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Figure S1: Gating strategy for the cell aggregate determination of Newman HOM and Newman D2C HOM cultures grown
for 6 h at 225 rpm and 37°C in TSB. (a-f) Fluorescently labeled beads and SYTO-9 stained cells were detected by excitation
at 488 nm (blue laser) and detected in fluorescence channel 1 (FL1, 525/50 nm). (a, b) Forward scatter vs. green
fluorescence cytogram of Megamix-Plus FCS beads (a; 100, 300, 600, and 900 nm beads) and FITC-labeld 3 um beads (b).
Gates were transferred to samples of SYTO-9 stained bacteria (c-f). The single bacterial particle gate was identified after
sonication of the bacterial suspensions (d, f), assuming an average size of 600 nm per bacterial particle (singlets). The
resolution allowed for the separation of aggregates into doublets and larger aggregates. (g) Singlets, doublets and larger
aggregates were quantified as percentage of events in the respective gates. Results represent the averages of three
independent experiments. Error bars indicate the standard deviation of the mean. Round symbols indicate the values of
individual experiments.
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Figure S2: Proportion of dead cells in Newman HOM and Newman D2C HOM 6 h TSB cultures. (a) Representative
micrographs of SYTO9/propidium iodide (Pl)-stained S. aureus Newman HOM and Newman D2C HOM cultures.
Strains were cultured in TSB for 6 h at 37°C and 225 rpm. Images of SYTO9/PI-stained cells were taken with a Leica
DMI 4000 B inverted fluorescence microscope equipped with a Leica DFC420 C camera and the Leica application
suite software version V4.6.1 (Leica, Wetzlar, Germany). Images were acquired with a Leica N-Plan 40 x 0.55
numerical aperture objective using the FITC and PI filter settings (Leica filter cubes 13 and N2.1, respectively). (b)
Proportion of Pl-stained events. Cell suspensions were stained and FACS-analyzed as outlined in Fig. S1. SYTO-9
stained cells were detected by excitation at 488 nm (blue laser) and detected in fluorescence channel 1 (FL1, 525/50
nm). Pl-labeled bacteria were detected by excitation at 561 nm (yellow-green laser) and detected in fluorescence
channel 3 (FL3, 617/30 nm). Proportions of Pl-positive cells were determined in relation to the numbers of SYTO-9
stained cells, which were set as 100%. Results represent the averages of three independent experiments. Error bars
indicate the standard deviation of the mean. Round symbols indicate the values of individual experiments.



Table S1: List of nucleotide polymorphisms identified in the genomes of strains Newman HOM (CP160003.1), Newman (AP009351.1), NYU Newman (CP023390.1), Newman D2C NY (CP023391.1), and Newman D2C HOM (CP160002.1) in
relation to the Newman UoM reference genome (NZ_LT598688.1)
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2047/8 cA ccan ins intergenic region - - NA NA potential Chz’;g:n:N 1 1 1
2068/9 T TTAA ins intergenic region - - NA NA potential “hz’;g:n:N 1 1 1
2070/1 Tc TTCC ins intergenic region - - NA NA potential “hz’;g:n:N 1 1 1
2073 A c snp intergenic region . . NA NA potential “"Z’;E:HZ‘N 1
2075 c cc ins intergenic region . . NA NA potential “"Z’;E:HZ‘N 1 1 1
3-(L-alanin-3-ylcarbamoyl)-2-((2-
87710 G A snp aminoethylcarbamoyl)methyl]-2- sbnF 3 G1347A no none 1 1
hydroxypropanoate synthase SbF
114106 G A snp pseudogene BN8422_RS15625 |  p NA NA none 1
114117/20 T TACT mnp pseudogene BNB422_RS1S625 |  p NA NA none 1
114126/31 CAAACT CTAAAT mnp pseudogene BN8422_RS15625 p NA NA none 1
114147/50 TTAA TACA mnp pseudogene BN8422_RS15625 p NA NA none 1
114165 T c snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114179 A 6 snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114186/94 AACTCTTT AGATACGT mnp pseudogene BN8422_RS15625 p NA NA none 1
114197 A 6 snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114207 G A snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114214 c T snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114229 T A snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114235 G A snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114239 T A snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114247 T A snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114251 G A snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114270/4 ATATCA ACATTA mnp pseudogene BN8422_RS15625 p NA NA none 1
114276/84 CAGTTATTT CGACTACAT mnp pseudogene BN8422_RS15625 p NA NA none 1
114287/96 ACGATGTTAG AAGACGATGG mnp pseudogene BN8422_RS15625 ] NA NA none 1
114304 G A snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114316 G A snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114333 T A snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114342 A 6 snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114346 c T snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114355/62 ATTGTCAG AATGACTG mnp pseudogene BN8422_RS15625 p NA NA none 1
114366/74 AGTCGGTAA AATCAGTTA mnp pseudogene BN8422_RS15625 ] NA NA none 1
114385 A T snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114394 A T snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114399/404 ATGTAA ACGGTA mnp pseudogene BN8422_RS15625 p NA NA none 1
114415 A 6 snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114430 G T snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114433/7 TAATA TGACA mnp pseudogene BN8422_RS15625 p NA NA none 1
114445 G A snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114451/5 TCGGA TAGAA mnp pseudogene BN8422_RS15625 p NA NA none 1
114468/72 A-CAAG AACAGG mnp pseudogene BN8422_RS15625 p NA NA none 1
114477 T c snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114492/7 TGTTGA TATTAA mnp pseudogene BN8422_RS15625 p NA NA none 1
114501/7 TGATTC-A TATGTCTGA mnp pseudogene BN8422_RS15625 p NA NA none 1
114510/5 ATTTCT ACT-T mnp pseudogene BN8422_RS15625 p NA NA none 1
114525 G A snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114541 c A snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114557 G A snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114564 A 6 snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114574 G A snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114582 G A snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114663 G A snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114675 T A snp pseudogene BNB422_RS1S625 |  p NA NA none 1
114693 A 6 snp pseudogene BNB422_RS1S625 |  p NA NA none 1
214713 G A snp thiolase family protein BN8422_RS00925 m C687T no none 1
267700 c T snp intergenic region - - NA NA :zur::c':;:;::;g:vi;:n ! ! !
355667 G T snp phage baseplate upper protein | BN8422_RS01740 |  p Gea6T V220F "me":;:;';"gss'é'f;:g"“y of 1 1
355813 T C snp. phage baseplate upper protein BN8422_RS01740 ] T792C no none 1 1
355821 A c snp phage baseplate upper protein | BN8422_RS01740 |  p A800C Y2675 "°‘e":;;:";2"g:5'l;‘137°:l')"“v of 1 a
355850 G A snp phage baseplate upper protein | BN8422_RS01740 |  p G829A A277T "°‘e":;;:";2"g:5'l;‘137°:l')"“v of 1 a
356635 A T snp phage baseplate upper protein | BN8422_RS01740 |  p Al614T no none 1 1
359149/56 GGCAAGAG GTCTAGGG mnp g‘““’“'“‘"‘d”;ii‘;a”'"'m"‘a‘"‘"g BN8422_RS01760 |  p 6127:12:11627“ A4265 "°‘e":;;:";2'lg:5'l;‘12’7°6‘l')v"y of 1 1
359173/80 TAATGCTT TCATACAT mnp g‘““’“'“‘"‘d”;ii‘;a”'"'m"‘a‘"‘"g BN8422_RS01760 P Alao?lcés;:““' N434H, A435T "°‘e":;;cj';2':g:5'l;'137°6‘l')v'ty of 1 1
359186 T c snp g‘““’“'“‘"‘d”;ii‘;a”'"'m"‘a‘"‘"g BN8422_RS01760 b T1311C no none 1 1
359193/201 ACGCTA ATGCAA mnp g‘““’“'“‘”‘“”;f;‘::""’“’"‘a‘"‘"g BN8422_RS01760 |  p 1320, T1323A no none 1 1
359214/9 GTTCAG GCTCGG mnp glucosaminidase domain-containing | gy pso1760 | p T1341C, T1344A no none 1 1

protein




glucosaminidase domain-containing

359233 A 6 snp BN8422_RS01760 A13596 no none
protein
359257 G A snp glucosaminidase domain-containing | gyey5) gso1760 G1383A no none
protein
359263 c T snp glucosaminidase domain-containing | gye5) gso1760 13897 no none
protein
glucosaminidase domain-containing potential change in activity of
359294 A BN8422_RS01760 614208 vazal
6 P protein - BN8422_RS01760
glucosaminidase domain-containing potential change in activity of
359306 6 BN8422_RS01760 14326 s478A
T snP protein - BN8422_RS01760
359313/8 ATAAGA ACAAAA mnp g‘““’sa"”"‘da'if;‘:ma'"'°°"ta‘m"g BN8422_RS01760 T1440C, G1443A no none
glucosaminidase domain-containing A1503G, G1506A, potential change in activity of
359376/81 AAAA( AGAAAAA BN8422_RS01760 H503N
/ GCA me protein - C1507A BN8422_RS01760
359392 T c snp glucosaminidase domain-containing | gye5) gso1760 T1518C no none
protein
359404 A G snp glucosaminidase domain-containing | gye5) gso1760 A15306 no none
protein
359413 T c snp glucosaminidase domain-containing | gyey5) gso1760 T1539C no none
protein
359434 T c snp glucosaminidase domain-containing | gyey5) gso1760 T1560C no none
protein
371815 c A aldehyde reductase BN8422_RS01825 c681A D227€ potential change in activity of
. Ve - BN8422_RS01825
potential change in
392066/72 TARACAA TITAACA mnp intergenic region - NA no transcription of
BN8422 RS01940
low temperature requirement protein potential change in activity of
394457 A c BN8422_RS01950 T6026 L201R
P A - BN8422 RS01950
potential change in activity of
423561 thetical prot BN8422_RS02120 AGS3T k219N
T A snp hypothetical protein | o822 AS02120
- P——
456623/7 ATCAA AATCA mnp tandem-type lipoprotein Lpl5 Ipls T113A,C114T,AL15C| 139N, K40Q potential °ha|_"j: nactivity o
472768 G A snp PP family protein | PNB422_RS02375 G189A no none
472939 A T snp PAP2 family protein | BN8422_RS02375 A361T no none
472993 G A snp PAP2 family protein | BN8422_RS02375 G415A no none
473032 c T snp pAP2 family protein | PNB422_RS02375 cas3t no none
473044 T A snp PAP2 family protein | BN8422_RS02375 T465A no none
473090 T c snp PAP2 family protein | BN8422_RS02375 T511C no none
473092 G A snp PAP2 family protein | BN8422_RS02375 G513A no none
473146 A G snp oD family protein | PNB422_RS02375 AS67G no none
methionine ABC transporter ATP- potential change in activity of
478391 G A BN8422_RS02405 G23A s8N
P binding protein - BN8422 RS02405
478393 A T snp methionine ABC transporter ATP- | g5, gsaa05 A25T Kk9* premature stop
binding protein
478308 c T snp methionine ABC transporter ATP- | gg )5 Rs0za05 c307 no none
binding protein
478418/9 A A del methionine ABC transporter ATP- | g2, gsoz405 As1- no frameshift mutation
binding protein
502644 T G snp TRNA-165 ribosomal RNA BN8422_RS02520 T1656 NA unknown
504076 c T snp intergenic region - NA NA none
soa1so/17 | CAAM TT“G“CGCAGTA ¢ del intergenic region - NA NA none
165 rRNA (adenine(1518)- otential change in activity of
519329 G T snp N(6)/adenine(1519)-N(6))- rsmA G183T m611 s Rsrg“A u
i RsmA
545819 A G snp intergenic region - NA NA none
- ; - —
82008 o A o DNA-directed RNA polymerase poc c2230m o potential change in activity of
subunit beta" RpoC
586896 T c snp S04clongation factor G fusA T1954C F652L potential °haF’:]gsi'" activity of
586923 A c snp elongation factor G fusA A1981C NB61H potential °haF’:]gsi'" activity of
586974 G A snp elongation factor G fusA G2032A V6781 potential °haF’:]gsi'" activity of
587073 T c snp intergenic region - NA no none
587108 T c snp intergenic region - NA no none
588666 G T snp intergenic region - NA no none
592106 c A snp glyoxalase lll HchA hchA C601A L2011 potential °h;"cg:A'" activity of
618686 T c snp | glucosamine-6-phosphate deaminase nag8 T279¢ no none
685403/5 AcA A del M0 family metallopeptidase | BN8422_RS03445 T558-, G559- multiple truncated protein
potential change in
747605 G A snp intergenic region - NA NA transcription of
BN8422 RS03775
I
757763 G A snp response regulator transcription saeR C505T R199C change in activity of SaeR
factor SaeR
potential change in
812216 c A snp intergenic region - NA NA transcription of
BN8422 RS04100
814755 A G snp excinuclease ABC subunit Uvr wrs A3256 T109A potential °hang;'" activity of
814763 T G snp excinuclease ABC subunit Uvr wrs 3336 1111M potential °hang;'" activity of
814800 c G snp excinuclease ABC subunit Uvr wrs 3706 L124v potential °hang;'" activity of
iron-sulfur cluster assembly accessory ORF not annotated in
897816/7 A BN8422_RS04590 NA NA
/ m del protein - AP009351.1
iron-sulfur cluster assembly accessory ORF not annotated in
897843 c A BN8422_RS04591 NA NA
e protein - AP009351.1
iron-sulfur cluster assembly accessory ORF not annotated in
897844/5 A BN8422_RS04592 NA NA
/ e del protein - AP009351.1
397863/73 AATGG o e | ror-sulfur cluster assembly accessory | geros ocoacos - A ORF not annotated in
protein AP009351.1
iron-sulfur cluster assembly accessory ORF not annotated in
897880 G BN8422_RS04594 NA NA
66 " protein - AP009351.1
iron-sulfur cluster assembly accessory ORF not annotated in
897891 T A BN8422_RS04595 NA NA
e protein - AP009351.1
iron-sulfur cluster assembly accessory ORF not annotated in
897894/5 c ] BN8422_RS04596 NA NA
/ a de protein - AP009351.1
iron-sulfur cluster assembly accessory ORF not annotated in
897912/5 AAGA AGAA BN8422_RS04597 NA NA
/ e protein - AP009351.1
iron-sulfur cluster assembly accessory ORF not annotated in
897923/4 G del BN8422_RS04598 NA NA
/ 66 © protein - AP009351.1
iron-sulfur cluster assembly accessory ORF not annotated in
897953/4 G del BN8422_RS04598 NA NA
/ . © protein - AP009351.1
iron-sulfur cluster assembly accessory ORF not annotated in
897992/3 T del BN8422_RS04598 NA NA
! i N protein - AP009351.1
Insertion immediatly
201400 A AR ins intergenic region - NA NA downstream of
BN8422_RS04600
potential change in activity of
935736 G T Cof-type HAD-IIB family hydrol BN8422_RS04750 c701A A234D
e ortype amfly hycro'ase - BN8422_RS04750
936394 A A ins  |Cof-type HAD-IIB family hydrolase | BN8422_RS04750 NA NA frameshift mutation after L15




972712

snp RluA family pseudouridine synthase | BN8422_RS04925 G288A no none
| 4
996710/3 ATAA AATA mnp IDEAL domain-containing protein | BN8422_RS05025 T217A, A218T “721 Elongated ”;ﬁ:‘;‘lq Ad)in
Potential change in
996729 c cc ins intergenic region - NA NA transcriptional termination of
BN8422 RS05025
Potential change in
996737/8 A A del intergenic region - NA NA transcriptional termination of
BN8422 RS05025
potential change in
997911 T G snp intergenic region - NA NA transcription of
BN8422 RS05035
tential change in activity of
1005331 c G snp glycosyltransferase BN8422_RS05080 c13416 NaaTK po E";;S;zazrig:s";'szcsg' Vol
potential change in
1078199 G A snp intergenic region - NA NA transcription of
BN8422 RS05445
potential change in activity of
1087338 T A BN8422_RS05490
snp pyruvate carboxylase | T1818A NGO6K eN8422 505490
1133949 c T snp BppU family phage baseplate upper | gy g47) psosgas c858T no none
protein
BppU family phage baseplate upper potential change in activity of
1133954 G A BN8422_RS05845 288N
e protein - G863A BN8422 RS05845
] potential change in activity of
4 X family prot BN8422_RS05855 4
1135441/4 AAAC AGGC mnp XkdX family protein X A147G, A148G T50A NGty sosaaE
potential change in
1135476 T A snp intergenic region - NA NA transcription of
BN8422_RS05860
potential change in
1135494 A c snp intergenic region - NA NA transcription of
BN8422_RS05860
potential change in
1135500 G A snp intergenic region - NA NA transcription of
BN8422_RS05860
potential change in
1135506 T c snp intergenic region - NA NA transcription of
BN8422_RS05860
1135530 A G snp DUF2951 domain-containing protein | BN8422_RS05860 A216 no none
potential change in
1135899 G A snp intergenic region - NA NA transcription of
BN8422 RS05865
1135960 T c snp glucosaminidase domain-containing | g\es5; poosges T15¢ no none
protein
glucosaminidase domain-containing potential change in activity of
4 BN8422_RS05865
1135964/9 AAAACA AGACTA mnp P X A196, A21C, C22T N8T o422 RS0S8ES
1135975 A G snp glucosaminidase domain-containing | gyey5) gsosges A30G no none
protein
1138592/7 TAGTAG TGGTGG mnp g‘““’“'“‘”‘“;f;‘::""“’"‘a‘"‘"g BN8422_RS05865 A48G, AS1G no none
potential change in activity of
8923 c BN8422_RS06205
119 snp cell division protein FtsQ/DiviB | 2336 s78c eN8422 RS06205
potential change in activity of
5715 A T RNA-binding prot BN8422_RS06240
120 snp inding protein | A268T T905 o422 RS08240
potential change in activity of
5724 G c RNA-binding prot BN8422_RS06240
120 snp inding protein X Ga77C E93Q BNB422 AS06240
potential change in activity of
014/9 AGAAAT ATATTT RNA-binding prot BN8422_RS06240
1206014/ mnp inding protein | GS68T, ASTOT, AS71T|  E190Y, M191L o422 RS06240
C601G, A602G,
AGOSG, otential change in activity of
1206047/56 ACAACTAATC AGGGGGGGGC mnp RNA-binding protein BN8422_RS06240 C604G,T605G, | Q2016, 12026, 12036 | P & v
BN8422_RS06240
AGO6G,
A607G,T608G
1281987 A c snp translation elongation factor Ts tsf A260C E87A potential °haE:fs'" activity of
CDP-diacylglycerol--glycerol-3- 273G, G274T, potential change in activity of
1314331/7 TIGTACT TGTACTT sA
/ MMP" | phosphate 3-phosphatidyltransferase PE 2758, A276¢, C2777| '91M VIR, L93F PgsA
1316960 T c snp recombinase RecA recA T780C no none
1339788/93 TIGGGT TGGGTT mmp GTPase Hflx hfix T149G, G152T L50W, 651V potential °ha;‘§§'" activity of
1375467/72 crrerT cerTer mnp transcriptional repressor LexA lexA AL69G, GL70A, RS7E, RS8G potential change in activty of
AL726 LexA
1375505 A c snp transcriptional repressor LexA lexA T1356 no none
1375516/9 TTGA TGAA mnp transcriptional repressor LexA lexA c1227, A123C Sa1F potential °haL’;ii'" activity of
potential change in activity of
1377825 T A snp transketolase Tkt tht T1315A Ya3sL .
3646, tential change in activity of
1377872/6 AACGT ACGTT mnp transketolase Tkt tht ABG;;:;T TassT potentialchatas imactivy o
1379332 T c snp CedC family protein BN8422_RS07100 T135¢ no none
potential change in activity of
394/7 TAAT 6T Cedc family prot BN8422_RS07100
1379394/ mnp cdC family protein | AL98T, A199G 167v o422 RS07100
potential change in activity of
1379418 T A Cedc family prot BN8422_RS07100
snp cdC family protein | T221A V74D o422 RS07100
potential change in activity of
1379468 A G Cedc family prot BN8422_RS07100
snp cdC family protein | A2716 K91E o822 RS07100
potential change in activity of
1379478 A T Cedc family prot BN8422_RS07100
snp cdC family protein | A28IT K941 o422 RS07100
1379482 A c snp CedC family protein BN8422_RS07100 A285C no none
aa037 N o o 4-hydroxy-tetrahydrodipicolinate oot ato0 106 potential change in activity of
reductase DapB
5-tetrahydropyridine-2,6- T639C, G640T, potential change in activity of
1441315/20 cT6CAA ccTeeA dapD A214c
/ e - P 641G, A642C Dapd
5-tetrahydropyridine-2,6- G654A, C655G, potential change in activity of
1441330/4 AGCAA AAGCA dapD 19A
/ mnp N- P AB66C az DapD
potential change in activity of
1538870 A G - BN8422_RS07735 ssap
snp DUF1405 domain-containing protein | T160C o822 RS07735
1578805 G c snp pyrroline-5-carboxylate reductase proC G611C R204P potential °haP"riEc'" activity of
1578839/43 ACGTT AACGT mnp pyrroline-5-carboxylate reductase proC C646A, GE4TC, R216T potential change in activty of
T648G ProC
1578848 T A snp pyrroline-5-carboxylate reductase proC Tes4A D218E potential °haP"riEc'" activity of
AGAAAAAATATTAC TACCT G673-, T681A, | R225K, N227K, T279P,
tential ch tivity of
1578867/905 | CTCTAAAGGTGGTA |CTAAAGGGGGTACA|  mmp pyrroline-5-carboxylate reductase proC T683A, T696G, | S280L, G283V, T284q | PO BRI A S
CGACACAAGCT AAACAAGCCT G702A, C704A, -711C| T285N, Q286K, A287P
potential change in
1579013 A A ins intergenic region - NA NA Hal
of proC
1655397 A c snp translation elongation factor 4 lepA T1164G no none
1736464 c T snp trigger factor tig G925A V309! potential cha:?ge in activity of
potential change in
1761009 T ™ ins intergenic region - NA NA transcription of
BN8422 RS08930
potential change in
1851770 T c snp intergenic region - NA NA transcription of
BN8422 RS09300
potential change in
1861260/4 ATTCA AATAA mnp intergenic region - NA NA transcription of
BN8422 RS09355
potential change in
1861277 A T snp intergenic region - NA NA transcription of

BN8422 RS09355




potential change in

1861291 G A snp intergenic region - NA NA transcription of
BN8422 RS09355
potential change in
1861301/7 TATGTT-A TITATTCA mnp intergenic region - NA NA transcription of
BN8422 RS09355
metalloregulator ArsR/SmtB family potential change in activity of
1861309/13 GACGT GTeTT BN8422_RS09355 AGT, G8T 25
/ e factor - BN8422 RS09355
metalloregulator ArsR/SmtB family potential change in activity of
1861325 G T BN8422_RS09355 G197 A7S
P iption factor - BN8422 RS09355
metalloregulator ArsR/SmtB family potential change in activity of
1861330/4 ATTTT AATAT BN8422_RS09355 T25A, T27A Fol
/ e iption factor - g BN8422 RS09355
metalloregulator ArsR/SmtB family potential change in activity of
1861340 G A BN8422_RS09355 G34A vial
P factor - BN8422 RS09355
1861356/61 GCAGAT GTAGGT mnp metalloregulator ’_”5';/5'!“‘3 family | gnga22_Rsoosss C51T, A54G no none
actor
1861370 c T snp metalloregulator ’_”5';/5'!“‘3 family | gnga22_Rsoosss c6aT no none
actor
1861390 A T snp metalloregulator A“';/S'!“‘B family | gnga22_Rsoosss AB4T no none
actor
1861394 T c snp metalloregulator ’_”5';/5'!“‘3 family | gnga22_Rsoosss T88C no none
actor
1861407/12 ATTTGT ACTTAT mnp metalloregulator ’_A’s';/ 5'!"‘3 family | gnga22_Rsoosss T102C, G105A no none
actor
metalloregulator ArsR/SmtB family potential change in activity of
1861416 c A BN8422_RS09355 1108 A37E
P factor - BN8422 RS09355
1861420 T c snp metalloregulator ’_”5';/5'!“‘3 family | gnga22_Rsoosss T114C no none
actor
1861432 T A snp metalloregulator ’_”5';/5'!“‘3 family | gnga22_Rsoosss T126A no none
actor
metalloregulator ArsR/SmtB family potential change in activity of
1861443/9 TTAGCTA TAAGTCA BN8422_RS09355 T138A, C140T, T141C vagH
/ e factor - BN8422 RS09355
metalloregulator ArsR/SmtB family potential change in activity of
1861458/61 AAGC AGTC BN8422_RS09355 A153G, G154T AS2S
/ e iption factor - . BN8422 RS09355
861753 N . op | Proonite effluxtransporter membrane o 133c rass potential change in activity of
subunit ArsB ArsB
s61758 B N op | Proonite effluxtransporter membrane o . N e
subunit ArsB
1861763/ . TATTAG | Poete effux ransporter membrane o 140, C1a7A oL potential change in activity of
subunit ArsB ArsB
861798 N A op | Proonite effluxtransporter membrane o . N e
subunit ArsB
arsenite efflux transporter membrane
1861800 G A snp " arsB G180A no none
subunit ArsB
1861808/16 CrcRGTen [ | ProeTte effux transporter membrane o C189G, T1906, soan potential change in activity of
subunit ArsB A192T, C195T ArsB
1861839/44 aaaGT oamar | PeeTte eflux transporter membrane o 22206, G223 <aE 751 potential change in activity of
subunit ArsB ArsB
1861940/5 TIGCTG TAGCAG map | 2roenite efflux transporter membrane arsB T321A, T324A no none
subunit ArsB
arsenite efflux transporter membrane
1861965 c T snp " arsB caasT no none
subunit ArsB
arsenite efflux transporter membrane
1861971 G T snp " arsB G351T no none
subunit ArsB
arsenite efflux transporter membrane
1862040 T c snp " arsB T420¢ no none
subunit ArsB
arsenite efflux transporter membrane
1862052 G c snp " arsB Ga32c no none
subunit ArsB
arsenite efflux transporter membrane
1862064 A T snp " arsB Ad44T no none
subunit ArsB
arsenite efflux transporter membrane
1862220 T c snp " arsB T600C no none
subunit ArsB
1862226/30 AaCon . | PeeTte effux transporter membrane o 66077, G603C 12035 potential change in activity of
subunit ArsB ArsB
arsenite efflux transporter membrane C1087A, AL089G, potential change in activity of
1862706/11 CCTAAT CATGGT arsB 1363M, 1364V
/ e subunit ArsB A10906 ArsB
1862723/8 TTATCG TCATAG map | 2roenite efflux transporter membrane arsB T1104€, C1107A no none
subunit ArsB
186274/6 GTCCAA GACCTA map | 2roenite efflux transporter membrane arsB T11224, A1125T no none
subunit ArsB
1862753/64 caccontacacr | coccanmreamr | PoeTte eflux ransporter membrane o A1134G, G1137A, o one
subunit ArsB A1240T, C11437
862172 N A op | Proonite effluxtransporter membrane o 11528 - e
subunit ArsB
arsenite efflux transporter membrane
1862779 c T snp " arsB c11597 no none
subunit ArsB
arsenite efflux transporter membrane
1862785 T c snp " arsB T1165¢ no none
subunit ArsB
arsenite efflux transporter membrane
1862790 c T snp " arsB c11707 no none
subunit ArsB
1862807 A o op | Proonite effluxtransporter membrane o 1870 3960 potential change in activity of
subunit ArsB ArsB
862811 N o op | Proonite effluxtransporter membrane e 1916 - e
subunit ArsB
arsenite efflux transporter membrane
1862820 T G snp " arsB T12006 no none
subunit ArsB
arsenite efflux transporter membrane
1862826 c A snp h arsB C1206A no none
subunit ArsB
1862843/8 GTATCA GAATTA map | 2roenite efflux transporter membrane arsB T1224A, C1227T no none
subunit ArsB
1862852/7 TTACAA TCACTA map | 2roenite efflux transporter membrane arsB T1233C, A1236T no none
subunit ArsB
arsenite efflux transporter membrane
1862865 A c snp " arsB AL245C no none
subunit ArsB
862872 A o op | Proonite effluxtransporter membrane o 12526 18y potential change in activity of
subunit ArsB ArsB
862877 B A op | Proonite effluxtransporter membrane o P - e
subunit ArsB
862881 A N p | Proonite effluxtransporter membrane o oot 1L potential change in activity of
subunit ArsB ArsB
1862885/%6 - STTTATACCITA | PoeTte eflux ransporter membrane o G1266T, G1269A, o one
subunit ArsB T1272C, A1275T
1862901 N A op | Proonite effluxtransporter membrane o T181A - e
subunit ArsB
1862939 A G snp arsenate reductase (thioredoxin) arsC A9 no none
1862966 c A snp arsenate reductase (thioredoxin) arsC c36A no none
1862972 A T snp arsenate reductase (thioredoxin) arsC Ag2T no none
1862977/82 GAAGTC GTAGCC mnp arsenate reductase (thioredoxin) arsC A48T, T51C no none
1863000/7 GCTAAACA GGAAAGGA mnp arsenate reductase (thioredoxin) arsC €716, TC;ZE’; A7SG, A246, Q26E potential °ha:f:c'" activity of
C81A, T84G, C86G, potential change in activity of
1863010/23 | TCTTAGCGGATGAT | TATTGGGTGAAGGT te reductase (thiored arsC A29G, D30, D316
% mnp arsenate reductase (thioredoxin) BT, To0n, AS2G , D30E, e
1863032 A c snp arsenate reductase (thioredoxin) arsC A102C no none
1863047 c T snp arsenate reductase (thioredoxin) arsC Sto no none
1863056 c T snp arsenate reductase (thioredoxin) arsC c1267 no none
1863068 c T snp arsenate reductase (thioredoxin) arsC c13sT no none
1863074 G A snp arsenate reductase (thioredoxin) arsC G144A no none
potential change in activity of
1863096/9 GGCA GATA mnp arsenate reductase (thioredoxin) arsC G167A, C168T G56D e
1863113 T c snp arsenate reductase (thioredoxin) arsC T183C no none




1863119 A G snp. arsenate reductase (thioredoxin) arsC A189G no none
1863124/32 ATTTAATCG ACTTGATTG mnp arsenate reductase (thioredoxin) arsC T195C, A198G, C201T| no none
- pR—
1863138 A G snp. arsenate reductase (thioredoxin) arsC A208G N70D potential Cha:iill’! activity of
1863188/92 CGTAA CAATA mnp arsenate reductase (thioredoxin) arsC G259A, T2604, V87N potential change in activty of
A261T ArsC
1863197 C T snp. arsenate reductase (thioredoxin) arsC C267T no none
potential change in activity of
1863200/3 TICT TATT mnp arsenate reductase (thioredoxin) arsC T271A, C272T S911 ArsC
potential change in activity of
1863210 A C snp. arsenate reductase (thioredoxin) arsC A280C T94P ArsC
1863215 T C snp. arsenate reductase (thioredoxin) arsC T285C no none
1863221 G A snp. arsenate reductase (thioredoxin) arsC G291A no none
1863227 A G snp. arsenate reductase (thioredoxin) arsC A297G no none
1863236 A T snp. arsenate reductase (thioredoxin) arsC A306T no none
1863248 T A snp. arsenate reductase (thioredoxin) arsC T318A no none
- __ potential change in
1889575/60 TT6CCG TCACAG mnp intergenic region NA NA ot pephL
- __ potential change in
4 -
188956 A G snp intergenic region NA NA ot pephL
- __ potential change in
1889572 G A snp intergenic region NA NA ot pephL
- __ potential change in
1889619 A AA ins intergenic region NA NA ot pephL
potential change in
1889781 c G snp intergenic region - NA NA transcriptional termination of
PepAL
potential change in
1889785/6 AA A del intergenic region - NA NA transcriptional termination of
PepAl
lanthionine synthetase C family potential change in activity of
1911271 G A BN8422_RS09640 G272A A91V
snp protein - BN8422_RS09640
. ) potential change in activity of
1923290 c T snp protoporphyrinogen oxidase hemy G1363A Gasss oy
tential ch tivity of
1923314/8 caacc CcAAC mmp protoporphyrinogen oxidase hemY G1336T, T1338G V4466 potentialc :’::V'" activity o
1996699 T G snp. hypothetical protein BN8422_RS10190 A600C no none
potential change in
1972907 G C snp. intergenic region - NA NA transcription of
BN8422 RS10085
} potential change in
I IF
1983554 T A snp BppU family Ph?gf baseplate upPPer | gygq27 10145 T718A N2401 transcription of
protein BN8422_RS10145
1983903 G A snp BppU family phage baseplate upper | pygq7) psio1as G369A no none
protein
potential change in
1986622 A G snp. intergenic region - NA NA transcription of
BN8422_RS10155
potential change in
1986628 C T snp. intergenic region - NA NA transcription of
BN8422_RS10155
potential change in
1986634 T G snp intergenic region - NA NA transcription of
BN8422_RS10155
potential change in
1986652 A T snp. intergenic region - NA NA transcription of
BN8422_RS10155
; ] potential change in activity of
2007942 A T X BN8422_RS10290 V6D
snp | DUF1381 domain-containing protein X ALTT 5102 5510090
2007951 T G snp DUF1381 domain-containing protein | BN8422_RS10290 AT Q3H potential change in activity of
BN8422 RS10290
) potential change in activity of
2008002 A c dUTP diphosphatase BN8422_RS10295 1770
i phosp! - pezsc BN8422 RS10295
2008008 T G snp dUTP diphosphatase BN8422_RS10295 15236 K175Q potential change in activity of
BN8422 RS10295
) potential change in activity of
2008310 A c dUTP diphosphatase BN8422_RS10295 A221c F74C
i phosp! - BN8422 RS10295
helix-turn-helix transcriptional ORF not annotated in
2018862/3 AA ATCGAA BN8422_RS10415 NA NA
/ " regulator - AP009351.1
helix-turn-helix transcriptional ORF not annotated in
2020036/8 - BN8422_RS10415 NA NA
/ ArC Acee e regulator - AP009351.1
2044040 T A snp intergenic region - NA NA none
2044055 G c snp intergenic region - NA NA none
2048395 A G snp sodium/proline symporter PutP putp A224G E75G potential Chapr:ii'" activity of
M25G, 1265, E275, | _Insertion of a frameshifted
quorum-sensing response regulator €285, K29F P30M, |  ISL3-like element IS1181
2153627/8 AT - 1T BN8422_RS11235 Itipl
/ Als181 ins AgrA - multip'e M31V, £32G, 133R, |family transposase leading to a
A3 truncated AgrA
AT —
2153725 c A snp LYtTR family DNA-binding domain- | gay5) gs11935 C168A Ys6* truncated AgrA
containing protein AgrA
tential ch tivity of
2150274 A T snp ammonium transporter BN8422_RS11260 A340T s114T potentiald E’T:g;'" activity of
tRNA (adenosine(37)-N6)-
threonylcarbamoyltransferase potential change in activity of
2168120 C T tsaB G375A M12s1
e complex dimerization subunit type 1 BN8422_RS11260
TsaB
2367325/30 TATAAT TITA-T mnp 308 ribosomal protein S5 rpsE T491-, T493A L164%, Y165-, N166- | C-terminal truncation of RpsE
2432513 T A intergenic region - NA NA potential change in
snp genic reg iption of fdhF
2474077 T c snp hypothetical protein BN8422_RS12975 T279¢ no none
2505074/7 AATA ATAA mnp intergenic region - NA NA none
2505101/2 AR A del intergenic region - NA NA none
2505126/7 ™ T del intergenic region - NA NA none
2505141 T G snp intergenic region - NA NA none
2505150/1 AR A del intergenic region - NA NA none
cation:dicarboxylase symporter family potential change in activity of
2510394 C A BN8422_RS13155 G764T G255V
P transporter - BN8422 RS13155
potential change in
2533055/6 ™ T del intergenic region - NA NA transcription of
BN8422 RS13260
Zinc ABC transporter substrate- C-terminal elongation of AdcA
2533168 T A adcA A1551T *517Y
P binding lipoprotein AdcA in AP009351.1
Zinc ABC transporter substrate- potential change in activity of
2533196 T G adcA A1523C 508P
P binding lipoprotein AdcA @ AdcA
Zinc ABC transporter substrate- potential change in activity of
2533236 T A adcA A1483C N49sY
P binding lipoprotein AdcA AdcA
25332436 et ot . inc ABC transporter substrate- deA 1456A, AL4STG ca02R potential change in activity of
binding lipoprotein AdcA AdcA
Zinc ABC transporter substrate- potential change in activity of
2533314 T G adcA A1405C N469H
P binding lipoprotein AdcA AdcA
potential change in
2535540/4 crec ccte mnp intergenic region - NA NA transcription of

BN8422 RS13275




multidrug efflux MFS transporter

potential change in activity of

2542059/61 GTAA GGTA deA T924, AS3C 131y
/ mnp MdeA mae/ MdeA
TCATTTAATAATCCA| TTTCATTAATAATCC multidrug efflux MFS transporter T53-, AG6-, 70, - N-termially truncated mdeA
2542082/101 mdeA NA
/ AAAAA AAAAA mme MdeA ORF in AP009351.1
potential change in activity of
2570240 T G dium:proton antiport BN8422_RS13470 15836 V5286
snp sodium:proton antiporter X eNs422 RS13470
2570252/9 AGACACAC AAACCCCC mnp sodium:proton antiporter BN8422_RS13470 G1596A, AL599C, H534P potential change in activity of
A1601C BN8422 RS13470
potential change in activity of
2570276 T G dium:proton antiport BN8422_RS13470 16196 V5406
snp sodium:proton antiporter X o422 RS13470
potential change in activity of
2570299 A c dium:proton antiport BN8422_RS13470 A16426 Ks48
snp sodium:proton antiporter | Q BNB422 RS13470
potential change in activity of
2570315 G A dium:proton antiport BN8422_RS13470 G1658A RS53K
snp sodium:proton antiporter X o422 RS13470
670437 A . o glucose-specific PTS transporter o156 poarc V3166 potential change in activity of
subunit 11BC PtsG
2685937 T c snp intergenic region - NA NA none
2686018/23 TATTAT TITTCT mnp intergenic region - NA NA none
2686028 A G snp intergenic region - NA NA none
2686032/39 TTCGCTA TCCACCA mnp intergenic region - NA NA none
2686062 T c snp intergenic region - NA NA none
2686070 G T snp intergenic region - NA NA none
potential change in
2744980 G 66 ins intergenic region - NA NA transcription of
BN8422 RS14350
Bold Additional nucleotide(s) present in REF or ALT

Gene alterations found in Newman (AP009351.1), NYU Newman (CP023390.1) and Newman D2C NY (CP023391.1)

Gene alterations found in Newman HOM (CP160003.1) only

Gene alterations found in Newman (AP009351.1) only

Gene alterations found in NYU Newman (CP023390.1) only

Gene alterations found in Newman D2C HOM (CP160002.1) only

Gene alterations found in Newman D2C NY (CP023391.1) only
Gene alterations found in Newman D2C NY (CP023391.1) and Newman D2C HOM (CP160002.1) only
Gene alterations found in Newman HOM (CP160003.1) and Newman D2C HOM (CP160002.1) only

Gene alterations found in Newman (AP009351.1) and NYU Newman (CP023390.1) only



