Supplement data S1. Full output of three pMLST tool variants displaying the
F31/F36 situation (Fig. 1)

Conda version

Short-read sequence

(B0009108_Illumina.fasta)

pMLST profile: IncF RST

Sequence Type: [F31:A4:Bl]

Kk ok K Kk ok Kk ok ok ok Kk ok ok ko ok ok Kk ok ok Kk ok ok o Kk ok ok ok ko ok ok Kk ok ok Kk ko ok Kk ok ok Kk ko o Kk
Locus Identity Coverage Alignment Length Allele Length
Gaps Allele

ko ok K Kk ok Kk ok ok ok Kk ok ok ok Kk ok ok Kk ok ok Kk ok ok o Kk ok ok ok ko ok ok Kk ok ok Kk ko ok Kk ok ok o Kk ko Kk
FIA 100.0 100.0 384 384

0 FIA 4

FIB 100.0 100.0 373 373

0 FIB 1

FIC - - - -

- No hit found

FII 100.0 100.0 157 157

0 FII_31!

FII 100.0 100.0 157 157

0 FII_36!

FIIK - - - -

- No hit found

FIIS - - - -

- No hit found

FIIY - - - -

- No hit found

Notes: ! alleles with multiple perfect hits found, multiple STs might
be found

! FII: Multiple perfect hits found

Extended Output:

# FIA_4

template:

query:

template:

query:

template:

query:

template:

query:

template:

query:

template:

query:

template:

query:

# FII_31

template:

query:

template:

query:

template:

query:

# FII_36

template:

query:

template:

query:

template:

query:

CCATGCTGGTTCTAGAGAAGGTGTTGTGACARATTGCCCTTAACCCTGTGACAAATTGCC

RN N NN NN R RN
CCATGCTGGTTCTAGAGAAGGTGTTGTGACAAATTGCCCTTAACCCTGTGACAAATTGCC

CTCAGAAGAAGCTGTTTTTTCGCAAAGTTATCCCTGCTTATTGACTCTTTTTTATTTAGT
FEEEEEEEE e e b e e e bt e e b e bbb e e e e e e e e el
CTCAGAAGAAGCTGTTTTTTCGCAAAGTTATCCCTGCTTATTGACTCTTTTTTATTTAGT

GTGACAATCTAAAAACTTGTCACACTTCACATGGATCTGTCATGGCGGAAACAGCGGTTA
FEEEETEE et e e e e e e e e e e e e e e e e e e
GTGACAATCTAAAAACTTGTCACACTTCACATGGATCTGTCATGGCGGAAACAGCGGTTA

TCAATCACAAGAAACGTAAAAATAGCCCGCGAATCGTCCAGTCAAACGACCTCACTGAGG

BN e NN RN
TCAATCACAAGAAACGTAAAAATAGCCCGCGAATCGTCCAGTCARACGACCTCACTGAGG

CGGCATATAGTCTCTCCCGGGATCAAAAACGTATGCTGTATCTGTTCGTTGACCAGATCA

R N N N N NN NN
CGGCATATAGTCTCTCCCGGGATCAAAAACGTATGCTGTATCTGTTCGTTGACCAGATCA

GAAAATCTGATGGCACCCTACAGGAACATGACGGTATCTGCGAGATCCATGTTGCTARAT
FEEEETEE e et et e e e e e e e e e e e e e e e e e
GAAAATCTGATGGCACCCTACAGGAACATGACGGTATCTGCGAGATCCATGTTGCTARAT

ATGCTGAAATATTCGGATTGACCT
FEEERTEE el
ATGCTGAAATATTCGGATTGACCT

CAAAAACCCCGATAACCTTCACCAGGTTTGGCGACTAAGAGAAGATTACCGGGGCCCACT
FEEEEEr et et e e e e e e e e e e e e e e e
CAAAAACCCCGATAACCTTCACCAGGTTTGGCGACTAAGAGAAGATTACCGGGGCCCACT

TAAACCGTATAGCCAACAATTCAGCTATGCGGGGAGTATAGTTATATGCCCGGAAAAGTT
FEEEETEE TR et et e e e e e e e e e e e e e e e e e
TAAACCGTATAGCCAACAATTCAGCTATGCGGGGAGTATAGTTATATGCCCGGAAAAGTT

CAAGACTTCTTTCTGTGCTCACTCCTTCTGCGCATTG

RN N NN NN
CAAGACTTCTTTCTGTGCTCACTCCTTCTGCGCATTG

CAAAAACCCCGATAATCTTCACCAGGTTTGGCGACTAAGAGAAGATTACCGGGGCCCACT
FEEEEEr et et e e e e e e e e e e e e e e e e e e
CAAAAACCCCGATAATCTTCACCAGGTTTGGCGACTAAGAGAAGATTACCGGGGCCCACT

TAAACCGTATAGCCAACAATTCAGCTATGCGGGGAGTATAGTTATATGCCCGGAAAAGTT

RN A N NN RN
TAAACCGTATAGCCAACAATTCAGCTATGCGGGGAGTATAGTTATATGCCCGGAAAAGTT

CAAGACTTCTTTCTGTGCTCACTCCTTCTGCGCATTG

RN N NN RN NN
CAAGACTTCTTTCTGTGCTCACTCCTTCTGCGCATTG

# FIB_1

template:

query:

template:

query:

template:

query:

template:

query:

template:

query:

template:

query:

template:

query:

ATTCAGACATCAAARAACTGTTCGGCGAGGTGGATAAGTCCTCCGGTGAGCTGGTGACAC

Frrrrrrerrreerrerrrrrrerrrrrrr e e rrr et e e e et e e e
ATTCAGACATCAAAAAACTGTTCGGCGAGGTGGATAAGTCCTCCGGTGAGCTGGTGACAC

TGACACCAAACAATAACAACACCGTACAACCTGTGGCGCTGATGCGTCTGGGCGTTTTTG

FEEEEEEE R r e e e e e e e e e e e e e e e e e e e e e e e e
TGACACCAAACAATAACAACACCGTACAACCTGTGGCGCTGATGCGTCTGGGCGTTTTTG

TACCGACCCTTAAATCACTGAAGAACAGTAAAAAARATACACTGTCACGTACTGATGCCA
FEEEEEEE e e e e e e e e e e e e e e e e e e e e e e el
TACCGACCCTTAAATCACTGAAGAACAGTAAAAAAAATACACTGTCACGTACTGATGCCA

CGGAAGAGCTGACACGTCTTTCCCTGGCCCGTGCTGAGGGATTCGATAAGGTTGAGATCA

FEEEEEEE e et et e e e e et e e e e e e e e e e e el
CGGAAGAGCTGACACGTCTTTCCCTGGCCCGTGCTGAGGGATTCGATAAGGTTGAGATCA

CCGGCCCCCGCCTGGATATGGATAATGATTTCAAGACCTGGGTGGGGATCATTCATTCCT

FEEEEEEE e e e e e e e e e e e e e e e e e e e e e e
CCGGCCCCCGCCTGGATATGGATAATGATTTCAAGACCTGGGTGGGGATCATTCATTCCT

TTGCCCGCCATAACGTGATTGGTGACAAAGTTGAACTGCCTTTTGTTGAGTTTGCAARAC
FErrrrrrrrrerr e et e e e et e e e et e e et e e e
TTGCCCGCCATAACGTGATTGGTGACAAAGTTGAACTGCCTTTTGTTGAGTTTGCAARAC

TGTGTGGTATACC

FETTTEETTTT
TGTGTGGTATACC



Conda version

Long-read sequence

(B0009108_F31-F36_A4_B1_minion.fasta)

PMLST profile: IncF RST

Sequence Type: [F36:A4:B58]

kK ok Kk ok Kk ok Kk ok ok Kk ok ok Kk ok ok Kk ok ok Kk ok ok o ko ok ok Kk ok ok Kk ok ok K Kk ok ok ko kK K
Locus Identity Coverage Alignment Length Allele
Length Gaps Allele

ko Kk ok Kk ok Kk ok ok Kk ok ok Kk ok ok Kk ok ok ok ok ok o ko ok ok Kk ok ok Kk ok ok Kk ok ok ko Kk
FIA 100.0 100.0 384 384

0 FIA 4

FIB 100.0 92.22520107238606 344 373

0 FIB_587?

FIC - - - -

- No hit found

FII 100.0 100.0 157 157

0 FII 36!

FII 100.0 100.0 157 157

0 FII_31!

FIIK - - - -

- No hit found

FIIS - - - -

- No hit found

FIIY - - - -

- No hit found

Notes: !? alleles with multiple perfect hits found, multiple STs might
be found

? FIB: Uncertain hit,

ST can not be trusted.

! FII: Multiple perfect hits found

Extended Output:

# FIA 4

template:

query:

template:

query:

template:

query:

template:

query:

template:

query:

template:

query:

template:

query:

# FIB_58

template:

query:

template:

query:

template:

query:

template:

query:

template:

query:

template:

query:

template:

query:

CCATGCTGGTTCTAGAGAAGGTGTTGTGACAAATTGCCCTTAACCCTGTGACAAATTGCC
FEEEErrrrerr et e e et e e e e e e e e e e e et e e
CCATGCTGGTTCTAGAGAAGGTGTTGTGACAAATTGCCCTTAACCCTGTGACARATTGCC

CTCAGAAGAAGCTGTTTTTTCGCAAAGTTATCCCTGCTTATTGACTCTTTTTTATTTAGT
FEEEEEEEE e e e e e e e e e e e e e e e e e e e e et e e el
CTCAGAAGAAGCTGTTTTTTCGCAAAGTTATCCCTGCTTATTGACTCTTTTTTATTTAGT

GTGACAATCTAAARACTTGTCACACTTCACATGGATCTGTCATGGCGGAAACAGCGGTTA

FEEEEEEEEr e e e e e e e e e e e e e e e e e e e e e e el
GTGACAATCTAAAAACTTGTCACACTTCACATGGATCTGTCATGGCGGAAACAGCGGTTA

TCAATCACAAGAAACGTAAAAATAGCCCGCGAATCGTCCAGTCAAACGACCTCACTGAGG
Ferrerrrrerrerrrrerrerrrre e et e e e e e e e e el
TCAATCACAAGAAACGTAARAAATAGCCCGCGAATCGTCCAGTCAAACGACCTCACTGAGG

CGGCATATAGTCTCTCCCGGGATCAAAAACGTATGCTGTATCTGTTCGTTGACCAGATCA
FEEEErrrrerr et e e et e e e e e e e e e e e et e e
CGGCATATAGTCTCTCCCGGGATCAAAAACGTATGCTGTATCTGTTCGTTGACCAGATCA

GAAAATCTGATGGCACCCTACAGGAACATGACGGTATCTGCGAGATCCATGTTGCTAAAT

FEErrrrrrrre et e e et e e e et e e e e e e e e e e el
GAAAATCTGATGGCACCCTACAGGAACATGACGGTATCTGCGAGATCCATGTTGCTAAAT

ATGCTGAAATATTCGGATTGACCT
FEEEEEEEEE et
ATGCTGAAATATTCGGATTGACCT

ATTCAGACATAAAAAAACTGTTCGGCGAGGTGGATAAGTCCTCCGGTGAGCTGGTGACAC
FEEEEEEErEr et e e
GTGGATAAGTCCTCCGGTGAGCTGGTGACAC

TGACACCAAACAATAACAACACCGTACAACCTGTGGCGCTGATGCGTCTGGGCGTTTTTG

RN N N N NN NN RN
TGACACCAAACAATAACAACACCGTACAACCTGTGGCGCTGATGCGTCTGGGCGTTTTTG

TACCGACCCTTAAATCACTGAAGAACAGTAAAAAARATACACTGTCACGTACTGATGCCA
Ferrerrrrereerrrrerrerrrre e et e e e e e e e e e el
TACCGACCCTTAAATCACTGAAGAACAGTAAAAAARATACACTGTCACGTACTGATGCCA

CGGAAGAGCTGACACGTCTTTCCCTGGCCCGTGCTGAGGGATTCGATAAGGTTGAGATCA
FEEEEETEr e ettt r e e e e e e e e e e e e e e e
CGGAAGAGCTGACACGTCTTTCCCTGGCCCGTGCTGAGGGATTCGATAAGGTTGAGATCA

CCGGCCCCCGCCTGGATATGGATAATGATTTCAAGACCTGGGTGGGGATCATTCATTCCT

FErrerrrrereerrrre e et e e e et e e e e e e e e e el
CCGGCCCCCGCCTGGATATGGATAATGATTTCAAGACCTGGGTGGGGATCATTCATTCCT

TTGCCCGCCATAACGTGATTGGTGACAAAGTTGAACTGCCTTTTGTTGAGTTTGCAARAC

FEEEEEEEE e e e e e e et e e e e b e e e e e e e e el
TTGCCCGCCATAACGTGATTGGTGACAAAGTTGAACTGCCTTTTGTTGAGTTTGCAAARAC

TGTGTGGTATACC
FEErErrrrrrn
TGTGTGGTATACC

# FII_36

template:

query:

template:

query:

template:

query:

# FII_31

template:

query:

template:

query:

template:

query:

CAAAAACCCCGATAATCTTCACCAGGTTTGGCGACTAAGAGAAGATTACCGGGGCCCACT

RN N NN NN NN RN AN
CAAAAACCCCGATAATCTTCACCAGGTTTGGCGACTAAGAGAAGATTACCGGGGCCCACT

TAAACCGTATAGCCAACAATTCAGCTATGCGGGGAGTATAGTTATATGCCCGGAAAAGTT
FEEEErrrr e e e et e e e e e e e e e e e e e e
TAAACCGTATAGCCAACAATTCAGCTATGCGGGGAGTATAGTTATATGCCCGGAAAAGTT

CAAGACTTCTTTCTGTGCTCACTCCTTCTGCGCATTG
FEEEEEEErr et e e et e et rrrrd
CAAGACTTCTTTCTGTGCTCACTCCTTCTGCGCATTG

CAAAAACCCCGATAACCTTCACCAGGTTTGGCGACTAAGAGAAGATTACCGGGGCCCACT

FEEEEEEE R E e et e e e e e e e e e e e e e e e e e
CAAAAACCCCGATAACCTTCACCAGGTTTGGCGACTAAGAGAAGATTACCGGGGCCCACT

TAAACCGTATAGCCAACAATTCAGCTATGCGGGGAGTATAGTTATATGCCCGGAAAAGTT
FEEEErrrr e e e et e e e e e e e e e e e e e e
TAAACCGTATAGCCAACAATTCAGCTATGCGGGGAGTATAGTTATATGCCCGGAAAAGTT

CAAGACTTCTTTCTGTGCTCACTCCTTCTGCGCATTG
FEEEEEEErr et e e et e et rrrrd
CAAGACTTCTTTCTGTGCTCACTCCTTCTGCGCATTG



Docke

rversion

Short-read sequence

(B0009108_IWlumina.fasta)

PMLST profile: IncF RST

Sequence Type: [F31:A4:Bl]

ok Kk ok Kk ok Kk ok ok Kk ok ok Kk ok ok Kk ok ok ko ok o ko ok ok Kk ok ok Kk ok ok Kk ok ok ko Kk

Locus Identity Coverage Alignment Length Allele Length

Gaps Allele

ko ok Kk ok Kk ok Kk ok ok Kk ok ok Kk ok ok Kk ok ok Kk ok ok o ko ok ok Kk ok ok Kk ok ok Kk ok ok ko Kk

FIA 100.0 100.0 384 384

0 FIA 4

FIB 100.0 100.0 373 373

0 FIB 1

FIC - - - -

- No hit found

FII 100.0 100.0 157 157

0 FII 31!

FII 100.0 100.0 157 157

0 FIT_36!

FIIK - - - -

- No hit found

FIIS - - - -

- No hit found

FIIY - - - -

- No hit found

Notes: ! alleles with multiple perfect hits found, multiple STs might

be found

! FIT: Multiple perfect hits found

Extended Output:

# FII_31

template: CAAAAACCCCGATAACCTTCACCAGGTTTGGCGACTAAGAGAAGATTACCGGGGCCCACT
Ferrerrrrerrerrrrerrerrrre e et e e e e e e e e el

query: CAAAAACCCCGATAACCTTCACCAGGTTTGGCGACTAAGAGAAGATTACCGGGGCCCACT

template: TAAACCGTATAGCCAACAATTCAGCTATGCGGGGAGTATAGTTATATGCCCGGAAAAGTT
FEEEEEEEr et e e e e e e e e e e e e e e e e e e

query: TAAACCGTATAGCCAACAATTCAGCTATGCGGGGAGTATAGTTATATGCCCGGAAAAGTT

template: CAAGACTTCTTTCTGTGCTCACTCCTTCTGCGCATTG
FEEEETEE e e e e e e e e

query: CAAGACTTCTTTCTGTGCTCACTCCTTCTGCGCATTG

# FII_36

template: CAAAAACCCCGATAATCTTCACCAGGTTTGGCGACTAAGAGAAGATTACCGGGGCCCACT
Ferrerrrrerrerrrrerrerrrre e et e e e e e e e e el

query: CAAAAACCCCGATAATCTTCACCAGGTTTGGCGACTAAGAGAAGATTACCGGGGCCCACT

template: TAAACCGTATAGCCAACAATTCAGCTATGCGGGGAGTATAGTTATATGCCCGGAAAAGTT
FEEEErrrrerr et e e et e e e e e e e e e e e et e e

query: TAAACCGTATAGCCAACAATTCAGCTATGCGGGGAGTATAGTTATATGCCCGGAAARAGTT

template: CAAGACTTCTTTCTGTGCTCACTCCTTCTGCGCATTG
FEEEEEErrr et e e e e e et

query: CAAGACTTCTTTCTGTGCTCACTCCTTCTGCGCATTG

# FIB_ 1

template: ATTCAGACATCAAAAAACTGTTCGGCGAGGTGGATAAGTCCTCCGGTGAGCTGGTGACAC
FEEEErrrrerr et e e et e e e e e e e e e e e et e e

query: ATTCAGACATCAAAAAACTGTTCGGCGAGGTGGATAAGTCCTCCGGTGAGCTGGTGACAC

template: TGACACCAAACAATAACAACACCGTACAACCTGTGGCGCTGATGCGTCTGGGCGTTTTTG
FEEEEETEE e et e r e e e e e e e e e e e e e e

query: TGACACCAAACAATAACAACACCGTACAACCTGTGGCGCTGATGCGTCTGGGCGTTTTTG

template: TACCGACCCTTAAATCACTGAAGAACAGTAAAAAAAATACACTGTCACGTACTGATGCCA
FEErrrrrrrre et e e et e e e et e e e e e e e e e e el

query: TACCGACCCTTAAATCACTGAAGAACAGTAAAAAAAATACACTGTCACGTACTGATGCCA

template: CGGAAGAGCTGACACGTCTTTCCCTGGCCCGTGCTGAGGGATTCGATAAGGTTGAGATCA
Ferrerrrrereerrrrerrerrrre e et e e e e e e e e e el

query: CGGAAGAGCTGACACGTCTTTCCCTGGCCCGTGCTGAGGGATTCGATAAGGTTGAGATCA

template: CCGGCCCCCGCCTGGATATGGATAATGATTTCAAGACCTGGGTGGGGATCATTCATTCCT
FEEEEETEr e ettt r e e e e e e e e e e e e e e e

query: CCGGCCCCCGCCTGGATATGGATAATGATTTCAAGACCTGGGTGGGGATCATTCATTCCT

template: TTGCCCGCCATAACGTGATTGGTGACAAAGTTGAACTGCCTTTTGTTGAGTTTGCAAAAC
FErrerrrrereerrrre e et e e e et e e e e e e e e e el

query: TTGCCCGCCATAACGTGATTGGTGACAAAGTTGAACTGCCTTTTGTTGAGTTTGCAAAAC

template: TGTGTGGTATACC
FEErrrrrrrrnt

query: TGTGTGGTATACC

# FIA_4

template:

query:

template:

query:

template:

query:

template:

query:

template:

query:

template:

query:

template:

query:

CCATGCTGGTTCTAGAGAAGGTGTTGTGACAAATTGCCCTTAACCCTGTGACAAATTGCC
FEEEEEEEET e e e e e e et e e e e e e e e e e e e
CCATGCTGGTTCTAGAGAAGGTGTTGTGACAAATTGCCCTTAACCCTGTGACAAATTGCC

CTCAGAAGAAGCTGTTTTTTCGCAAAGTTATCCCTGCTTATTGACTCTTTTTTATTTAGT
FEEEErrrr e e e et e e e e e e e e e e e e e e
CTCAGAAGAAGCTGTTTTTTCGCAAAGTTATCCCTGCTTATTGACTCTTTTTTATTTAGT

GTGACAATCTAAAAACTTGTCACACTTCACATGGATCTGTCATGGCGGAAACAGCGGTTA
FEEEEEE et e e e e e e e e e e e e e e e e e e e
GTGACAATCTAAAAACTTGTCACACTTCACATGGATCTGTCATGGCGGAAACAGCGGTTA

TCAATCACAAGAAACGTAAAAATAGCCCGCGAATCGTCCAGTCAAACGACCTCACTGAGG

FECEEEEE e e e e e e e e e e e e e e e e e e e e
TCAATCACAAGAAACGTAAARATAGCCCGCGAATCGTCCAGTCAAACGACCTCACTGAGG

CGGCATATAGTCTCTCCCGGGATCAAAAACGTATGCTGTATCTGTTCGTTGACCAGATCA
Lrrrrrrrrrrrerrrrrererrrrrrre et e e e e e e e e e
CGGCATATAGTCTCTCCCGGGATCAAAAACGTATGCTGTATCTGTTCGTTGACCAGATCA

GAAAATCTGATGGCACCCTACAGGAACATGACGGTATCTGCGAGATCCATGTTGCTAAAT
FEEEErrrr e e e et e e e e e e e e e e e e e e
GAAAATCTGATGGCACCCTACAGGAACATGACGGTATCTGCGAGATCCATGTTGCTAAAT

ATGCTGAAATATTCGGATTGACCT
FEEEEEEEEErr e
ATGCTGAAATATTCGGATTGACCT



Docker version

Long-read sequence

(B0009108_F31-F36_A4_B1_minion.fasta)

PMLST profile: IncF RST

Sequence Type: [F36:A4:Bl]

ok Kk ok Kk ok Kk ok ok Kk ok ok Kk ok ok Kk ok ok ko ok o ko ok ok Kk ok ok Kk ok ok Kk ok ok ko Kk
Locus Identity Coverage Alignment Length Allele
Length Gaps Allele

ko Kk ok Kk ok Kk ok ok Kk ok ok Kk ok ok Kk ok ok ok ok ok o ko ok ok Kk ok ok Kk ok ok Kk ok ok ko Kk
FIA 100.0 100.0 384 384

0 FIA 4

FIB 100.0 92.22520107238606 344 373

0 FIB_1?

FIC - - - -

- No hit found

FII 100.0 100.0 157 157

0 FII_36!

FII 100.0 100.0 157 157

0 FII_31!

FIIK - - - -

- No hit found

FIIS - - - -

- No hit found

FIIY - - - -

- No hit found

Notes: ?! alleles with multiple perfect hits found, multiple STs might
be found

! FIT: Multiple perfect hits found

? FIB: Uncertain hit,

ST can not be trusted.

Extended Output:

# FII_36
template:

query:
template:
query:
template:
query:

# FII_31
template:

query:
template:
query:
template:
query:

# FIB_1
template:

query:
template:
query:
template:
query:
template:
query:
template:
query:
template:
query:
template:

query:

CAAAAACCCCGATAATCTTCACCAGGTTTGGCGACTAAGAGAAGATTACCGGGGCCCACT
FEEEEEEEr et e e e e e e e e e e e e e e e e e e
CAAAAACCCCGATAATCTTCACCAGGTTTGGCGACTAAGAGAAGATTACCGGGGCCCACT

TAAACCGTATAGCCAACAATTCAGCTATGCGGGGAGTATAGTTATATGCCCGGARAAGTT

RN RN
TAAACCGTATAGCCAACAATTCAGCTATGCGGGGAGTATAGTTATATGCCCGGAAAAGTT

CAAGACTTCTTTCTGTGCTCACTCCTTCTGCGCATTG
FEEEEEEEEErr e e e e et
CAAGACTTCTTTCTGTGCTCACTCCTTCTGCGCATTG

CAAAAACCCCGATAACCTTCACCAGGTTTGGCGACTAAGAGAAGATTACCGGGGCCCACT
FEEEEETEE e et e r e e e e e e e e e e e e e e
CAAAAACCCCGATAACCTTCACCAGGTTTGGCGACTAAGAGAAGATTACCGGGGCCCACT

TAAACCGTATAGCCAACAATTCAGCTATGCGGGGAGTATAGTTATATGCCCGGAAAAGTT
FEEerrrrerrere et e et e et e e e e e e e e e e e e
TAAACCGTATAGCCAACAATTCAGCTATGCGGGGAGTATAGTTATATGCCCGGAAAAGTT

CAAGACTTCTTTCTGTGCTCACTCCTTCTGCGCATTG
FEEEErrrrrrr et e e e e e e et
CAAGACTTCTTTCTGTGCTCACTCCTTCTGCGCATTG

ATTCAGACATCAAAAAACTGTTCGGCGAGGTGGATAAGTCCTCCGGTGAGCTGGTGACAC
FEEEEEEErEr et e e
--GTGGATAAGTCCTCCGGTGAGCTGGTGACAC

TGACACCAAACAATAACAACACCGTACAACCTGTGGCGCTGATGCGTCTGGGCGTTTTTG
RN N N N NN NN RN
TGACACCAAACAATAACAACACCGTACAACCTGTGGCGCTGATGCGTCTGGGCGTTTTTG

TACCGACCCTTAAATCACTGAAGAACAGTAAAAAAAATACACTGTCACGTACTGATGCCA
FEEEEEEEr et e e e e e e e e e e e e e e e e e e
TACCGACCCTTAAATCACTGAAGAACAGTAAAAAAAATACACTGTCACGTACTGATGCCA

CGGAAGAGCTGACACGTCTTTCCCTGGCCCGTGCTGAGGGATTCGATAAGGTTGAGATCA
FErerrrrerrrrerrrre et e et e e e e e e e e e e e e
CGGAAGAGCTGACACGTCTTTCCCTGGCCCGTGCTGAGGGATTCGATAAGGTTGAGATCA

CCGGCCCCCGCCTGGATATGGATAATGATTTCAAGACCTGGGTGGGGATCATTCATTCCT
RN N N NN RN RN
CCGGCCCCCGCCTGGATATGGATAATGATTTCAAGACCTGGGTGGGGATCATTCATTCCT

TTGCCCGCCATAACGTGATTGGTGACAAAGTTGAACTGCCTTTTGTTGAGTTTGCAARAAC
Ferrerrrrereerrrrerrerrrre e et e e e e e e e e e el
TTGCCCGCCATAACGTGATTGGTGACAAAGTTGAACTGCCTTTTGTTGAGTTTGCAARAC

TGTGTGGTATACC
FEErErrrrrrn
TGTGTGGTATACC

# FIA_4

template:

query:

template:

query:

template:

query:

template:

query:

template:

query:

template:

query:

template:

query:

CCATGCTGGTTCTAGAGAAGGTGTTGTGACAAATTGCCCTTAACCCTGTGACAAATTGCC
FEEEEEEEET e e e e e e et e e e e e e e e e e e e
CCATGCTGGTTCTAGAGAAGGTGTTGTGACAAATTGCCCTTAACCCTGTGACAAATTGCC

CTCAGAAGAAGCTGTTTTTTCGCAAAGTTATCCCTGCTTATTGACTCTTTTTTATTTAGT
FEEEErrrr e e e et e e e e e e e e e e e e e e
CTCAGAAGAAGCTGTTTTTTCGCAAAGTTATCCCTGCTTATTGACTCTTTTTTATTTAGT

GTGACAATCTAAAAACTTGTCACACTTCACATGGATCTGTCATGGCGGAAACAGCGGTTA
FEEEEEE et e e e e e e e e e e e e e e e e e e e
GTGACAATCTAAAAACTTGTCACACTTCACATGGATCTGTCATGGCGGAAACAGCGGTTA

TCAATCACAAGAAACGTAAAAATAGCCCGCGAATCGTCCAGTCAAACGACCTCACTGAGG

FETEEEEEET e E et e e et e e e e e e b e e e e e e e e e
TCAATCACAAGAAACGTAAAAATAGCCCGCGAATCGTCCAGTCAAACGACCTCACTGAGG

CGGCATATAGTCTCTCCCGGGATCAAAAACGTATGCTGTATCTGTTCGTTGACCAGATCA
FEEErrrrr e e e e e e e e e e e e e e e e e e
CGGCATATAGTCTCTCCCGGGATCAAAAACGTATGCTGTATCTGTTCGTTGACCAGATCA

GAAAATCTGATGGCACCCTACAGGAACATGACGGTATCTGCGAGATCCATGTTGCTAAAT
FEEEErrrr e e e et e e e e e e e e e e e e e e
GAAAATCTGATGGCACCCTACAGGAACATGACGGTATCTGCGAGATCCATGTTGCTAAAT

ATGCTGAAATATTCGGATTGACCT
FEEEETEE el
ATGCTGAAATATTCGGATTGACCT



CGE web version
Short-read sequence
(B0009108_IWlumina.fasta)

1st run

pMLST profile: IncF RST
Sequence Type: [F31:A4:B1]

Notes: *?! alleles with multiple perfect hits found, multiple 5Ts might be found

?* FIC: Imperfect hit, ST can not be trusted!
U Fll: Multiple perfect hits found

2nd run

pMLST profile: IncF RST
Sequence Type: [F36:A4:B1]

Notes: *? alleles with less than 100% identity and 100% coverages found

I Fll: Multiple perfect hits found

?* FIC: Imperfect hit, ST can not be trusted!



CGE web version
Long-read sequence
(B0009108_F31-F36_A4_B1_minion.fasta)

pMLST profile: IncF RST
Sequence Type: [F36:A4:B58]

Notes: I?* alleles with multiple perfect hits found, multiple STs might be found

? FIB: Uncertain hit, ST can not be trusted.
?* FIC: Imperfect hit, ST can not be trusted!
I Fll: Multiple perfect hits found



