Supplementary material 4A. Alignment of the wciP gene from reference cps sequences of 6A (CR931638) and 6B (CR931639)
serotypes and wciP gene extracted from the assembled genome of the sample 2816 with lllumina and ONT sequencing data.
Samples are equally coloured to the reference serotype assigned according to their similarity in the alignment.
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Supplementary material 4B. Alignment of the wciP gene from reference cps sequences of 6C (EF538714) and 6D (GQ848645)
serotypes and wciP gene extracted from the assembled genome of the sample 3012 with Illumina and ONT sequencing data.
Samples are equally coloured to the reference serotype assigned according to the variants found in the alignment.
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Supplementary material 4C. Alignment of the wcjE gene from reference cps sequences of 9A (CR931645) and 9V (CR931648)
serotypes and wcjE gene extracted from the assembled genome of the sample 3052 with lllumina and ONT sequencing data.
Samples are equally coloured to the reference serotype assigned according to their similarity in the alignment.
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Supplementary material 4D. Alignment of the wcjE gene from reference cps sequences of 9A (CR931645) and 9V
(CR931648) serotypes and wcjE gene extracted from the assembled genomes of the sample 3077 with lllumina and ONT

sequencing data. Samples are equally coloured to the reference serotype assigned according to the variants found in the
alignment.

e s e Sample 3077

N ——
Nucleotidic sequence 1 -+ 107delT leads to early stop codon
Translated sequence 1 _ — - P |T T v N

Annotation sequence 1

Stop codon

| 10 i E ] = &0 7 O] £ 110 20 ] 1 150 &0 17 180
Consensus A ASSIESATE AAA 0 AATEAAT  ANA AN A AT EAATATIINES DRETA TA . AEAT WANE AW I AW EAAAT AT T TTATTATTATT JATAACTEAAATTTATATATTTEAEATADEA T TTTITT CEX

ATGAAATCE CG AT ATAGATTTTL GCAATATTTTCAGT TCTAGTAGGACATGTAT TG GTATY ATCCAAT TTTTTCAATTGCA TOATGTGTTATTATTAT TWATAACTC AAATT TATATA TCACATACCAGTG=TTTTTGLCK
K s—x n-N w—F-K-FA-FS_‘I'-S HI-F_C‘r\I"r-
Sample 3077 (ONT) 1

45 47
hypothetical prn'teln D5
ATGAAAT TAGATTT TGGGAS ATTC ATATTTTCAGTTCTAGT AL CCAATATTTTTTCAATTGEAAATGATGTGTTATTATTATTGATAA GTG

T 14 1 1R
. I K S_K R-N W_F-K-FA-FS_\I'-S H-FS-AH_T_T-F_P-F
Sample 3077 (llumina) i i e p

TTTTGCCK

F Al
h]-pnmetlcal protein CDE

ATGAAATCAATL ATTGGATAGATTTTE A ATATTTTCAGTTCTAGT AGGS TGTATTG TATGAATCCAATATTTTTTCAATTGCAAATGA

GTGTTATTATTATTGATAACTCAAATTT ATATTTCALS CCAGTOGTTTTTTGLC

t
N x S_K R-N H’_F-K-F h-F 5_ -S H-F S I A H_T_Y-F_F-F E Al
9A-CRI31645 18 40 a5 55

qu[ﬂM
ATCAATCG ATTGGATAGATTTTL ATATTTTCAGTTCTAGTAGGACATGTATTGS S TATGAATCCAATATTTTTTCAATTGEAAATGATGTGTTATTATTATTGATA Ti “AGTGTTTTTTE

A GATT CCK
_ _
QV-CREE'IE&'ISFK S_K R-N W_F-IK.-F A-F 1 \I'-S H-F S-fﬂ T_‘l'-F_I*-F.FI Al

wiciE (5V])

9A- 722delG leads to loss of function of glycosiltransferase which results in differences on acetylation
9V - Intact wcjE



Supplementary material 4E. Alignment of the wcrL gene from reference cps sequences of 11A (CR931653) and 11D (CR931656)
serotypes and wcrl gene extracted from the assembled genome of the sample 2508 with Illumina and ONT sequencing data.
Samples are equally coloured to the reference serotype assigned according to the variants found in the alignment.
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Supplementary material 4F. Alignment of the wcrL gene from reference cps sequences of 11A (CR931653) and 11D (CR931656)
serotypes and wcrl gene extracted from the assembled genome of the sample 2112 with Illumina and ONT sequencing data.
Samples are equally coloured to the reference serotype assigned according to the variants found in the alignment.
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Supplementary material 4G. Alignment of the wciX gene from reference cps sequences of 18B (CR931672) and 18C (CR931673) serotypes and
wciX gene extracted from the assembled genome of the sample 1963 with lllumina and ONT sequencing data. Samples are equally coloured to
the reference serotype assigned according to the variants found in the alignment.
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18B- 169 G>T in wciX leads to early stop codon which results in differences on acetylation
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Supplementary material 4H. Alignment of the wciX gene from reference cps sequences of 18B (CR931672) and 18C (CR931673)
serotypes and wciX gene extracted from the assembled genome of the sample 3742 with Illlumina and ONT sequencing data.
Samples are equally coloured to the reference serotype assigned according to the variants found in the alignment.
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Supplementary material 4l. Alignment of the wciX gene from reference cps sequences of 18B (CR931672) and 18C (CR931673)
serotypes and wciX gene extracted from the assembled genome of the sample 2291 with Illlumina and ONT sequencing data.
Samples are equally coloured to the reference serotype assigned according to the variants found in the alignment.
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Supplementary material 4J). Alignment of the complete cps sequence from reference 29 (CR931694), 35B (CR931705) and
35D (KY084476) serotypes and the cps sequence extracted from the assembled genome of the sample 3855 with lllumina and
ONT sequencing data. Samples are equally coloured to the reference serotype assigned according to their highest identities.
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hypothetical ...

Black lines, disagreements with the consensus sequence. Higher identity of Sample 3855 to 35B/D cps reference sequences



Sample 3855

r-'l..-%SU rJ,EI-:IU r-'l,?l'SU 5,?3U 5,.*%53 S,E!:I:I 5-,.-:5-3 E:,I'.i:l:l E\,..-.:El:l E\,E!I'.;:I I':,:-:El:l ?,I’.EI:I: ?,:.-;il: ?,5:!'_2[2 ?,:':Ell'.i B.L!Lll'.i 5.};5[2 B.SIUI'J E.T-:S-U
N S S S A
Consensus
dentty T MM T i ————————————————————— 1= T H T T T 11T
29-cR931694  ININTERTHNTENTTNEN TN TN
wze CDS wejH CDS wciB CD5S wzy CDS
» wze gene wcjH gene wciB gene |
. wejHmise [ 4
358-CR931705 N ! LH H_H_HHHN i i
wze CDS wchA CDS wciB CDS wzy CDS
» wze gene wchA gene wciB gene [ wzygene J
[ | wchA misc > [ 3

35D-KY084476

H : {H H_—H — H HHH H H
cps gene locus
L wregene 4 wchA gene wciB gene L wzygere 4
wze CDS wcha COS wciB CDS wzy COS
sample 3855y : H H——HH Il H H
(llumina) cpsD CDS hypothetical protein CDS hypothetical protein CDS hypothetical protein CDS
Sample 3855 Y T H H HHH : H HH M HIHH— HHHHOH HH HHIH HH
(ONT) cpsD CDS hypothet... - hypo... - hypoth... epsL CDS hypothetical pr... hy... hiy... hyp...

Black lines, disagreements with the consensus sequence. Higher identity of Sample 3855 to 35B/D cps reference sequences



Consensus

Identity
29-CR931694

35B-CR931705

35D-KY084476

Sample 3855
(Hlumina)

Sample 3855
(ONT)

Black lines, disagreements with the consensus sequence. Higher identity of Sample 3855 to 35B/D cps reference sequences

Sample 3855

E.E:UU E,T:‘S-U 9,000 ':i,¢:5U ':i,E:Il:I 'L_I,Z:S-:I 10,000 1(:,'.&5-3 1U,IE|:I:I 1U,If-'5:l 11,000 11,I.!E|:I 1 l,lif.:j 1 1,I.'-'E|E 12,000 1.&,::!5(: 1&,:3(:[: 1.&,?5(: 13,001
T T T T e T T e e T i mm mmr mmmtt—————
]
u.rcrj CDs werhM CDS werH CDS
 war misc werM misc }
|_
wzy C... wer] CDS werhd CDS werH CDS tnp CDS
L
. werdmisc | werMmisc [ tnpmisc -
|_
cps gene locus
wr] gene wcrM gene [ misc <
wzy C... wicr] CDS werh CDS werH CDS
|_
hypot... tarF CDS arnC CDS whbbl CDS IS5 family... - IS5 family...
{ Hi H [ HH H HHH H H HHHH HHH—H H HH HH —
hyp... tarF CD5S hy... eps] CDS hyp... IS5 family transposase |5...
hyp...



Sample 3855

12500 12,750 13,000 13,250 13,500 13,750 14,030 14,250 1:.,;: 00 14,750 15,600 15,250 15,500 15,750 16,000 16,250 16,500 16,750 17,000

Consensus
ey~ MMM T T T M _ M,
29-CRO31694 H eDS =y i [T ”glfl J:DS [ [T T HE——
4
WZX mi If mi
35B-CR931705 —1 1 | | —
tnp CDS wzx CDS weiG CDS gif CDS
| 4
o . wzxmisc If mi
35D-KY084476 — H I I — —
~ cps gene locus 3
misc b WZX gene wclG gene
wzx CDS weiG CD5S glf CDS
Sample 3855 — 1 H — —
(Illumina) IS5 family... rfbx CDS wecH CDS glf CDS
Sample 3855 HH F—"H H—H HiH H I H—H HH HCH H H —
(ONT) IS5 family t... rfbX CDS h. hypothet... gif CDS

Black lines, disagreements with the consensus sequence. Higher identity of Sample 3855 to 35B/D cps reference sequences



Sample 3855

'I:LI'.-.'S-U 'Id.l‘_'n-LIU 'Id.I?S-U 15,IIIUU 'I':,I.-i"_'nU 1-!,I5:|U 'IE,I?S-II 'It,IIIIl:l 'IE.,I:!S:I 'II':.,I': ] 'II':.,If-' E0 1?,!12(23 1 .'-“,IJEII 1 ?,I':f.:lli 1 '?'.'-" S0 'IE.,!.II:[: 'IE,,::_'EII 15,:3[2[2 'IE,..'-“.'-“I_':
Consensus |
wertty AN —————— AT I
29-CR931694 I 1NN I [T IT 1 I 1 [ | 1]
wzx CDS glf CDS tnp CDS
4 B
. gifmisc @ 4
35B-CR931705 H | I } { |
wzx CDS wcila CDS glf CD5S alia CDs
. glfmise » >
35D-KY084476 H I | | } [ |
- cps gene locus )
wzx gene weiG gene
wzx CDS wcila CDS gif CD5 alia CDs
Sample 3855 H H I } 1]
(llumina) rfbX CDS wecH CDsS gif CDS
Sample 3855 HH H I H— H HH I H H H } [
(ONT) rfbX... h. hypothet... glf CDs sar...

Black lines, disagreements with the consensus sequence. Higher identity of Sample 3855 to 35B/D cps reference sequences
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