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RESULTS

CONCLUSIONS

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

* 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 L{g/mL? . | | | | |
S B o e M 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) | , L ,
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) , o . . . . . . o
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 HHIGIR
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,, | miIC,, 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 algorithms supported by matrix-assisted S e 1836 7 2 [ s [ | o | o | 1T 4 PR 0.06 012 — All 3 S. agalactiae and the S. lutetiensis and S. gallolyticus subsp. pasteurianus isolates with lefamulin MIC values of 2—-32 pyg/mL (Table 3) carried Isa(E) this was the case for 2 CoNS isolates from
é“éllsiﬁbcllesfglgigg?sr’falugrenmzéﬁggi sr%r:e”ed in silico for Iasertdesoiptlog |0£|za[’;|o|?—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
: spectrometry (Bruker Daltonics, Bremen, German : . . . . . . .. . . .
P Y ( . ! ! ) 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 : . L : -
harbored vga(A) (LEF MIC. 0.5-4 pg/mL), while 2 strains S. agalactiae 1 21 136 4 3 0 0 0 0 o IR s B DOE of 0.25 pg/mL fits the distribution for S. gallolyticus lefamulin MIC values (16—32 pg/mL) did not
idl ’ imi i ibili i S. anginosus 0 3 4 5 7 2 3 24 : - : :
carried either vga(E) (LEF MIC, >32 ug/mL) or the A'l‘t"lmt'cmb'at' St“j]?ept'b'"%_Jeg’t'g‘gth S - angmosusgmup 1 1 1 - - O . — 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 Hg/mL) One ¢ |solates were tested 1or SUSCep 10]]]! y y o Mmicrodaliution ’ . . . . . . . InVGStI ated
5, Auneus e A el in LA (21477 g HIE, following guide]ines in the Clinical and Laboratory & 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 i MIC Resistance Determinants Ribosomal Mutations? = The IntrInSIC presence Of SaI(A) may be
' ' ' : T S. dysgalactiae 0 3 45 8 56 ' ]
did not have any of the knownoreS|stance mechanisms * Frozen-form broth microdilution panels were ysgalacti Collection No. | Year MLSTb Gonntry “g,ml_ - ,sa(E) M_—- responglble.for the.elevated lefamulin MIC
n;veitl?ated. 'A;[)Ot[a\]l SOf 8 (5t7:1 /‘(’j) coagulase-ne_ga;uve manufactured by JMI Laboratories (North Liberty, IA) S equinus 0 2 ° S. aureus 975498 2016 USA 21G>A, 1557A>T results in this species
?Lal\z)uyl\/(l)lcé)c1C I—€(3 pog/mI)_)(K)anacgmse eﬁse?»;?;sv ?:g?r?ez the cfr and contained cation-adjusted Mueller-Hinton broth . gordont X ; - S. aureus SNEDE ZUID R B 335 NG A : : Vg ZINEE), 1590, 220 SIE WT WT WT e Although small in number, results from this
’ ' ' - - - (2.5—5% lysed horse blood added for testing streptococci) 20 WIEHERILS L 1 2 1 2 S. aureus 924825 2015 88 Australia 1 . . vga(A) 21A>G, 1557A>T, 2234A>G WT WT WT N ’
gene alone (LEF MIC, 4 pg/mL) or with multiple mutations S utetiensis 1 4 0 0 0 0 - study indicate that vga and Isa genes are
; . lit f db ncurrentl : S. aureus 953474 2016 398 France 1 - - vga(A) 21A>G, 1557A>T, 2234A>G WT WT WT < _
11 2855 RN, =8, i) [ (HEF [l S92 Mgl 110 Ceie Juality assurance was performed by concurrently S. mitis grou 0 2 1 7 7 9 6 32 879822 2015 1 Sloveni 2 A 21A>G, 2234A>G WT WT WT the most common pleuromutilin resistance
did not show any LEF resistance mechanisms (LEF MIC, testing CLSI-recommended quality control reference R =idadfeds 913640 201 1148 Evse:a 5 : : Vga(A) 21A>G’ 2934A>G WT WT WT hani in staphvl | 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, EUEUS — 2012 — — . : } Vga(A) — T T T Al B e IR UL b AGEe G IRE LN B
carried the intrinsic putative sal(A) efflux pump gene. Enterococcus faecalis ATCC 29212, and S. parasanguinis 0 2 2 2 1 7 g aureus — — — — - . . VgaEA; — — — — streptococcal clinical isolates, respectively, and
: . - ) , . - vga : : : :
Many streptococci (10/13; 76.9%) carried Isa(E) (LEF MIC, Streptococcus pneumoniae ATCC 49619) S. pyogenes 5 80 80 165 SRS e global surveillance will be conducted to monitor
: : o S. aureus 916083 2015 5 Korea 16 - - 21A>G, 1557A>T, 2234A>G WT E147K WT
2—32 ug/mL), while 1 S. anginosus (LEF MIC, 1 ug/mL) S ] _ S. salivarius 1 2 5 1 12 _ chanaes over time
had alterations in both L3 and L4. Two streptococci (LEF MIC, Characterization of Resistance Mechanisms S. salivarius group 0 3 5 11 S. aureus g;gjgl ;812 ggg GBraZII >3322 - + - : ;K:g EZQZTG 2125?;%? w$ w$ wi g
0.5-0.25 pg/mL) had various alterations at 23S rRNA but by Next-Generation Sequencing S salivarius/vestibularis 4 5 5 6 5 1 17 g aull;et_l§ Sa0071 ot e eJSnZ”y e - - vga(E) oty : o v o
StiglelEting LS lalieling S » Selected isolates had total genomic DNA extracted S. sanguinis 0 2 0 1 3 5 ZZ,:;’rmidis L e 2 aly G Go576T WT WT WT
CO"gNSiO"S! A small number of isolates (28 of 7,684, by the fully automated Thermo Scientific™ KingFisher™ S. gallolyticus 0 2 2 2 3 9 13 1 0 0 33 1 2 S —— 947675 2016 57 USA 1 i i vga(A) . WT WT WT REFE RENCES
0.36%) from global surve|II>ance studies conducted in Flex Magnetlc 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 951555 2016 87 Czech Republic 1 - - vga(A), vga(B) @ WT WT WT
feogi gt;%%lf’r::gh'éﬁ;ms'? d;?]-tﬁigg/if:'gt;hﬁ {Eggé common which was used as input material for library construction “Clinical isolates meeting the MIC inclusion criteria and included in this study are highlighted. R 955639 2016 87 italy : : : vga(A), vga(B)  * WT WT WT (1)  CLSI. MO7-A10. Methods for dilution antimicrobial susceptibility tests for
. . . " — - - bacteria that bically; d standard—tenth edition. Wayne, PA,
streptococci were vga and Isa(E), res erc);tii//el Importantl * DNA libraries were prepared using the Nextera : : : : : S- epidermidis 996923 2919 o7 srazi ° i i vgal”) VISs! WT W1 Clinical and Laboratory Standards Institute, 2015,
P : g , FeSp y- Imp ly, : : : - Table 2. MIC Values Obtained for Lefamulin and Comparator Agents Tested Against Isolates Included in This Study S. epidermidis 949426 2016 255 USA 5 _ ) vga(A) - WT WT WT y , :
no S. aureus isolates harbored cfr. Global surveillance will Ilbrary COﬂStI’UCtI.OH protocol (lllumma’, S.an Dlego, S. epidermidis 038399 2016 5 USA 8 i, , 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 mangfacturer s instructions MIC Values (ug/mL) = ez e 952505 2016 20 T g ) ) Vga( A) . WT WT WT testing: 27th informational supplement. Wayne, PA, Clinical and
and were Sequ_enced on a_M'Seq Sequencer Collection No. Lefamulin? Cllndamycm Chloramphenlcol Llnezolld Retapamulin Erythromycm R 958510 2016 487 USA 8 _ _ vaalA a WT WT WT Laboratory Standards Institute, 2017.
(JMI Laboratories, North Liberty, IA, USA) = 1CRIONTENS 9alR) | | |
STO 1 ) f fy ) 975498 S. aureus 0.5 (0.5) <0.06 S. epidermidis 934123 2016 5 USA 32 + - - C2534T H146Q, V154L, A157R  G71_R72ins WT (3) E_UCAtST (2\(/)17)_. Br?%kaomt tablg(s)1f$rAnthp£TtatufEtff/|>/||Cs and zotne /
e FASTQ format Sequencing iles for each sample set 981256 S. aureus 0.5 (0.5) <O5 4 1 05 0.5 05 2 012 S haemolvii 939969 2016 3 Mexi 4 4 : : 5 WT WT A29T iameters. Version 7.0, January . Available at http://www.eucast.org
. . . . . : . . yticus exico iy .
INTRODUCTION were assembled independently using de novo assembler 924825 S. aureus (1) <0.5 8 1 0.5 2 >2 >2 >8 S. sciurf 944662 2016 N/A° Mexico 16 : : : a WT WT A112D clinical_breakpointsl. Accessed January 2017.
SPAdes 3.9.0, and an in-house designed software was 953474 S. aureus 1 (1) <0.5 4 0.5 0.5 1 <0.25 <0.06 >8 S sciuri 941213 2016 N/Ab Bl 32 _ _ _ a WT WT WT (4) Hot C, Berthejtbll\l, ]flh?sneau O_d(20143. (tBhar;acterlz_atIZn of_Sfl(A), a novel
* Lefamulin is the first pleuromutilin antibiotic for applied to the assembled sequences to align against 879822 S. aureus 2 (>1) =0.5 3 1 0.5 4 <0.25 <0.06 0.12 S. bovis group® 973516 2016 214 France 0.25 - - - 696C>T WT WT WT %?Q,fh}e,iiﬁé‘isic‘,’,jr}”Z?,Z;Tc'rfba/?gei{f %ESL?QL”er 5:33'3?32]3?5(;2;'311
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 2 >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 activity tested
clinical development to treat community-acquired (MLSB) and pleuromutilin resistance genes gggj‘g g ZZ: zzz j 8 S%5 2 0{5 Of >28 52_22 : 0'212 8:; o oS 32%35 2812 [ij\l//'AA; Bﬂ%'ﬁim Oi5 - _ _ f,lz‘:tT-jC ’ 2“3 59tA >Ga A\;\QE ’ 48LW ;50T val against clinical isolates collected from pediatric and adult patients
bacterial pneumonia (CABP) and acute bacterial skin e Additional sequences of intrinsic genes associated : ' S. ang’ﬁOSL_’S _ i . i Jttipie alterations : worldwide (2015). JMI Study Number 17-NAB-02 for 16-NAB-07 study.
d skin structure infecti ABSSS| - e e L - 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 IMI data on file.
and skin structure infections ( ) \(/\IQ’EPC’[)he F;'Slzlr_%f)nu’“yg ?ﬂ%ﬂmg 3"[9,/ \'/nalé%')ng 23S rRNA 976441 S. aureus 32 (16) >64 64 0.5 4 >g 0.5 >2 >8 S. agalactiae 935554 2016 19 Mexico 16 : + : WT WT WT WT ) Sader HS, Flamm RK (2017, Surveilance of lefamuiin activiy tested
* This agent inhibits the bacterial protein synthesis by , IP , IP , ana rp , Were 072481 S. aureus >32 (>16) 4 4 1 1 >8 > ) 4 S. agalactiae 035557 2016 19 - 8 ) m _ WT WT WT WT er HS, Flam . Surveillanc ulin activity
c . . - : : ' ' against clinical isolates collected worldwide (2016). JMI Study Number
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 12_NAB_01 study. JMI data on file. (2916) ’
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(0.5) 16 4 0.5 <0.25 >8 >9 >9 >8 ?25?%871[5(':“'0%%%22%”81':8%?:5 V%lgsngifgrr?g%grr;guclegti2d3e5$§\q>_llj_egcets..Additional mutations oli)ser(\j/?cd in Sta{)f:y/ocg:ctlj spedciLezs2other 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.. Sclf’1warz 3 (26’13)_ The therococcaI ABC .t’ransporter ge%e
v C g . : : . : 951555 S. epidermidis 1 (0.5) >64 4 05 4 1 >9 ) >8 | , , : . : , an . Protein sequences were analyzed for annotating L3, L4, an : ) : . _ L
posmonlng of the tRNA as characteristic for protein amino acid sequences were considered wild 055639 SEE ' <0F 7 — — - = = = MLST method and database nonexistent. Isa(E) confers combined resistance to lincosamides, pleuromutilins and
s TICPT . . . . epiaermiais =0. : °Includes vga(A), vga(A)Lc, vga(B), vga(C), vga(D), and vga(E). trept in A antibiotics i thicillin- tibl d thicillin-resistant
pleuromutilin antibiotics type if 100.0% homology with the respective reference g 5o, S. epidermidis 2 (0.5) 16 2 0.25 <0.25 -8 -2 -2 8 “The sal(8) gene was detected n bofh S. soiuri idlates. Staphylococcus aureus. J Anfimicrob Chemother. 68: 473.475.
. f - inferiori sequences was d|3p|ayed - €P : = : °S. bovis group was identified as S. gallolyticus subsp. pasteurianus. pry ' Ce '
Lefamulin recently demonstrated nonin erlorlty {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. Ack led t
moxifloxacin  linezolid in two phase 3 clinical trials for - Differences were annotated when <100.0% homology 938399 EEEE—— 8 (4) <05 2 05 <0.25 g > > >8 cknowiedgments | | |
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 Seauence Tvbin 958510 S. epidermidis 8 (2) 2 4 1 <0.25 >8 <0.25 0.25 <0.06 to JMI Laboratories and C4 MedSolutions, LLC (Yardley, PA), a CHC Group
e The anti 1 profile of lefamuli n . 9 YPING 934123 S. epidermidis 32 (8) >64 64 128 1 >8 >2 >2 0.5 Organism | Year | _Collection No. 23S rRNA company.
© tantllbact?rla protiie or ietamu g‘ACé)I\D’e.rST g, * Multilocus sequence typing (MLST) was performed 939969 e ——— 4 (4) 64 30 5 4 4 9 9 >8 S. cohnii 2016 939671 333T>C, 1541T_1542GinsG, 1821A_1822GinsG, 2441C_2442GinsG, 2459T_2460CinsC, 2534T 2535CinsC, 2762G_2763CinsC Disclosures
most relevant organism in in Ip i i i i i . >
" ?asm ?) c?sietliveofgstid?ouz (grl;sm S;J] egativé a(; 3 " fpical by ext;actlng thte ;zreglé%uzly)deﬂned set of 7 housekeeping 944662 S. sciuri 16 (8) >64 32 1 0.5 8 >2 >2 >8 g gggg,f %Zg gglg gg’g;ég ?SS(T;(T: 162:96-;-: g 1225336‘#1 CC Susanne Paukner is an employee of Nabriva. Rodrigo E. Mendes, Timothy B.
) ’ ) ) gene fragments (~ P 941213 S. sciuri 32 (>16) <0.5 4 1 1 >8 >2 >2 0.25 — = — - - Doyle, Mariana Castanheira, Robert K. Flamm, and Helio S. Sader are
: , _ S. epidermidis 2016 939504 105G>A, 241G>T,669T>C, 1236 T>C, 2576G>T ’ : ’ .
respllratolry pathqgens | — Each fragment was compared to known allelic 973516 S. bovis gt.‘oupb 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 ﬁ:!;)yzﬁf;g 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 PERTIes:
has been monitored against a g|oba| collection of MLST website (PUbMLST, httpSZ//pUbfﬂlSt.Ol’g) 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-posite and fasicious Graim-negaive orgaNims + An allle sharing 100% genetic entty with aknown Gero e - ? ;‘ 1 - - ——— I
. ) ) . . ) . tetiensis . . . . , , ,
causing CABP and ABSSSI through the SENTRY 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 R S —— 8 (8) 4 5 : 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 >32 g haemolyticus gg}g %i?gfg \1/\4/1$6C>T, 2235A>G, 2882T>C electronic device to receive a
. . . . . _ . . . sclurl . . .
aSSOCIated_ Wlth elevated Ief_amu“n minimum I_nhlbltory - ISOlateS COntalnlng aIIeIes that d|d nOt matCh dan MI_C_=minimurT_1 inhibitory concent_ration; I\/_IIC50=I\/IIC at_which 50%_of the isqla_tes were inhibited; MICy,,=MIC at which 90% of the isolates were inhibited; Q-D=quinupristin-dalfopristin; NT=not tested. S. sciuri 2016 044662 WT PDF ﬂle Of the pOSt.er or visit
concentration (MIC) values in a alobal collection of existina seauence in the MLST database were “Initial lefamulin MIC results obtained during the surveillance studies are within parentheses. | osters.c4medsolutions.com/
g g seq P
®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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