Table S1. Complete predicted protein of AreR resulting from gene sequencing analysis of

each isolate and the corresponding MIC of erythromycin (pg/ml), for 16 erythromycin

resistant Aliarcobacter butzleri strains (MIC >8 pg/ml) and 56 susceptible strains.

Strain

MIC of
erythromycin
(Hg/ml)

AreR protein sequence

Truncated
protein

All-2
AB 11/11

AB 12/11

AB 21/11

AB 26/11

AB_2811

AB 33/11

AB 46/11

AB 52/11

CR22-1A

CR424

CR502

CR641

CR88-1

CR107-3

32

32

32

16

16

32

32

32

16

16

32

LSTKNKIDKNYLINHEEILLNDGISGLSIKVATKANISIGG
VQYIFGNKEGMIKAVFRKK*
LSTKNKIDKNYLINHEEILLNDGISGLSIRKVAYFNRWCSI
YLWK*
LSTKNKIDKNYLINHEEILLNDGISGLSIRKVAYFNRWCSI
YLWK*
LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKIITILLQEKFVFEGLQDW
YSASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINIS
PKEQKEIFEDLKTFLL*
LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKY'S
QLKAHIEYISKHNDNEEFDKISKIITILLQEKFVFEGLQDW
YSASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINIS
PKEQKEIFEDLKTFLL*
LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKITILLQEKFVFEGLQDW
YSAS*
LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKITILLQEKFVFEGLQRL
VEHIFKFY™*

LSTKNKILNFRT*
LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKIITILLQEKFVFEGLQDW
YSASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINIS
PKEQKEIFEDLKTFLL*
LSTKNKIDKNYLINHEEILLLRRMHLATQMHKHLAS*
LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKNDNSKYS
QLKAHIEYISKHNDNEEFDKISKIITILLQEKFVFDVGTQRI
WPPRAFTLGQLTHNDLAS*
LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKITILLQEHLV*
LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKIITILLQEKFVFEGLQDW
YSASLNSIDTNTDEGKN*
LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKIITILLQEKFVFEGLQDW
YSASLNSIDTNTDEGKN*
LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNROQIKILLKDDNSKYS

Yes

Yes

Yes

No

No

Yes

Yes

Yes

No

Yes

Yes

Yes

Yes

Yes

Yes




INSA2808 32
DQ1dM1 2
DQ13A1 4
DQ15A1 2
DQ19M1 2
DQ40AL 2
DQ44M1 4
DQB4AL 1
DQ46A2 2
DQ65A3 2
DQ68M4 2
DQ72A1 2

A6-1 4

A8-1 2

A9-4 2

A12-1 2

QLKAHIEYISKHNDNEEFDKISKITILLQEKFVFEGLQDW
YSTSLNSIDTNTDEGKKLRLFFIFRSNVHINDFKIYKHIS*
LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKMKRIIVK*
LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKITILLQEKFVFEGLQDW
YSASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINIS
PKEQKEIFEDLKTFLL*

LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNNNEEFDKISKITILLQEKFVFEGLQDW
YSASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINIS
PKEQKEIFEDLKTFLL*
LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKITILLQEKFVFEGLQDW
YSASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINIS
PKEQKEIFEDLKTFLL*
MSTKNKIDKNYLINIEEILLNDGISGLSIRKVATKANISIG
GVQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKY
SQLKAHIEYISKHNDNEEFDKISKITILLQEKFVFEGLQD
WYSTSLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKY NI
SPKEQKEIFEDLKTFLL*
LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKIITILLQEKFVFEGLQDW
YSTSLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINISP
KEQKEIFEDLKTFLL*

LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNNNEEFDKISKIITILLQEKFVFEGLQDW
YSASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINIS
PKEQKEIFEDLKTFLL*
LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKIITILLQEKFVFEGLQDW
YSTSLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINISP
KEQKEIFEDLKTFLL*

LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKIITILLQEKFVFEGLQDW
YSASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINIS
PKEQKEIFEDLKTFLL*

LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKIITILLQEKFVFEGLQDW
YSTSLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINISP
KEQKEIFEDLKTFLL*
LSTKNKIDKNYLINIEEILLNDGISGLSIRRVATKANISIGG
VQYIFGNKKGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKITILLQEKFVLEGLQDW
YSASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINIS
PKEQKEIFEDLKTFLL*
LSTKNKIDKSYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNROQIKILLKDDNSKYS

Yes

No

No

No

No

No

No

No

No

No

No

No




AB 13/11

AB_2211

AB 25/11

AB 30/11

AB 31/11

AB 32/11

AB 35/11

AB 38/11

AB 42/11

AB 43/11

Ab_4511

AB 47/11

CR9-1

QLKAHIEYISKHNDNEEFDKISKITILLQEKFVFEGLQDW
YSASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINIS
PKEQKEIFEDLKTFLL*
LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKITILLQEKFVFEGLQDW
YSTSLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINISP
KEQKEIFEDLKTFLL*
LSTKNKIDKNYLINIEEILLNDGISGLSIRRVATKANISIGG
VQYIFGNKKGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKITILLQEKFVLEGLQDW
YNASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKY INIS
PKEQKEIFEDLKTFLL*

LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKITILLQEKFVFEGLQDW
YSASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINIS
PKEQKEIFEDLKTFLL*
LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKIITILLQEKFVFEGLQDW
YSASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINIS
PKEQKEIFEDLKTFLL*
LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKIITILLQEKFVFEGLQDW
YSASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINIS
PKEQKEIFEDLKTFLL*
LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKIITILLQEKFVFEGLQDW
YSASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINIS
PKEQKEIFEDLKTFLL*
LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKIITILLQEKFVFEGLQDW
YSASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINIS
PKEQKEIFEDLKTFLL*
LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKIITILLQEKFVFEGLQDW
YSASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINIS
PKEQKEIFEDLKTFLL*
LSTKNKIDKNYLINIEEILLNDGISGLSIRRVATKANISIGG
VQYIFGNKKGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKIITILLQEKFVLEGLQDW
YSASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINIS
PKEQKEIFEDLKTFLL*
LSTKNKIDKNYLINIEEILLNDGISGLSIRRVATKANISIGG
VQYIFGNKKGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKIITILLQEKFVLEGLQDW
YNASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINIS
PKEQKEIFEDLKTFLL*
LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKITILLQEKFVFEGLQDW
YSTSLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINISP
KEQKEIFEDLKTFLL*

No

No

No

No

No

No

No

No

No

No

No




CR18-1

CR20-1

CR21-1

CR22-2
CR1-1

CR36-1

CR40-1

CR42-3
CR48-2
CR50-1

CR78-1

CR90-2
CR101-1
CR1-4-1

CR1132

CR1143

Ab_1711

Ab_4211

CR891

0.5

N B~

LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKITILLQEKFVFEGLQDW
YSASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINIS
PKEQKEIFEDLKTFLL*
LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKITILLQEKFVFEGLQDW
YSASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINIS
PKEQKEIFEDLKTFLL*

LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKITILLQEKFVFEGLQDW
YSASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINIS
PKEQKEIFEDLKTFLL*
LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS
QLKAHIEYISKHNDNEEFDKISKIITILLQEKFVFEGLQDW
YSTSLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINISP
KEQKEIFEDLKTFLL*

LSTKNKIDKNYLINHEEILLNDGISGLSIRKVATKANISIGG
VQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKYS

QLKAHIEYISKHNDNEEFDKISKIITILLQEKFVFEGLQDW
YSTSLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINISP
KEQKEIFEDLKTFLL*

MSTKNKIDKNYLINIEEILLNDGISGLSIRKVATKANISIG
GVQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKY
SQLKAHIEYISKHNDNEEFDKISKHTILLQEKFVFEGLQD
WYSTSLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINI
SPKEQKEIFEDLKTFLL*
MSTKNKIDKNYLINIEEILLNDGISGLSIRRVATKANISIG
GVQYIFGNKKGMIKAVLEKNEEDYNRQIKILLKDDNSKY
SQLKAHIEYISKHNDNEEFDKISKHTILLQEKFVLEGLQD
WYSASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINI
SPKEQKEIFEDLKTFLL*
MSTKNKIDKNYLINIEEILLNDGISGLSIRKVATKANISIG
GVQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKY
SQLKAHIEYISKHNDNEEFDKISKHTILLQEKFVFEGLQD
WYSASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINI
SPKEQKEIFEDLKTFLL*
MSTKNKIDKNYLINIEEILLNDGISGLSIRKVATKANISIG
GVQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKY
SQLKAHIEYISKHNDNEEFDKISKHTILLQEKFVFEGLQD
WYSASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINI
SPKEQKEIFEDLKTFLL*
MSTKNKIDKNYLINIEEILLNDGISGLSIRKVATKANISIG
GVQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKY
SQLKAHIEYISKHNDNKEFDKISKIITILLQEKFVFEGLQD
WYSTSLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKY NI
SPKEQKEIFEDLKTFLL*

No

No

No

No

No

No

No

No

No

No




CR604 0.125
1426_2003 1
CR892 2
A103 2
DQ31A1 4
Ab_3711 1
CR461 1
Al111 2
DQ20dA1L 2

MSTKNKIDKNYLINIEEILLNDGISGLSIRKVATKANISIG
GVQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKY
SQLKAHIEYISKHNDNEEFDKISKIITILLQEKFVFEGLQD
WYSTSLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKY NI
SPKEQKEIFEDLKTFLL*
MSTKNKIDKNYLINIEEILLNDGISGLSIRKVATKANISIG
GVQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKY
SQLKAHIEYISKHNDNEEFDKISKITILLQEKFVFEGLQD
WYSASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINI
SPKEQKEIFEDLKTFLL*
MSTKNKIDKNYLINIEEILLNDGISGLSIRKVATKANISIG
GVQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKNDNSKY
SQLKAHIEYISKHNDNEEFDKISKIITILLQEKFVFEGLQD
WYSASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINI
SPEEQKEIFEDLKTFLL*

MSTKNKIDKNYLINIEEILLNDGISGLSIRKVATKANISIG
GVQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKY
SQLKAHIEYISKHNDNEEFDKISKITILLQEKFVFEGLQD
WYSTSLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKY NI
SPKEQKEIFEDLKTFLL*

MSTKNKIDKNYLINIEEILLNDGISGLSIRKVATKANISIG
GVQYIFGNKEGMIKAVLEKNEEDYNRQIKILLKDDNSKY
SQLKAHIEYISKHNDNEEFDKISKHTILLQEKFVFEGLQD
WYSASLNSIDTNTDEGKKLRLAFLFSEAMFTLMTLKYINI
SPKEQKEIFEDLKTFLL*

No

No

No

No

No

Isolates identified in bold correspond to predicted proteins deduced from previous whole genome sequencing

).

--- No amplification of areR.



Table S2. Oligonucleotide sequences used in the current work.

Target

Primer e Sequence (5°23’) Application
tetR_F1 gaataagaagttcYaaaatatgatgc tetR amplification and
tetR_R1 iR tccatcaatttgMggtctaac sequencing
tetR internal
tetR_seq cattgaagagattctctta .
sequencing
areB_Al ttgaaataagggctacttactcagg
areB_A2 areB Ttattcctcctagttagtcactccaacaccatctactcttge Isogenic cmeB mutant
areB_B1 Tacctggagggaataatgatccattaggaattattggtgcag — construction
areB_B2 gttcgctctggcettgcaaat
areA_ agttagaccgcaaattgatgg
RTPCR_F1
areA - areA
RTPCR_R1 gctttagcatcatctgcttcttg ouantittive PCR
areB_RTPCR_F1 areB tggaaatggacaaaatggtg
areB_RTPCR_R1 tccaagccctggaatagaag
areC_RTPCR_F1 areC tcgattgatgcaaaagcaag

areC_RTPCR_R1

ttgaagttgctgcgtattttg
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Figure S1. Neighbor-joining phylogenetic tree of AreB together with representatives of
RND inner membrane components of Escherichia coli, Pseudomonas aeruginosa and
Campylobacter jejuni. Escherichia coli MFS and ABC transporters were used in the
analysis. The percentage of replicate trees in which the associated taxa clustered together
in the bootstrap test (1000 replicates) are shown next to the branches. Accession numbers

are shown in the parenthesis. Bar corresponds to 50 amino acid differences per sequence.
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MSTKNKIDKNYLINITEEILLNDGISGLSIRKVATKANISIGGVQYIFGNKEGMIKAVLE
MSTKNKIDKNYLINITEEILLNDGISGLSIRKVATKANISIGGVQYIFGNKEGMIKAVLE
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MSTKNKIDKNYLINITEEILLNDGISGLSIRKVATKANISIGGVQYIFGNKEGMIKAVLE
MSTKNKIDKNYLINITEEILLNDGISGLSIRRVATKANISIGGVQYIFGNKKGMIKAVLE
MSTKNKIDKNYLINITIEEILLNDGISGLSIRKVATKANISIGGVQYIFGNKEGMIKAVLE
MSTKNKIDKNYLINITIEEILLNDGISGLSIRKVATKANISIGGVQYIFGNKEGMIKAVLE
MSTKNKIDKNYLINITIEEILLNDGISGLSIRKVATKANISIGGVQYIFGNKEGMIKAVLE
MSTKNKIDKNYLINITEEILLNDGISGLSIRKVATKANISIGGVQYIFGNKEGMIKAVLE
MSTKNKIDKNYLINITEEILLNDGISGLSIRKVATKANISIGGVQYIFGNKEGMIKAVLE
MSTKNKIDKNYLINITIEEILLNDGISGLSIRKVATKANISIGGVQYIFGNKEGMIKAVLE
MSTKNKIDKNYLINITEEILLNDGISGLSIRKVATKANISIGGVQYIFGNKEGMIKAVLE

MSTKNKIDKNYLINITEEILLNDGISGLSIRKVATKANISIGGVQYIFGNKEGMIKAVLE
R R R R R P R

KNEEDYNRQIKILLKDDNSKYSQLKAHIEYISKHNDNKEFDKISKIITILLQEKFVEFEGL
KNEEDYNRQIKILLKDDNSKYSQLKAHIEYISKHNDNEEFDKISKIITILLQEKFVEEGL
KNEEDYNRQIKILLKDDNSKYSQLKAHIEYISKHNDNEEFDKISKIITILLQEKFVEEGL
KNEEDYNRQIKILLKDDNSKYSQLKAHIEYISKHNDNEEFDKISKIITILLQEKFVEFEGL
KNEEDYNRQIKILLKDDNSKYSQLKAHIEYISKHNDNEEFDKISKIITILLOQEKEVFEGL
KNEEDYNRQIKILLKDDNSKYSQLKAHIEYISKHNDNEEFDKISKIITILLQEKEFVEFEGL
KNEEDYNRQIKILLKDDNSKYSQLKAHIEYISKHNDNEEFDKISKIITILLQEKFVEFEGL
KNEEDYNRQIKILLKDDNSKYSQLKAHIEYISKHNDNEEFDKISKIITILLQEKFVEFEGL
KNEEDYNRQIKILLKDDNSKYSQLKAHIEYISKHNDNEEFDKISKIITILLQEKFVLEGL
KNEEDYNRQIKILLKDDNSKYSQLKAHIEYISKHNDNEEFDKISKIITILLQEKFVEFEGL
KNEEDYNRQIKILLKDDNSKYSQLKAHIEYISKHNDNEEFDKISKIITILLQEKFVEFEGL
KNEEDYNRQIKILLKDDNSKYSQLKAHIEYISKHNDNEEFDKISKIITILLQEKFVFEGL
KNEEDYNRQIKILLKNDNSKYSQLKAHIEYISKHNDNEEFDKISKIITILLQEKFVFEGL
KNEEDYNRQIKILLKDDNSKYSQLKAHIEYISKHNDNEEFDKISKIITILLQEKFVFEGL
KNEEDYNRQIKILLKDDNSKYSQLKAHIEYISKHNDNEEFDKISKIITILLQEKEFVFEGL
KNEEDYNRQIKILLKDDNSKYSQLKAHIEYISKHNDNEEFDKISKIITILLQEHLV-——--
KNEEDYNRQIKILLKNDNSKYSQLKAHIEYISKHNDNEEFDKISKIITILLQEKEFVED--

Ak Ak hkhk kA hhkhkhkhkhkhekhkhkhhkhhkhkhkhhkhhkhhhkhkhkhkhk e hhkdrhkhkhkhhkhkhhkhkhhk ook
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Figure S2. Alignment of AreR from 17 Aliarcobacter butzleri strains.

Asterisks indicate amino acids that were common to all sequences, colons and dots

indicate structurally similar amino acids as calculated by the Clustal W program.
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Figure S3. Distribution of minimum inhibitory concentration of erythromycin for
Aliarcobacter butzleri isolates. Truncated indicates strains with a truncated predicted
AreR, Non-truncated indicates strains with a non-truncated predicted AreR, Non-
amplified depicts isolates for which no amplification was obtained.
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