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RESULTS

ABSTRACT MATERIALS AND METHODS

Bacterial Isolates

* A total of 3,195 staphylococci and 4,489 streptococci
were included as part of the lefamulin surveillance
program for 2015-2016

— 25 Gram-positive isolates from 2015 and 2016 met

CONCLUSIONS

* S. aureus selected for this study (lefamulin MIC, 20.5 pug/mL) comprised 11 isolates (0.3% and 0.4%) included in the respective 2015 and 2016 lefamulin surveillance programs, * A total of 14 coagulase-negative staphylococci (CoNS) with lefamulin MIC values of 0.5—>32 ug/mL were further characterized in this study
displaying a lefamulin MIC range of 0.5—>32 ug/mL (Table 1) — One Staphylococcus cohnii and 1 Staphylococcus epidermidis (lefamulin MIC, 0.5 ug/mL for both) did not show any lefamulin resistance mechanisms; only 23S rRNA alterations
— S. aureus isolates harboring the methyl transferase encoding gene cfr were not observed (C2534T and G2576T) known to affect the binding of oxazolidinones were observed (Table 3)

— 63.6% (7/11) of S. aureus isolates harbored vga(A) (lefamulin MIC, 0.5—4 ug/mL), while 2 strains carried either vga(E) (lefamulin MIC, >32 pg/mL) or Isa(E), which was also — Atotal of 8 CoNS (57.1%) isolat.es cpntained th? acquired vga gene.variants (lefamulin MIC, 1-8 Hg/mL? N | | | | |
S S B e B T the MIC screening criteria for molecular identified in Streptococcus agalactiae (lefamulin MIC, 32 ug/mL; Tables 2 and 3) — One Staphylococcus haemolyticus isolate carried cfr alone (lefamulin MIC, 4 pg/mL), and 1 S. epidermidis isolate carried the cfr gene with multiple mutations in 23S rRNA, L3,

MICs in a global collection of surveillance isolates from characterization with confirmed elevated lefamulin — One S. aureus isolate had an alteration in L4 (E147K; lefamulin MIC, 16 ug/mL), whereas 1 isolate (lefamulin MIC, 0.5 pg/mL) did not have any of the known resistance and L4 (lefamulin MIC, :,32 Hg/mL) _ _ S |
2015-2016. MIC results of 21 pa/mL (20 of 7,684 0.26%; : : : — Two Staphylococcus sciuri isolates (lefamulin MIC, 16—32 pg/mL) carried the intrinsic putative sal(A) efflux pump gene (data not shown)

| mechanisms investigated (Tables 2 and 3) _ - . . _ _ . . .
Methods: A total of 3,195 staphylococci and 4,489 — Among S. epidermidis isolates, multiple alterations in the 23S rRNA were observed when compared with the wild-type control isolate (Table 4); however, it is unclear whether HHGAL
streptococci were included as part of the LEF Surveillance these polymorphisms affected the susceptibility of pleuromutilin agents and all isolates had concomitant presence of vga or cfr (Table 3) vga(E), and alteration in L4 (E147K); vga was

Program for 2015-2016. Isolates were tested for  Among the streptococci, elevated lefamulin MIC values were only observed within S. agalactiae (3 of 168) and 5 viridans group streptococci, whereas isolates with elevated MIC the most common determinant observed

susceptibility by CLSI broth microdilution method. A total ) o .. . _
mmmmmmnnn“““- Total | MIC,, M,(;g0 results were not observed among S. pneumoniae, S. pyogenes, and the majority of viridans group streptococcal species * No S. aureus isolates harbored cfr, whereas

Background: Lefamulin (LEF) is the first pleuromutilin
antibiotic under clinical development for IV and oral use
in humans. LEF recently completed the first of 2 phase
3 clinical trials for the treatment of community-acquired
bacterial pneumonia in adults. This study evaluated the

® The overall resistance to lefamulin was very

low and a small number of isolates (25 of
7,684; 0.33%) from global surveillance studies

conducted in 2015-2016 had lefamulin MIC
values 21 ug/mL

® |efamulin resistance mechanisms identified in

Table 1); an additional 5 Staphylococcus spp. S. aureus isolates included /sa(E), vga(A),

and 3 viridans group streptococci with a lefamulin
MIC value of 0.25-0.5 ug/mL were included

Table 1. Lefamulin MIC Results Obtained During Surveillance Programs for 2015 and 2016

No. of isolates with lefamulin MIC (ug/mL)

of 33 isolates with LEF MICs 20.5 pg/mL were selected for ° Bacterial isolate identification was confirmed by Organism?
this study. Isolates had their bacterial genomes sequenced standard algquth_rns_support_ed by m_atrlx-aSS|sted S aureus 1836 P 2 [ s [ ] o | o | 1T 4 PR 0.06 — All 3 S. agalactiae and the S. lutetiensis and S. gallolyticus subsp. pasteurianus isolates with lefamulin MIC values of 2—-32 pg/mL (Table 3) carried Isa(E) this was the case for 2 CoNS isolates from
(“g;i?bcfesfggigg?srigugfen'r?]zz;ﬁggi ;%r:ened in silico for Iasertdesoiptlog IOEIZ%Iﬂ?—t!me gf flight mé‘SS Coagulase-negative staphylococci 2 42 139 68 8 3 _—_—-_—_ 276 0.03 0.06 — The S. anginosus isolate (lefamulin MIC of 1 ug/mL) had L3 and L4 alterations as well as multiple alterations in 23S rRNA outside the lefamulin binding site USA and Mexico
: rometry (Bruker ni remen rman : . . . . . . .. . . .
> spectrometry (Bruker Daltonics, Bremen, Germany) S. pneumoniae 5 64 377 1,715 1,513 234 5 3,923 0.06 012 — The S. bovis group isolate 973516 displaying a lefamulin MIC value of 0.25 ug/mL was later identified as S. gallolyticus subsp. pasteurianus (Tables 2 and 3). The lefamulin MIC e Two S. sciuri isolates exhibiting elevated
Results: Many Staphylococcus aureus (7/11; 63.6%) and genome sequencing S. agalactiae 1 21 136 4 3 0 0 0 0 . 2 | 1 168 0.03 0.03 - st : " .
harbored vga(A) (LEF MIC, 0.5—4 ug/mL), while 2 strains Antimicrobial Suscebtibility Testin S. anginosus 0 3 4 5 7 2 3 24 of0.25 “g/mL fits the distribution for S. ga”OlytICUS lefamulin MIC values (16_32 ”g/ml—) did not
carried either vga(E) (LEF MIC, >32 ug/mL) or the solat ested f P t%_l_t ov b gth crodilut S. anginosus group 1 1 1 > g 0 0 — The S. lutetiensis isolate 960742 showed a 23S rRNA at 2359A (Table 3) show any of the resistance mechanisms
enterococca' gene /Sa(E) (LEF M'C, 32 “g/mL) One ¢ |solates were tested 1or SUSCep 10]]]! y y o Mmicrodaliution ’ . . . . . . . InVGStI ated
5 e e o el in LA (21477 U HIE, following guidelines in the Clinical and Laboratory S e 2 0 0 0 0 3 Table 3. Molecular Epidemiology and Resistance Mechanism Results for Isolates Included in This Study g =
16 IJg/mL), Whel’eaS 1 |SO|ate (LEF MIC, 05 IJg/mL) Standards |nSt|tUte (CLSI) MO7 (2018) document S. constellatus 1 2 0 2 o e MIC Resistance Determinants Ribosomal Mutations? - The IntrInSIC presence Of SaI(A) may be
' ] ' - THeT S. dysgalactiae 0 3 45 8 56 ' ]
Vet Aol of 8 (57 1% cosguiasenegale. | ramar o o e 5 cquns o : Cotlstion No_|_Yoar_| wLST> |__ country e N I Y. S N R NV 720 responsible for the elovated lefamuin MIC
et ?ococ&:i (CoNS) containezj ° agene o agnts manufactu_red by \!MI Laporatorles (North Liberty, IA) s' q o 5 , > S aureus 975498 2016 USA 21G>A, 1557A>T results in this species
(LI\/FI)UyMIC 1-8 pg/mL). Two S. epgiyde%midis carried the cfr and contained cation-adjusted Mueller-Hinton broth -~ = fﬂ,?;,ﬂ;,us = ; = 1 . o EUIEUE 981256 2016~ 4, 335 New Zealand : : vgal) 21A>G, 1557A>T, 2234A>G WT WT WT * Although small in number, results from this
11 2855 RN, =8, i) [ (HEF bl 92 Mgl 1110 Geie * Quality assurance was performed by concurrently S. mit 0 2 1 7 7 9 6 32 a— L _ _ e ’ ’ the most common pleuromutilin resistance
did not show any LEF resistance mechanisms (LEF MIC, testing CLSI-recommended quality control reference - TS 9ToUp S. aureus gzggig ;815 11148 Slavsegla ; - - Vga(ﬁ) ;K\;g gggjﬁ:g w$ w$ Vvﬂ hani in staphvi | and
0.5 pg/mL), while 2 S. sciuri (LEF MIC, 16—32 pg/mL) strains (Staphylococcus aureus ATCC 29213, S. mitis/oralls 1 L 1 2 = S, EUTEUS — 2012 — — : ] : Vga(A) — T T T fisgnElal =i I plapiieciagsl felnfe s
carried the intrinsic putative sal(A) efflux pump gene. Enterococcus faecalis ATCC 29212, and S. parasanguinis 0 2 2 2 1 7 S. aureus ) . . vga(A) — streptococcal clinical isolates, respectively, and
g/'asnzy St';eplf‘)’cofﬁi (11%1 3; 76.9%) C(a[:r;i?:d |\5|S|?:(E1) (LI/EFLI\)/IIC, Streptococcus pneumoniae ATCC 49619) S. pyogenes 2 80 80 105 g :Z;ZZE g?gggg ;812 957 ,gj?a 146 . ' i ;;g 1 52;1,/;? PBAASC wi E\1/\4/1;K wI global surveillance will be conducted to monitor
—o4 Mg/mL), wnile . anginosus , 1 hJg/M . . ) . S. salivarius 1 2 3 5 1 12 : _ ’ ’ -
had alterations in both L3 and L4. Two streptococci (LEF MIC, Characterization of Resistance Mechanisms S el Gl 0 3 5 11 S. aureus 976441 2016 398 Brazil 32 : + - 21A>G, 1557A>T, 2234A>G WT WT WT changes over time
0.5—0.25 ua/mL) had ' lterati t 23S rRNA but : : Aty S. aureus 972481 2016 398 Germany >32 - - vga(E) 21A>G, 1526A>G, 1557A>T WT WT WT
tsid th“gLrEF)b'ad'vanc')tus I r } by Next-Generation Sequencing >- sallvarius/vestibularis ’ ° ° ° ° ! 7 S. cohnii 939671 2016 N/A® USA 0.5 : : : C2534T WT WT WT
outside the inding site. : : » . .
Conclusions: A small Siumber of isolates (28 of 7,684 . SeltethedeIISOIa’;[eS hfddt'?'Lal genoSm'IC I:’[)fN A ?(X'tralgeﬁ " o ; ; ; 1 I ; o epidormics Py e - — — - - - — — — — RE FE RENCES
. ; , y Ine 1uilly automalte ermo oscienttic Ingrisner S. gallolyticus 0 2 2 2 3 9 13 1 0 0 1 33 1 2 S. epidermidis 947675 2016 57 USA 1 ; ; vga(A) a WT WT WT
o) I i H . .
0.36%) from global surve|II>ance studies conducted in Flex Magnetic Particle Processor (Cleveland, OH, USA), MIC=minimum inhibitory concentration; MIC5,=MIC at which 50% of the isolates were inhibited; MIC4,=MIC at which 90% of the isolates were inhibited. S. epidermidis 9515655 2016 87 Czech Republic 1 - - vga(A), vga(B) a WT WT WT
20fios20ioTad BERNIC 2U:0lgimE.Jineimosticommon which was used as input material for library construction “Clinical isolates meeing the MIC inclusion criteria and included in this study are highiighted. S 055639 2016 87 taly : : : vga(A), vga(B) WT WT WT (1) CLSI. MO7-A10. Methods for dilution antimicrobial susceptibiliy tests for
resistance meChamsmS identified in Staph_YIOCOCC| and - DNA libraries were prepared using the Nextera™ S. epidermidis 956923 2016 679 Srpd| 5 : : vga(A) 3 V188 WT WT bacteria that grow aerobically; approved standard—tenth edition. Wayne, PA,
streptococci were vga and /sa(E), respectively. Importantly, iibrary construction protocol (llumina, San Diego Table 2. MIC Values Obtained for Lefamulin and Comparator Agents Tested Against Isolates Included in This Study S. epidermidis 949426 2016 255 USA 2 : : vga(A) | WT WT WT Clinical and Laboratory Standards Institute, 2015.
no S. aureus isolates harbored cfr. Global surveillance will y on p ) J9, S. epidermidis 938399 2016 5 USA 8 - - vga(A) a WT WT WT (2) CLSI. M100-S27. Performance standards for antimicrobial susceptibility
be conducted to monitor changes over time. CA, USA,) following the manufacturer’s instructions MIC Values (ug/mL) . epidermidis GEIE06 T 50 Argentina 5 ] i vga(A) . g g g testing: 27th informational supplement. Wayne, PA, Clinical and
(J|V|| Laboratones, NOF’Fh Llperty, |A, USA) 075498 S 0.5 (0.5) <0.06 S. epidermidis 934123 2016 5 USA 32 + : } C2534T H146Q, V154L, A157R  G71_R72ins WT (3) E.UCAST (2017).. Breakpoint tables for intgrpretation of MICs and zone
 FASTQ format sequencing files for each sample set 981256 S. aureus 0.5 (0.5) <o 5 4 1 0.5 0.5 0.5 2 0.12 S. haemolyticus 939969 2016 3 Mexico 4 + . : g WT WT A29T aameers. Varsion 1.0, January 917 Avarebie &t hitp:/fwww.eucast.org/
INTRODUCTION were assembled independently using de novo assembler 924825 S. aureus 1(1) <0.5 8 1 0.5 2 >2 >2 >8 S. sciurf 944662 2016 N/A? Mexico 16 : : - : WT WT A112D CINIEELDICAKPOINIS: FoRessed Ay &80
SPAdes 3.9.0, and an in-house designed software was 053474 S. aureus 1(1) <0.5 4 0.5 0.5 1 <0.25 <0.06 >8 S. sciuri® 941213 2016 N/Ab Australia 32 - - - a WT WT WT (4) ngt] f;eier;::itbll\lé f%?ciir;i:: nC]Did(sgm-Sctlrf;artict;r:rz];tlznrg;zgﬁ)é ?nnovel
* Lefamulin is the first pleuromutilin antibiotic for applied to the assembled sequences to align against 879822 S. aureus 2(>1) =0.5 8 1 0.5 4 <0.25 =0.06 012 S. bovis group® 973516 2016 214 France 0.25 - - - 696C>T WT WT WT gtaphylogoccus sciuri. Antimicrob Agents o Ea 2335 3341
intravenous (IV) and oral use in humans in late-stage known macrolide, lincosamide, and streptogramin B 913640 S. aureus 2 (>1) >64 8 1 0.5 E >2 >2 >8 S. gallolyticus'’ 965031 2016 N/A Spain 32 - + - 696C>T WT WT WT 5) Sader HS, Flamm RK (2016). Surveillance of lefamulin acivity tosted
clinical development to treat Community-acquired (M LSB) and pleuromutilin resistance genes gggi‘g g ZZ:EZ; j g; S%5 2 O,'I5 O,'I5 >28 S(122 > 0'212 81; 2, IUtet,lenSIS gigggé ;812 lij\l //'AA; legélxm O,'I5 : - - ;21:3'0 : 2|f 59?>Ga A\1/\(g'1I'E P 48IEN ;- 150T vai against cli’nical isolates collec.:ted from pediatric and adult patients
bacterial pneumonia (CABP) and acute bacterial skin e Additional sequences of intrinsic genes associated : ' S. ang"f'OSL”S _ i i i Jttipie alterations : worldwide (2015). JMI Study Number 17-NAB-02 for 16-NAB-07 study.
. . : ) N o , ) _ 916083 S. aureus 16 (>1) >64 8 0.25 1 8 >2 >2 >8 S. lutetiensis 982012 2016 N/A Argentina 2 - + - WT WT WT WT :
and skin structure infections (ABSSSI) with the pleuromutilin binding site, including 23S rRNA e S 32 (16) 54 64 05 4 8 0.5 > 8 . T T - T e e - e JMi data on file
’ . aureus > : > : > > S. agalactiae exico - + - . . .
* This agent inhibits the bacterial protein synthesis by (PTC), rplC (L3), rplD (L4), and rplV (L22), were 972481 S. aureus >32 (>16) 4 4 1 1 >8 >2 >2 4 S. agalactiae 935557 2016 19 Mexico 8 i 7 i WT WT WT WT ©) jggli;ﬁjlnigﬁg;’;ﬁ%}gct“:’grv‘\'f)'::gcvfjeoggzzq"j';\;fgf&ﬂ%ﬁf&r
binding the 50S ribosomal subunit at the A- and evaluated against a susceptible reference strain 939671 S. cohnii 0.5 (2) <0.5 4 1 1 1 1 0.25 >8 S. agalactiae 971459 2016 19 Korea 8 : + : WT WT WT WT 16-NAB-01 study. JMI data on file. |
P-sites in the peptidyl transferase center (PTC) via an of the corresponding species 939504 S. epidermidis 0.5 (1) <0.5 16 16 <0.25 0.25 >2 >2 >8 MLST=multilocus sequence typing; WT=wild type. (7) Wendlandt S., Lozano C., Kadlec K., Gomez-Sanz E., Zarazaga M
“induced-fit” mechanism. which prOthItS the correct  All intrinsic 23S rRNA target genes or ribosomal 947675 S. epidermidis 1(0.9) 16 4 0.5 <0.25 >8 >2 >2 >8 “23S rRNA mutational analysis was performed on nucleotide sequences. Additional mutations observed in Staphylococcus species other than S. aureus are described in Table 4. Alterations detected in S. anginosus were as follows: 150A>G, 152C>A, 164G>T, 434T>G, 957A>T, Torres C. Sc.r,mwarz 3 (26’13)_ The therococcaI ABC .t,ransporter ge%e
e ’ C . : : . : 951555 S. epidermidis 1 (0.5) >64 4 05 4 1 >9 ) >8 1577T>C, 1866A>C, 1867C>G, 1872G>C, 1873T>G, and 2357A>T. Protein sequences were analyzed for annotating L3, L4, and L22. ’ ) _ . _ -
pOSItIOﬂIng of the tRNA as characteristic for protein amino acid sequences were considered wild 055639 S. p'd — 1 (1') —= 7 0'5 — - = = = YMLST method and database nonexistent. Isa(E) confers combined resistance to lincosamides, pleuromutilins and
) T . . : . epidermiais <0. : °Includes vga(A), vga(A)Lc, vga(B), vga(C), vga(D), and vga(E). trept in A antibiotics i thicillin- tibl d methicillin-resistant
pleuromutilin antibiotics type if 100.0% homology with the respective reference 956923 S eZidermidis 2 (0.5) 16 2 0.25 <0.25 >8 > > >8 “The sal{A) gene was detected in both . sciuri isolates. Sé{?,fh"y?éi?éﬂus ZZ)efs'Ci Enrt?nevicgbmczlfﬁgzviereea; 4;?3?47'2 T
. : C ] : : ¢S. bovis group was identified as S. gallolyticus subsp. pasteurianus. ' B '
e Lefamulin recently demonstrated nonmfenonty to sequ.ences was d|splayed o 949426 S. epidermidis 2 (2) 1 4 0.5 <0.25 >8 <0.25 0.25 <0.06 'S. gallolyticus was identified as S. gallolyticus subsp. pasteurianus. Acknowledaments
moxifloxacin + linezolid in two phase 3 clinical trials for — Differences were annotated when <100.0% homology 938399 S. epidermidis 8 (4) <05 2 0.5 <0.25 8 >2 >2 >8 | 9 _ | | |
the treatment of CABP and was safe and well tolerated was observed 952506 S. epidermidis 8 (4) 1 4 0.5 <0.25 8 >2 >2 >8 Table 4. Polymorphisms Observed Within the 23S rRNA Among Staphylococcus spp. Other Than S. aureus Selected for This Study? Funding for development of this poster was provided by Nabriva Therapeutics
after IV and oral dosing Multilocus Sequence Typmg 958510 S. epidermidis 8 (2) 5 4 1 <0.25 >8 <0.25 0.25 <0.06 iooJliahaboratorles and C4 MedSolutions, LLC (Yardley, PA), a CHC Group
e The antibacterial profile of lefamulin covers the e Multil oI (MLST) f g 934123 S. epidermidis 32 (8) >064 64 128 1 >8 >2 >2 0.5 M Collection No. 23S rRNA bany.
_ | | | ultilocus sequence typing was performe 939969 S haemolviicus 44 >G4 32 5 4 4 59 59 >3 S. cohnii 2016 939671 333T>C, 1541T_1542GinsG, 1821A_1822GinsG, 2441C_2442GinsG, 2459T 2460CinsC, 2534T 2535CinsC, 2762G_2763CinsC Disclosures
most relev_a_nt organisms causing CABP, including | by extracting the previously defined set of 7 housekeeping 944662 S sciuri - 16(«;) 64 32 1 05 3 o o >8 S. epidermidis 2016 934123 669T>C,1236T>C, 2534T>C Susanne Paukner is an employee of Nabriva. Rodrigo E. Mendes, Timothy B
Gram-posmve,hfastld|ous Gram-negative, and atypical gene fragments (~500 bp) 941213 S. sciuri 32 (>16) <0.5 4 1 1 >8 > >2 0.25 g ggggng 3812 828282 18282} 62€1%I;>>CT’ §§§$>TEC1236T>C 2576G>T Doyle, Mariana Castanheira, Robert K. Flamm, and Helio S. Sader are
respllrato.ry pat | 0_99”3 | — Eac_:h fragment was compared to kr]own allelic 973516 S. bovis groupb 0.25 (0.25) <0.5 2 1 0.5 0.25 NT 0.06 >32 S. epidermidis 2016 947675 241G>T, 669T>C, 1236T>C $:§:§yzﬁzczf JMI Laboratories. The study was supported by Nabriva
* The in vitro activity of lefamulin and comparator agents variants for each locus (housekeeping gene) on the 965031 S. gallolyticus* 32 (>16) 4 4 2 1 >8 NT 0.06 >32 S. epidermidis 2016 949426 669T>C, 1236T>C peries.
has been monitored against a global collection of MLST website (PubMLST, https://pubmist.org) 960742 S. lutet./enSIs 0.5 (0.5) <0.5 2 1 1 0.5 NT 0.06 0.03 S. epl:derml:dl:s 2016 951555 139C>T, 241G>T, 669T>C, 1236T>C
Gram-positive and fastidious Gram-negative organisms » An allele sharing 100% genetic identity with a known 947639 >- anginosus 1 .9) ; : 1 : 0 NT 095 =015 SEPIJEITIGIS SH — 199C>T, 66912C, 12361°C, 1638C>T
causina CABP and ABSSSI throuah the SENTRY : . : : : 982012 S. lutetiensis 2 (1) 1 2 1 0.5 2 NT 0.03 <0.015 S. epidermidis 2016 955639 139C>T, 669T>C, 1236T>C, 2809C>T
Sing &7 . 9 variant received a numeric designation, and a 7-number 935554 S. agalactiae 16 (16) 4 2 0.5 0.5 4 NT 0.03 0.03 S. epidermidis 2016 956923 669T>C, 1236T>C | |
Antimicrobial Surveillance Program sequence (1 for each housekeeping gene) formed an 935EET SREm—— 8 (8) 4 5 1 0.5 4 NT 0.03 0.03 S. epidermidis 2016 958510 241G>T, 669T>C, 1236T>C, 1638C>T Scan this QR code with your
* This study evaluated the resistance mechanisms allelic profile, defined as sequence types (STs) 971459 S. agalactiae 8 (8) >64 2 1 1 8 NT 0.06 >392 g haemolyticus gg}g %3;?5291639 \1/\4/1$6C>T, 2235A>G, 2882T>C electronic device to receive a
: : : . C ey . ) . sciuri . ..
aSSOCIated_ with elevated Ief_amu“n minimum I_nhlbltory — Isolates COntalnlng alleles that did not match an MIC=minimum inhibitory concentration; MIC5,=MIC at which 50% of the isolates were inhibited; MIC4,=MIC at which 90% of the isolates were inhibited; Q-D=quinupristin-dalfopristin; NT=not tested. S. sciuri 2016 044662 WT PDF file of the pOSt_er or visit
concentration (|\/||C) values in a g|oba| collection of existing sequence in the MLST database were “Initial lefamulin MIC results obtained during the surveillance studies are within parentheses. | posters.c4medso|utlons.com/
®S. bovis group was identified as S. gallolyticus subsp. pasteurianus based on genome sequence. WT=wild type.

surveillance isolates from 2015 and 2016

submitted/deposited for allele and ST assignments

°S. gallolyticus was identified as S. gallolyticus subsp. pasteurianus based on genome sequence.

2Bold selections represent alterations known to affect susceptibility of oxazolidinones.
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