T (DQ120735)

S. ursi sp. nov. MI 10-1710 (KY514355)
S. ursi sp. nov. MI 10-1558 (same KY514355) 
S. ursi sp. nov. MI 10-1549 (same as KY514355)
S. ursi sp. nov. MI 10-1605 (same KY514355)

S. cornubiensis NW1T (FXUZ01000003)

S. aureus subsp. aureus ATCC 12600T (AB234058)

S. muscae CIP 103641T (AB23408)
S. rostri ARI 262T (FM244714)
S. microti  CCM 4903T (FN433124)

S. felis ATCC 49168T(AB234071)

S. chromogenes ATCC 43764T (AB234065)
S. hyicus ATCC 11249T (AB234077)

S. agnetis 908 (CP009623)

S. schleiferi subsp. schleiferi ATCC 43808T (AB234321)

S. schleiferi subsp. coagulans ATCC 49545T (AB234320)
S. lutrae ATCC 700373T (AB234082)

S. cornubiensis NWT (FXUZ01000001)
S. intermedius ATCC 29663T (AB234078)

S. pseudintermedius 081661 (CP016073)
S. delphini DSM 20771T (AB234319)

S. ursi sp. nov. MI 10-1549 (same as KY496628)
S. ursi sp. nov. MI 10-1558 (same as KY496628)

S. ursi sp. nov. MI 10-1605 (KY514353)

S. ursi sp. nov. MI 10-1710 (same as KY514354)
S. ursi sp. nov. MI 10-1708 (KY514354)

C) dnaJ D) hsp60

100

S. aureus subsp. aureus  ATCC 12600T (AF036324)

S. muscae DSM 7068T (FM253116)
S. microti CCM 4903T (EU888122)
S. rostri ARI 262T (FM244716)

S. lutrae ATCC 700373T (AF242284)
S. felis ATCC 49168T (AF242282)

S. agnetis  908 (CP009623)
S. chromogenes  ATCC 43764T (AF242280)

S. hyicus ATCC 11249T (AF019778)
S. schleiferi subsp. coagulans ATCC 49545T (AF053585)
S. schleiferi subsp. schleiferi ATCC 43808T (AF033622)

S. intermedius CFDD (AF019773)
S. cornubiensis NWT (FXUZ01000013)

S. delphini ATCC 49171T (AF053571)
S. pseudintermedius LMG 22219T (AB327162)

S. ursi sp. nov. MI 10-1549 (same as KY056141)
S. ursi sp. nov. MI 10-1553T (KY056141)
S. ursi sp. nov. MI 10-1558 (same as KY056141)
S. ursi sp. nov. MI 10-1708 (same as KY056141)
S. ursi sp. nov. MI 10-1605 (same as KY056141)
S. ursi sp. nov. MI 10-1710 (same as KY056141)

0510152025

S. ursi sp. nov. MI 10-1710 (same as KY056143)

S. aureus subsp. aureus NCTC 8325 (CP000253)

S. felis CIP 103366T (AJ343908)
S. muscae CIP 103641T (AJ343919)

S. rostri ARI 262T (FM242138)
S. microti CCM 4903T (FN433125)

S. chromogenes CIP 81.59T (AJ343901)

S. hyicus CIP 81.58T (AJ343913)
S. agnetis 908 (CP009623)

S. schleiferi subsp. coagulans CIP 104370T (AJ343926)

S. schleiferi subsp. schleiferi CIP 103643T (AJ343927)

S. lutrae CIP 105399T (AJ343918)
S. intermedius CIP 81.60T (AJ343914)

S. cornubiensis NWT (FXUZ01000001)

S. pseudintermedius LMG 22219T (AB327161)
S. delphini CIP 103732T (AJ343905)

S. ursi sp. nov. MI 10-1553T (KY056143)

S. ursi sp. nov. MI 10-1708 (same as KY056143)
S. ursi sp. nov. MI 10-1558 (same as KY056143)
S. ursi sp. nov. MI 10-1605 (same as KY056143)
S. ursi sp. nov. MI 10-1549 (same as KY056143)

M. canis KM45013T (CP021059)
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B) rpoB
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S. ursi sp. nov. MI 10-1553T (KY056143)
S. ursi sp. nov. MI 10-1708 (same as KY056143)
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Supplementary Figure S2: Phylogenetic tree constructed from partial gene sequences of sodA
(416 bp) (A), rpoB (476 bp) (B), dnaJ (883 bp) (C), and hsp60 (552 bp) (D) of Staphylococcus ursi
sp. nov. and the Staphylococcus species of the Staphylococcus hyicus-intermedius group, as well
as S. aureus. The trees were generated by Neighbor Joining analysis [Multiple alignment (OG:
100%, UG: 0%), discard unknown bases, use active zones only] and Jukes-Cantor correction using
BioNumerics 7.5 (Applied Maths, Sint-Martens-Latem, Belgium). Bootstrap values are shown at
each node as percentage of 1500 replicates. The sequences of the Macrococcus canis type strain
KM45013T were used as outgroup to root the trees. The GenBank/EMBL/DDBJ accession numbers
are provided in the parentheses.
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Supplementary Figure S3. Polar lipid profiles of Staphylococcus ursi MI 10-1553T as determined
by two-dimensional thin-layer chromatography. L, lipid; PL, phospholipid; PG, phosphatidylglycerol;
PN, aminophospholipid; GL, glycolipid; DPG, diphosphatidylglycerol.
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Supplementary Figure S4. Dendrogram obtained by cluster analysis of MALDI-TOF MS (Bruker
Biotyper version 3.1) spectrum profiles (SP) of 6 strains of Staphylococcus ursi sp. nov. including
type strain S. ursi MI 10-1553T and of the other type strains of the Staphylococcus intermedius
group (SIG), namely S. intermedius, S. pseudintermedius and S. delphini. Each SP was obtained
from 3 different measurements. The score values were obtained using the MSP of S. ursi MI 10-
1553T as reference. The tree was constructed using Pearson’s correlation with UPGMA clustering
using Bionumerics 7.6 (Applied Maths, Sint-Martens-Latem, Belgium).
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