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Figure S1 - Overall synteny between Pcb 1692 genome and 99 SRE strains: The boxes illustrate, for
each species-label, the overall syntenic percentage of all respective strains compared to Pcb 1692
genome. The percentages found during the synteny analysis are represented in the y axis, while the
X axis represents species labels. Species abbreviations follow the same pattern utilized in Figure 3.
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Figure S2 - Frequency of conservation of PcbPrl genes in SRE in comparison
to genome-wide conservation of Pcb 1692 protein-coding genes.
Blastp parameters used: evalue threshold: 1.
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Figure S3 - Representativeness of serotype-specific block sizes within GFC region in

SRE genomes: In the scheme on the top, each row contains a different architecture size of
serotype-specific blocks found in SRE. These rows are labeled: on the left by 4-letter species
abbreviation as in Table S7; on the right by the respective number of serotype-specific

genes in the block. The histogram on the bottom depicts the frequency by which each serotype-specific
block-size is represented across 100 SRE strains.



B5552 R514920/1-97
DDA3537_RS06775/2-92
DCH516_RS14480/2-87
DSOGBBC2040 R523205/2-93
KS43 RS13765/1-95
G032_R506790/1-97
D083 R50118825/2-93
J417 RS0114105/2-96
0169 _RS03230/1-89
RC81 R509205/1-97
RS71 RS21815/2-93
DSOL99 RS522695/2-93
KS44 R504520/1-96
PCBA RS509180/1-96
PCC21 RS06750/1-97
DSOMK10_R523070/2-93
RC90 R502965/1-97
BJJ97 RS12160/1-102
NC16_RS06735/1-96
RD02 RS17110/1-96
G033_RS07325/1-80
A7983 RS15745/1-88
B7L52 R505545/1-97
RC77 RS13710/1-97
JV38 R524130/1-88
ALB75 R516320/1-97
RC94 _RS13470/1-97
RC97_RS06855/1-97
KP17_RS505505/1-101
DZEMK19 RS06395/2-96
KP22 RS01535/1-85
RC86_R512540/1-92
QT13 R516535/1-97
DZE3532 RS06190/2-96
LH89 R522060/2-98
A544 R521335/2-93
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BUB06_RS514120/1-97
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H352 R521085/20-115
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RC99 R504265/1-95
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M- SSNAF
V-PVGAL
I-PVSAL
V-PMGAL
M- SSNAF
M- SSNAF
V-PMGAL
I -PAGAL
M-SSNAF
M- SSNAF
V-PMGAL
V-PMGAL
M- SSNAF
M- SSNAF
M- SSNAF
V-PMGAL
M- SSNAF
M- SSNAF
M- SSNAF
M- SSNAF
M-SSSVY
M-SSNAF
M- SSNAF
M- SSNAF
M-SSNAF
M- SSNAF
M- SSNAF
M- SSNAF
M- SSNAF
I -PAGAL
M- SSNAF
M- SSNAF
M- SSNAF
I -PAGAL
V-PVGAL
V-PMGAL
M- SSNAF
M-SSNAF
V-PVSAL
V-PMGAL
I -PAGAL
M- SSNAF
VLPVAAL
M-SSSVY
M- SSNAF
I -PAGAL
M-SSSVY
M- SSNAF
M- SSNAF
M-SSSVY
M-SSNAF
M- SSNAF
M- SSNAF
M- SSNAF
M- SSNAF
M- SSNAF
M-SSSVY
M- SSNAF
M- SSNAF
M- SSNVY
M- SSNAF
VLPVAAL
M-SSSVY
V-PMGAL
M- SSNAF
V-PVGAL
V-PMGAL
M- SSNAF
M- SSNAF
V-PVGAL
M- SSNAF
V-PVSAL
V-PMGAL
M- SSNVY
V-PVGAL
M- SSNAF
M-SSNAF
V-PVGAL
V-PVGAL
I -PAGAL
I -PAGAL
V-PAGAL
M- SSNAF
M- SSNAF
I -PAGAL
VLPVAAL
M- SSNAF
V-PVSAL
M- SSNAF
M-SSSVY
M- SSNAF
I -PAGAL
V-PVSAL
M- SSNAF
M- SSNAF
VLPVAAL
V-PMGAL
M- SSNAF
V-PVSAL
I -PAGAL

8-75787

20

. 30 . 10 . 30 .
VDGVSSATAA---GTTTTTTSSA-------- SVGVAAG
AGPSAVNGP- - - - - - - PTFKTGGTVAGASAF - - - - - SA
AEPSAANGP- - -- - - - PTFQSGGT-AGPFAF - - - - - SA
AGPSAVNGP- - - - - - - PTSPNGGTVAGSFAF - - - - - SA
VDGVSSSTAA---GTSTTTTTSA-------- AAAGAAG
VDGVSSSTAA---GTSTTTTTSA-------- AAAGAAG
AGPSAVNGP- - - - - - - PTSPNGGTVAGSFAF - - - - - SA
AEQPTVNGGQPVGGVT--FQGSGIAAGSHAF - - - - - SA
VDGVSSSTAT---GTSTTTT----------- SAAGAAG
VDGVSSATAA---GTTTTTTSSA-------- SVGVAAG
AGPSVVNSP- - ----- PASPNSGTVAGSFAF - - - - - SA
AGPSAVNGP- - --- - - PTSPNGGTVAGSFAF - - - - - SA
VDGVSSATAA---GTTTTTTTSA--------

VDGVSSATAA---GTTTTTTTSA- - -
VDGVSSATAA---GTTTTTTSSA--------

AGPSAVNGP- - - - - - - PTSPNGGTVAGSFAF - - - - - SA
VDGVSSATAA- - -GTTTTTTSSA-------- SVGVAAG
VDGVSSATAA---GTTTTGTTTTTVTGASVA- - -GAAG
VDGVSSATAA---GTTTTTTTSA-------- SVGVAAG
VDGVSSATAA---GTTTTTTTSA- - - - -SVGVAAG
AGPAG=- - - - - - - - - - - s oo m e e - AAAAGSA
VDGVSSATAA---GTT---TTSA-------- SVGVAAG
VDGVSSATAA---GTTTTTTSSA- - - - -SVGVAAG
VDGVSSATAA- - -GTTTTTTSSA-------- SVGVAAG
VDGVSSATAA---GTT---TTSA-------- SVGVAAG
VDGVSSATAA---GTTTTTTTSA- - - - -SAGVAAG
VDGVSSATAA---GTTTTTTSSA-------- SVGVAAG
VDGVSSATAA---GTTTTTTSSA-------- SVGVAAG
VDGVSSATAA---GTTTTGTTTTTVTGASVA- - -GAAG
AEQPAVNGGQPVGGVT--FQGSG I AAGSHAF - - - - - SA
VDGVSSTN- - - - - - - - - o e e oo e - e SNAGAAG
VDGVSSATAA---GTTTTTTTSA- - - - -SVGVAAG
VDGVSSATAA- - -GTTTTTTSSA-------- SVGVAAG
AEQPAVNGGQPVGGVT--FQGSGIAAGSHAF - - - - - SA
AEPSAARGGQPAGGIPFTFVGSGVIAGSNAF - - - - - SA
AGPSAVNGP- - - - - - - PTSPNGGTVAGSFAF - - - - - SA
VDGVSSSTAA---GTSTTTTTSA-------- AAAGAAG
VDGVSSSTAA---GTSTTTTTSA-------- AAAGAAG

PTYPSGGTVAGSSAV- - - - - SM

PTSPNGGTVAGSFAF - - - - - SA
AEQPAVNGGQPVGGVT--FQGSG I AAGSHAF - - - - - SA
VDGVSSATAA---GTTTTTTTSA-------- SAGVAAG
ADPPAKT- - - - - - - - oo oo oo AGVEAF - - - - - NA
AGPAG- - - - - - - - - oo e m e - s AAAAGSA
VDGVSSSTAA---GTSTTTTTSA- - - - - -AAAGAAG
AEQPAVNGGQPVGGVT--FQGSG I AAGSHAF - - - - - SA
AGPAG- - - - - - - - - - oo mm e - - AAAAGSA
VDGVSSSTAA---GTSTTTTTSA- - - - - AAAGAAG
VDGVSSSTSG---TST---TTTT- - - - -SAAGAAG
AGPAG- - - - - - - - - - m s m o m e e - AAAAGSA
VDGVSSATAA---GTATTGTTTTTVAGASVAGAAGAAG
VDGVSSATAA---GTTTTTTTSA-------- SVGVAAG
VDGVSSATAA---GTTTTTTSSA- - - - -SVGVAAG
VDGVSSATAA---GTT---TTSA-------- SVGVAAG
VDGVSSATAA---GTTTTGTTTTTVTGASVA- - -GAAG
VDGVSSSTA----GTTTTTTTSA-------- SAGAAAG
AGPAG- - ------>----- - oo - -AAAAGSA
VDGVSSTN - -SNAGAAG
VDGVSSSTSG---TST---TTTT-------- SAAGAAG
AVGGPATGAT---SSVGSTGS----TG--SAGVAAGSA
VDGVSSATAA---GTTTTTTTSA-------- SVGVAAG
ADPPAKT- - - - - - - - - - oo oo - AGVEAF - - - - - NA
AGPAG- - - - - - - - - - - s o oo e e - s AAAAGSA
AGPSAVNGP PTSPNGGTVAGSFAF - - - - - SA
VDGVSSSTAA---GTSTTTTTSA-------- AAAGAAG
AGPSAGNGQ PTFQGGAA-AGSHAF - - - - - SA
AGPSAVNGP PTSPNGGTVAGSFAF - - - - - SA

VDGVSSATAA---GTTT---TNA

VDGVSSSTAA---GTSTTTTTSA
AGPSAVNGP- - - - - - - STFKTGGTVAGASAF - - - - - SA
VDGVSSATAA- - -GTTTTTTSSA- - = - - - - - SVGVAAG
AGPSVNGGQ PTYPSGGTVAGSSAV- - - - - SM
AGPSAVNGP PTSPNGGTVAGSFAF--- - - SA
AVGGAATGAT---SSVGTTGS----AG--- - - IAAGSA
AGPSAVNGP- - - - - - - PTFKTGGTVAGASAF - - - - - SA
AVGGAATGAT---SSVGTTGS----AG---- - IAAGSA
VDGVSSATAA- - -GTTTTTTSSA- - =« - - - - SVGVAAG
AEPSAARGGQPAGG IPFTFVGSGV IAGSNAF - - - - - SA
AGPSAVNGP- - - - - - - PTFKTGGTVAGASAF - - - - - SA
AEQP TVNGGQPVGGVT- - FQGSG | AAGSHAF - - - - - SA
AEQP TVNGGQP TGGVT- - FQGSG | AAGSHAF - - - - - SA
AGPSAVNGP - - - - - - - PASQNGGT-AGSYAS- - - - - GA
VDGVSSATAA---GTTTTTTSSA
VDGVSSSTA----GTTTTTTTSA
AEQPAVNGGQPVGGVT--FQGSG | AAGSHAF - - - - - SA
ADPPAKT- ==« - ccmmmcmnn AGVEAF - - - - - NA
VDGVSSATAA- - -GTTTTTTSSA- - = ----- SVGVAAG
AGPSVNGGQ- - - - - - - PTYPSGGTVAGSSAV- - - - - SM
VDGVSSATAA---GTTTTTTTSA SVGVAAG
AGPAG - - = == - - mmmm e e - - AAAAGSA
VDGVSSSTSG---TST---TTTT SAAGAAG
AEQPAVNGGQPVGGVT--FQGSG | AAGSHAF - - - - - SA
AGPSVNGGQ- - - - - - - PTYPSGGTVAGSSAV- - - - - SM
VDGVSSATAA- - -GTTTTTTTSA- -« - - - - - SVGVAAG
VDGVSSSTAA- - -GTSTTTTTSA-------- AAAGAAG
--------- AGVQAS- - - - -NA
PTSPNGGTVAGSFAF - - - - - SA
VDGVSSSTA----GTTTTTTTSA-------- SAGAAAG
AGPSVNGGQ- - - - - - - PTYPSGGTVAGSSAV- - - - - SM
AEQPAVNGGQPVGGVT--FQGSG | AAGSHAF - - - - - SA
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AGAAAGTTAL AVGVAAAVAVGVAVAVA
RGAGHE|Y - - - -GGGFGRSVMAGVLSTAT
N----BH----VIGLGRSAVASVLSAAT
LGSGHEN - - - -GNGFGRAVVAGVVSAST
AGFAAGTTAL IAVGAAAAIGVAVAVAVS
AGFAAGTTAL IAVGAAAAIGVAVAVAVS
LGSGHEN - - - -GNGFGRAVVAGVVSAST
RGTGY@Y - - - - - - GFGRAVAAGVVSAST

TTALIAVGTAAAIGVAVAVAVS
TTALIAVGVAAAVAVGVAVAVA
N----GSGLGRAVVAGVVSAST,
N----GNGFGRAVVAGVVSAST
TTALIAVGVAAAVAVGVAVAVA
TTALIAVGVAAAVAVGVAVAVA
TTALIAVGVAAAVAVGVAVAVA
N----GNGFGRAVVAGVVSAST,
TTALIAVGVAAAVAVGVAVAVA
TTALIAVGVAAAVAVGVAVAVS
TTALIAVGVAAAVAVGVAVAVA
TTALIAVGVAAAVAVGVAVAVA
TTALIAVGVTAAVAVGVAVAVA
TTALIAVGVAAAVAVGVAVAVA
TTALIAVGVAAAVAVGVAVAVA
TTALIAVGVAAAVAVGVAVAVA
TTALIAVGVAAAVAVGVAVAVA
STALIAVGVAAAVAVGVAVAVA
TTALIAVGVAAAVAVGVAVAVA
TTALIAVGVAAAVAVGVAVAVA
TTAL I AVGAAAAVAVGVAVAVA
Y------ GFGRAVAAGVVSAST

G

TTALIAVGVAAAVAVGVAVAVA
TTALIAVGVAAAVAVGVAVAVA
RGTGY@Y - - - - - - GFGRAVAAGVVSAST
QSSGY@Y - - - - - - GAGRAFVAGVVSAST
N----GNGFGRAVVAGVVSAST,
TTALIAVGAAAAIGVAVAVAVS
TTALIAVGAAAAIGVAVAVAVS
Q----EFGVSRSVVASALSAAT
N----GNGFGRAVVAGVVSAST
RGTGY@Y - - - - - - GFGRAVAAGVVSAST
TTALIAVGVAAAVAVGVAVAVA
SVSHN@Y - - - - - - TSGRAIVSGLVSAVT
TTAL IAVGVAAAVAVGVAVAVS
TTAL IAVGAAAAIGVAVAVAVS
RGTGY@EY - - - - - - GVGRAVAAGVVSAST
TTAL IAVGVAAAVAVGVAVAVS
TTAL IAVGAAAAIGVAVAVAVS
TTGLIAIGTAAAVAVAVAVAVS
TTAL I AVGVAAAVAVGVAVAVS
TTALISVGVAAAVAVGVAVAVA
TTAL IAVGVAAAVAVGVAVAVS
TTALIAVGVAAAVAVGVAVAVA
TTALIAVGVAAAVAVGVAVAVA
TTAL IAVGVAAAVAVGVAVAVS
STALIAVGVAAAVAVGVAVAVA
TTAL IAVGVAAAVAVGVAVAVS
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AGAAA
GAGAGAAA
TTGLIAIGTAAAVAVAVAVAVS
- - AAGAAABGTTAL IAVGVAAAVAVGVAVAVS
AGAGAAAGTTAL IAVGVAAAVAVGVAVAVA
RGSVSHNGY - - - - - - TSGRAIVSGLVSAVT
AGAAAGTTAL IAVGVAAAVAVGVAVAVS
LGSGHGN - - - -GNGFGRAVVAGVVSAST,
AGFAAGTTAL I AVGAAAAIGVAVAVAVS

GEAGFAA

N
G
SGRGSGYEY - -GYGHGVGRSVMGG | VSAAS
NGLGSGHEGN - - - -GNGFGRAVVAGVVSAST,
AGAGAAAGTTAL I AVGVAAAVAVGVAVAVA
GGAGFAAGTTAL I AVGAAAAIGVAVAVAVS
NGRGAGHEY - - - -DGGFGRPVMAGVLSATTN
AGAGAAAGTTAL I AVGVAAAVAVGVAVAVA
KGH----8Q----EFGVSRSVVASALSAAT
NGLGSGHEN - - - -GNGFGRAVVAGVVSAST
AGAGAAAGTTAL IAVGVAAAVAVGVAVAVA
NGRGAGHE|Y - - - -GSGVGRSVMAGVLSTAT
ABAGAAAGTTAL IAVGVAAAVAVGVAVAVA
AGAGAAAGTTAL IAVGVAAAVAVGVAVAVS
REBQSSGYGY - - - - - - GAGRAFVAGVVSAST
NGRGAGHE|Y - - - -GGGVGRSVMAGVLSTAT
HEBRGTGYEY - - - - - - GFGRAVAAGVVSAST
HGRGTGY@EY - - - - - - GFGRAVAAGVVSAST
NGRGSGYES--GY--GVTRSVIGGVVSTVS
ABAGAAAGTTAL I AVGVAAAVAVGVAVAVA
AGAGAAAGS TAL IAVGVAAAVAVGVAVAVA
HERGTGY@EY - - - - - - GFGRAVAAGVVSAST
RBSVSHNGY - - - - - - TSGRAIVSGLVSAVT
AGAGAAAGTTAL IAVGVAAAVAVGVAVAVA
KGH----8Q----EFGVSRSVVASALSAAT
ABAGAAAGTTAL IAVGVAAAVAVGVAVAVA
GAGAGAAAGTTAL IAVGVAAAVAVGVAVAVS
GGAGFAAGTTGL IAIGTAAAVAVAVAVAVS
HBRGTGY@EY - - - - - - GVGRAVAAGVVSAST
KGH----BQ----EFGVSRSVVASALSAAT
AGAGAAAGTTAL I AVGVAAAVAVGVAVAVA
GGAGFAAGTTAL I AVGAAAAIGVAVAVAVS
RGSVTPNEY - - - - - - TASRAIVSGLVSAVT
NGLGSGHEGN - - - -GNGFGRAVVAGVVSAST
ABAGAAAGS TAL IAVGVAAAVAVGVAVAVA
KGH----8Q----EFGVSRSVVASALSAAT
HGRGTGY@EY - - - - - - GFGRAVAAGVVSAST
3+22030 6----00858489768776867
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NDDSSPSTGTTTV- TGTAG
-TNSSTAT-STSTVTTTRG
-TNSSTAT-STSTVTSTRG
-TTSSTVGTSTSTVTSTSP
NDNSSPATSTSTT- TRT- -
NDNSTPAGTTTAT- TGTAG
-TTSSTVGTSTSTVTSTSP
-TTSSTVGTSTSTVTSTRG
NDNSTPATNTTRG- - - - - -
NDDSSPSTGTTTV- TGTAG
-TTSSTVGTSTSTVTSTSP
-TTSSTVGTSTSTVTSTSP
NDDDNAT-GTTTV- TGTAG
NDDDNAT-GTTTV- TGTAG
NDDSSPSTGTTTV- TGTAG
-TTSSTVGTSTSTVTSTSP
NDDSSPSTGTTTV- TGTAG
NDDSSPAGTTTAT- TGTAG
NDDNNAT-GTTTV- TGTRS
NDDNNAT-GTTTV- TGTRS
NDDNNSTGTTTTTG- TR- -
NDNDNTG- TTSGT- - - - - -
NDDSSPSTGTTTV- TGTAG
NDDSSPSTGTTTV- TGTRS
NDNDNTG- TTSGT- - - - - -
NDDSSPSTGTTTV- TGTAG
NDDSSPSTGTTTV- TGTAG
NDDSSPSTGTTTV- TGTAG
NDDSTGTGTTTTT-ATIR-
-TTSSTVGTSTSTVTSTRG

STGLVAVGVAAAVAVGVAVAVAENDDGGSTGTSTTTVTGTR-

NDDSNTA-TTTTG-T- - - -
NDDSSPSTGTTTV- TGTAG
-TTSSTVGTSTSTVTSTRG
-TTSSTVGTSTSTVTSTRG
-TTSSTVGTSTSTVTSTSP
NDNSTPAGTTTAT- TGTAG
NDNSTPAGTTTAT- TGTAG
-TNSSTAT-STSTVTATRG
-TTSSTVGTSTSTVTSTSP
-TTSSTVGTSTSTVTSTRG
NDDDNAT-GTTTV- TGTAG
-TATSTTGTGTSTVTSTRG
NDNNDATSTTTVTT-GTAR
NDNSSPAGTTTAT- TGTAG
-TTSSTVGTSTSTVTSTRG
NDNNDATSTTTVTT-GTAR
NDNSSPAGTTTAT- TGTRS
NDDSSPAGTTTAT- TGTAG
NDNNDATSTTTVTT-GTAR
NDDSNTATTTTGT- - - - - -
NDDNNTA- TMTTT- TRT- -
NDDSSPSTGTTTV- TGTRS
NDNDNTG- TTSGT- - - - - -
NDDSSPAGTTTAT- TGTAG
NDDSSPSTGTTTV- TGTAG
NDNNDATSTTTVTT-GTAR

STGLVAVGVAAAVAVGVAVAVAENDDGGSTGTSTTTVTGTR-

NDDSSPAGTTTAT- TGTAG
NDNNDATGTTTVTT-GTR-
NDDSNTA-TTTTG-T- - - -
-TATSTTGTGTSTVTSTRG
NDNNDATSTTTVTT-GTAR
-TTSSTVGTSTSTVTSTSP
NDNSSPATSTSTT- TRT- -
-TTSTTAT-STSTVTSTRG
-TTSSTVGTSTSTVTSTSP
NDDNNAT-GTTTV- TGTRS
NDDSSPAGTTTAT- TGTAG
-TNSSTAT-STSTVTTTRG
NDDSSPSTGTTTV- TGTAG
-TNSSTAT-STSTVTATRG
-TTSSTVGTSTSTVTSTSP

-TNSSTAT-STSTVTTTRG
NDDNNTATTTTGTR- - - - -
NDDNNTA- TMTTT- TRT- -
-TTSSTVGTSTSTVTSTRG
-TNSSTAT-STSTVTTTRG
-TTSSTVGTSTSTVTSTRG
-TTSSTVGTSTSTVTSTRG
-TTSTTAT-GTSTVTSTSP
NDDSSPSTGTTTV- TGTRS
NDDSSPSTGTTTV- TGTAG
-TTSSTVGTSTSTVTSTRG
-TATSTTGTGTSTVTSTRG
NDDSNTA-TTTTG-T- - - -
-TNSSTAT-STSTVTATRG
NDDNNTA-TTTTG- TR- - -
NDNNDATSTTTVTT-GTAR
NDDSSPAGTTTAT- TGTAG
-TTSSTVGTSTSTVTSTRG
-TNSSTAT-STSTVTATRG
NDDNNAT-GTTTV- TGTRS
NDDSSPATATGTT- TASRS
-TATSTTGTSTSTVTSTRG
-TTSSTVGTSTSTVTSTSP
NDDSSPSTGTTTV- TGTAG
-TNSSTAT-STSTVTATRG
-TTSSTVGTSTSTVTSTRG
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Figure S4 - YjbF-upstream sequence alignment: All proteins encoded by genes upstream
of yjbF/gfcB in 100 SRE strains were aligned. Columns highlighted in purple represent conserved

residues.



