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Table S1: Primers for amplification of the C. jejuni genes fIpA and jlpA, for the cold shock
expression plasmid pCOLD I, and for multiplex PCR for identification of Campylobacter.

Table 2: Primers for amplification of the C. jejuni genes fIpA and jlpA, for the cold shock
expression plasmid pCOLD I, and for multiplex PCR for identification of Campylobacter.

Sequence (5- 3")

Amplicon: fIp4 in pCOLD I

flpA_Ndel-FOR TATATCATATGAGCTTGCCAAAGGTTGAAAG

flpA_Xbal-Rev ATATATCTAGAGACTGAGCCGCCTTAACTTTG
Amplicon: pCOLD I (sequencing primers)

pCOLDI FOR ACGCCATATCGCCGAAAGG

pCOLDI REV GGCAGGGATCTTAGATTCTG

Amplicon: jipA in pCOLD I

jlpA Ndel-FOR CCCGGGCATATGTGCGGAAATTCCATAG

jlpA_Pstl-REV ATATATCTGCAGAAATGACGCTCCGCCCA
GGGAGGCAGCAGTRRGGAAT
16S rDNA
! TGACGGGCGGTGRGTACAAG

GGTATGATTTCTACAAGCGAG

Aspartoki
45p ASPATIORINASE = A TAAAAGACTATCGTCGCGTG

GACTTCGTGCAGATATGGATGCTT

hipO Hippuricase  — =~ oo T ATCCGAAGAAGCCATCA




Table S2: Relative proliferation [%] of C. jejuni after 48 h (t1/48n) under chitosan influence and
48 h (towen) after changing to test compound-free, unsupplemented media relative to the
untreated control UC (tiasnh value = 100 %). The UC after 96 h (t206n value) had a relative
proliferation of 181 + 17 % (related to the (ti4sn value = 100 %). Relative values represent the

mean + SD from n = 3 independent experiments with n = 4 technical replicates.

Concentration [mg/mL]

Chitosan

t [h] 5 2.5 1.25

Relative proliferation [%] UC tiash= 100%; UC trosh= 181 %

t1/48n 0+0 54 + 63 74 + 40
134

t2/96h 190+ 75 176 + 68 176 £ 10

t1/48h 26 +36 10+ 10 89 + 55
114

t2/96h 194 + 14 100 =28 161 + 48

t1/48h 24 +18 33+25 87 + 59
652

t2/96h 123 +24 137 £27 161+ 18

t1/48h 6£5 6+8 177 £ 123
651

t2/96h 157 + 54 119+27 172 +70

t1/48h 33 +25 137 £ 106 156 £91
661

t2/96h 284 + 242 273 + 209 175+ 136
90/20 t1/48n 10+ 13 10+ 15 181 + 128

t2/96h 174 + 45 145 + 40 197 + 107

t1/48h 10+3 7+5 111+£76
80/20

t2/96h 177 + 58 129 + 42 207 + 112

t1/48h 7+6 1+1 123+92
70/20

t2/96h 115+20 120+ 15 141 £ 50



Ser Asp Met Ser Asn lle Ala Phe Glu Trp Glu Pro Leu Tyr Asn Glu Asn lie Lys Gly Phe Tyr Leu Tyr Arg Ser Ser Asp Glu Asn Pro Asp Phe Lys Leu Val Gly Thr Dle Lys Asp Lys Phe Gin Thr His Tyr Val Asp Thr Lys Leu Glu Pro Gly Thr Lys
§
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GTGATATGAGTAATATTGCTTTTGAATGGGAGCCTTTATATAATGAAAATAT TAAAGGATTTTATTTGTATCGTTCTAGTGATGAAAATCCTGAT TTTAAACTTGTAGGCACTATTAAAGATAAGTTTCAAACTCATTATGTAGATACTAAAT TAGAGCCTGGTACTARG

1 =8 GTGATATGAGTAATATTGCTTTTGAATGEGAGCCTT TATATAAT GAAAATAT TAAAGGAT T TTATTTGTATCGTTCTAGTGATGAAKATCCTGAT TTTAAACT TGTAGGCACTATTAAAGATAAGT TTCAAACTCATTATGTAGATACTAAAT TAGAGCCTGGTACTAAG

TATCGTTATATGATGAAAAGCTTTAA TTCAGAAGA TATAGAAGT! TGAAGCTGTTCCTTTTGTTCAAGCTGTGACTAATTTGCCTAATCGTATTAAACTTATTTGGCGTCCGCATCCTGATTTTAGGGT
1 == TATCGTTATATGATGAAAAGCTTTAATGAGCAAGGACAAATTTCAGAAGATGGCAAGGTTATAGAAGT GAGCACAGC TCCAAGACTIGAAGCTGTTCCTTTTGTTCAAGCTGTGACTAATTTGCCTAATCGTAT TAAACTTAT TTGGCGTCCECATCCTGATTTTAGGGT

mummlhH.uxlmunlhuullmﬂmuummuunnmmmmmlu.h xunuuuuuwmnuumlmmlmummlmummmuum

el TATCGTTATATGATGMANSC TTTAATGAGCAAGGACMATT TCAGMGATGGCMGGTTATAGAAGTGAGCACAGC TCCAAGACTTGMGCT GTTCCTTTTGTTCAAﬁCTGTGACTMTTTGCCTAATCG TATTAMC TTATTT GGCGTCCGCATCCTMT TTTAGGGT

umunmlldwumuulhuuhm“umﬂmmumumhumuuum mmluuuulumuhlmu.umsmmtummmhmuuuualuuw

hspSer Tyr Je Te Gl Arg The Lys Gly Asp Asp Lys Gla Phe Lys Lys lle Ala Glu Val Lys Asn Arg Leu Asn Ala Glu Tyr lle AspSg A5p Leu Lys Pro Asn Glu sn Ser Ser Tyr Arg lle lle Ala Val Ser Phe Asn Gy lle Lys Ser Gly Ser
77777777 (in frame with, Fector ¥z site) .
Fn3
Fn3
TGATTCTTATATTAT ARGGTGAT TTTAAAARAATTGCAGAAGTAAAAAATCGTTTAAACGCTGAATACATCEATAGTGATT TAAAGCCTAATGAAAATTCAAGTTATAGAATTATTGCTETGAGTTTTAATGGGATAAAGABTGGGTCAA

1 == TGATTCTTATATTATTGAAAGAACCAAAGGTGATGATAAAGAAT T TAAAAAAAT TGCAGAAGTAARAAAT CGTT TAAACGCTBAATACATCGATAGTGATT TAAAGCCTAATGAAAAT TCAAGTTATAGAATTATTGCTGTGAGT TTTAATGEGATAAAGAGTGGGTCAA!

ﬂumullmmu.llu.muumhmuhmunl AR

2 == TGATTCTTATATTATTGAAAGAACCAAAGGTGATGATAAAGAAT T TAAAAAAAT TGCAGAABTAAAAAAT CGTTTAAACGCTGAATACATCGATAGT GATT TAAAGCCTAATGAAAAT TCAAGTTATAGAATTAT TGCTGTGAGT TTTAATGGGATAAAGAGTGGGTCAA!

Ley
actos
E]

1
......................... {in frame with 7

GTCAAGTTGTAAGTTCTACAAGCAAGGCTTTACCTCCTCAAGTTGAGCATTTAAGTGCTAGCACAGATGGTTCTAGTAAAATCATTITAACTTGGGATGCTCCTACGTATGAAGATTTTTCTTATTATAAAGTTTATTCTACGAGCTCAAGCTTCCTTCCTTTTAGTGTT
1 = GTCAAGTTGTAAGTTCTACAAGCAAGGCT TTACCTCCTCAAGTTGAGCAT TTAAGTGCTAGCACAGATGGTTCTAGTAAAATCATTITAACTTGEGATGCTCCTACGTATGAAGATTTTTCTTATTATAAAGT TTATTCTACGAGCTCAAGCTTCCTTCCTTTTAGTGTT

uwhmumummnu.unmlmmwMu. uml.lumummmlmummuu.muun

2 = GTCAAGTTGTAAGTTCTACAAGCAAGGCTTTACCTCCTCAAGTTGAGCATTTAAGTGCTAGCACAGATGGTTCTAGTAAAATCATTITAACTTGGGATGCTCCTACGTATGAAGATTTTTCTTATTATAAAGT TTATTCTACGAGCTCAAGCTTCCTTCCTTTTAGTGTT

Leu Ala LysTh Asp Ly s Asn Ser Tyr Glu Asp Tle Val Glu Gly Ala Gly Lys Ser Lys Tyr Tyr Lys Val Thr Met Val Asp Lys AspGIyLe Glu Ser Pro Met Pro Lys Asp Gly Val Glu Gly Lys Thr Leu Gly Asn Pro Leu Ala Pro Ser lle Ile Leu Ala
—————————————— e (in frame with Fzctor Xa site) B et e eeee el

TTGGCAAAGACTGATAAAAATTCTTATGAGGATATAGTAGAAGGAGCAGGTAAAAGCAAGTATTATAAAGTAACAATGGTGGATAALGATGGTCTTGAAAGTCCTATGCCAAAAGATGETGTAGAAGGTAAAACTTT, TTTGGCTCCTAGTATTATTTTGGC
1 == TTGGCAAAGACTGATAARAATTCT TATGAGGATATAGT AGAAGGAGCAGG TAAAAGCAAGTATTATAAAG TAACAATGGTGGATAALGAT GGTCTTGAAAGT CCTATGCCAARAGAT GG TGTAGAAGGTAAAACTT TAGGCAACCCTTTGGCTCCTAGTATTATTTTGGE

MJ hillMﬂlmu“imIlhhhmumlWdudmh&mthUtUL xmhlumIIWMHWHM“IWMMM!“M!W:MHMM

2 = TTGG! CMAGACTGATMAMTTCYTATGAEGATATAGTAGMGGAG CAGGTAAM& CAAGTATTATAAAGTAACAAT GGTGGATAMGATGGTCTTEAAAGTCCTAYGCCAMAGATGGYGYAGMGGTAMACT TTAGGCAACC CTTT GGCTCCTAGTATTAYTT TGGC

o ey




———————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————

TCAAAGTACAAGCGAAGGGATAAAT TTAGAATGGAGTGATAATGATACTAGAGC TGTTGAGTATGAAG TAAGACGC TATGGCGEGGAGCAAAATGCAGT TTTTAAAGGCAT TAAAGAAAAGCGAT TAAAAGAT GTAAAAGC T TTGCCAGGGGTGGAATATAGT TATGAAG
1 == TCAAAGTACAAGCGAAGGGATAAAT TTAGAATGGAGTGATAATGATACTAGAGCTGTTGAGTATGAAGTAAGACGC TATGGCGGGGAGCAAMATGCAGT TTTTAAAGGCAT TAAAGAAAAGC GATTAAAAGAT GTAAAAGCTTTGCCAGGGGTGRAATATAGTTATGAAG

val lle Ala [le Asp Ser Ala Gly Leu gs G\ o Ser Ser Lys Val Lys Ala Ala Gln Ser gn
SERTEEEE -- (in fra Ul-l Xa site)  ---

MCS

TTATTGCTATTGATTCAGCCGGGCT TCGTTCAGAACCT TCAAGCAAAGT TAAGGCGGCTCAGTCTAGATAGE
1 = TTATTGCTATTGAT TCAGCCGGGCTTCGTTCAGHS] CTTC@CM

Figure S1: Sequence alignment of the fIp4 gene products of the forward and reverse primers
with the theoretical flpA sequence for cloning into pCOLD using SnapGene. The reference
sequence is shown above in bold letters. (1): Sequence of the PCR product with the forward
primer. (2) Sequence of the PCR product with the reverse primer. In the figure, the sequenced
bases are indicated by the letter code as well as by color: RED/T: thymine; BLUE/C: cytosine;
GREEN/A: Adenine; GREY/G: Guanine. In addition, the coded amino acids are listed in this

representation.



1 1 i ) ) a0
Met Asn His Lys Val His His His His His His lle Glu Gly Arg, His Met Cys Gly Asn Ser lle Asp Glu Lys Thr Val Lys Lys Tyr Glu Asn_GIn Leu Asn_GIn_Thr Val Lys Gin

. JIpA

cspA 5'UTR

MCs

ACACCATGAATCACAAAGTGCATCATCATCATCATCATATCGAAGGTAGGCATATGTGCGGAAATTCCATAGATGAAAAAACAGT TAAAAAATATGAAAATCAACTAAATCAAACAGTTAAACAA
AT CAACTAAATCAAACAGT TAAACAA

% > =
GAAATEICATAGATGAAAAAZICAGT TAAAAAEITATGAAAATCAACTAAATCAAACAGT TAAACAA

a5 s0 S5 s0 65 70 75 80
Glu Ile Ala Ser leu Ser GIn Asp Ser Gly lle Lys lle Glu Phe Ser Asp Phe Lys Cys Asn_ Ala Asp Gly Asp Phe Ile Ala Cys leu Ser Pro Asn Phe Lys Thr leu Thr Lys Asp Asn Asn
JIpA

GAAATTGCAAGCCTTTCTCAGGATTCTGGAATAAAGATTGAATTTTCTGATTTTAAATGCAATGCAGATGGTGATTTTATAGCGTGTTTAAGTCCAAATTTTAAAACTCTTACAAAAGATAATAA
1 = GAAATTGCAAGCCTTTCTCAGGATTCTGGAATAAAGATTGAATTTTCTGATTTTAAATGCAATGCAGATGGTGATTTTATAGCGTGTTTAAGTCCAAATTTTAAAACTCTTACAAAAGATAATAA

9

100
Glu__Ti

8: 90
Asp Glu_Tyr Gl _Glu Leu Phe Gln Ala Lys Asn lle Lys Tlle Arg Ser Asn

10: 110 11 120
le Tyr _Lys Gy Lys Ala Asn Ala_Ser lle Ser lle Lys Glu Tyr Tyr Asn Asp Leu Phe Lys Asn_Gin
JipA

[CGATGAGTATCAAGAACTATTTCAAGCAAAAAATATCAAAATTCGCTCAAATGAAATTTACAAAGGCAAAGCAAATGCATCAATTAGCATTAAAGAATATTACAACGATCTTTTTAAAAACCAAA
1 = CGATGAGTATCAAGAACTATTTCAAGCAAAAAATATCAAAATTCGCTCAAATGAAATTTACAAAGGCAAAGCAAATGCATCAATTAGCATTAAAGAATATTACAACGATCTTTTTAAAAACCAAA

1% B0 ™0 =0 250 250 £ 50 e 255 260 0 =0
2 <= CGATGAGTATCAAGAACTATTTCAAGCAAAAAATATCAAAATTCGCTCAAATGAAATTTACAAAGGCAAAGCAAATGCATCAATTAGCATTAAAGAATATTACAACGATCTTTTTAAAAACCAAA

125 130 135 140 145 150 155 160 165
lys Ser Tle GIn Ser Asn leu Val Phe Glu Asp Phe Lys leu Gly Glu Lys Val Val Ser Asp lle Asn Ala_ Ser leu Phe Gin Gin Asp Pro Lys lle Ser Ser Phe lle Asn Lys leu Ser Ser

JipA

AAAGCATACAATCAAATTTGGTTTTTGAAGATTTTAAACTTGGAGAAAAAGTTGTTAGTGACATCAATGCAAGCTTATTTCAACAAGATCCAAAAATCAGCTCTTTTATCAATAAATTAAGCTCG
1 =+ AAAGCATACAATCAAATTTGGTTTTTGAAGATTTTAAACTTGGAGAAAAAGTTGTTAGTGACATCAATGCAAGCTTATTTCAACAAGATCCAAAAATCAGCTCTTTTATCAATAAATTAAGCTCE

2 <= AAAGCATACAATCAAATTTGGTTTTTGAAGATTTTAAACTTGGAGAAAAAGTTGTTAGTGACATCAATGCAAGCTTATTTCAACAAGATCCAAAAATCAGCTCTTTTATCAATAAATTAAGCTCG

170 175 180 185 190 195 200 2
Asp Ser Tyr Thr Leu Ser Phe Asp Asn Ser Ile Asn Lys GIn Glu Asn Asn Tyr leu Asp Asn leu Asp Ile Llys Phe Tyr Asn Ala Llys Leu Asn Phe Asn Thr Asn leu Asn Ile Asn Lleu Lys
JIpA

GATTCTTATACTTTATCATTTGATAACTCCATAAACAAACAAGAAAACAATTATCTAGATAATCTTGATATAAAATTTTATAACGCAAAATTAAATTTCAATACAAATCTAAATATAAATCTAAA
1 = GATTCTTATACTTTATCATTTGATAACTCCATAAACAAACAAGAAAACAATTATCTAGATAATCTTGATATAAAATTTTATAACGCAAAATTAAATTTCAATACAAATCTAAATATAAATCTAAA

£ Eey £y 0 0 o0 70 e - 350 00 1o T 530
2 <= GATTCTTATACTTTATCATTTGATAACTCCATAAACAAACAAGAAAACAATTATCTAGATAATCTTGATATAAAATTTTATAACGCAAAATTAAATTTCAATACAAATCTAAATATAAATCTAAA




Glu Asp leu leu Asn Tyr Lleu Asp Ser Lys Gly Ile Lys Phe Asn Thr Gln Thr leu Val Met Asp Lys Gin Ala lle Asn Glu leu leu Asn Ile Ala Asn Tyr Glu GIn Ala Ser Asp Phe
JIpA

AGAAGATTTGCTTAATTACCTTGATTCTAAGGGTATAAAATTTAACACTCAAACTTTAGTTATGGATAAACAAGCTATCAATGAACTTCTTAATATAGCAAACTACGAACAAGCTTCAGATTTTA
1 = AGAAGATTTGCTTAATTACCTTGATTCTAAGGGTATAAAATTTAACACTCAAACTTTAGTTATGGATAAACAAGCTATCAATGAACTTCTTAATATAGCAAACTACGAACAAGCTTCAGATTTTA

S0 B =0 G S50 =0 500 G G 530 830 50
2 <= AGAAGATTTGCTTAATTACCTTGATTCTAAGGGTATAAAATTTAACACTCAAACTTTAGTTATGGATAAACAAGCTATCAATGAACTTCTTAATATAGCAAACTACGAACAAGCTTCAGATTTTA

s o o

50 55 50 65 70 75 50 85 9g
Ser Asn Thr Ile GIn Lys Tyr Ile Ile Leu Asn Asn Phe Lys Ile Asp Ser Thr Leu Lys Thr Glu Gly Val Phe Ser Ser Tyr Ile Ala Thr Ala Llys Glu Asn leu GIn Thr Leu Lys Ala Gin

JipA >
GCAATACAATCCAAAAATACATCATCTTAAATAATTTTAAAATTGATTCAACTCTTAAAACCGAAGGCGTATTTAGTAGCTATATAGCAACTGCTAAGGAAAATTTACAAACCTTAAAAGCTCAA
L = GCAATACAATCCAAAAATACATCATCTTAAATAATTTTAAAATTGATTCAACTCTTAAAACCGAAGGCGTATTTAGTAGCTATATAGCAACTGETAAGEAAAATTTACAAACCTTAAAAGCTCAA

550 670 550 550 750 710 720 730 740 750 o0 770 780
2 <= GCAATACAATCCAAAAATACATCATCTTAAATAATTTTAAAATTGATTCAACTCTTAAAACCGAAGGCGTATTTAGTAGCTATATAGCAACTGCTAAGGAAAATTTACAAACCTTAAAAGCTCAA

295 300 305 310 315 320 325
Ser GIn Asn Glu Glu GIn Ala Leu lle Phe Asp Lys Ala leu Ala lle leu Asn Asn lle Thr GIn Asn Asp Asp Tyr Lys Lleu Asn Leu Asp leu Lys Phe Lys Asn Ile Pro Val Ser Asp Tyr

JipA >
AGTCAAAATGAAGAACAAGCATTAATCTTTGATAAAGCTTTAGCTATTTTAAACAATATCACTCAAAATGATGATTATAAACTCAATCTTGATTTAAAATTTAAAAACATCCCTGTTAGTGACTA
1 = AGTCAAAATGAAGAACAAGCATTAATCTTTGATAAAGCTTTAGCTATTTTAAACAATATCACTCAAAATGATGATTATAAACTCAATCTTGATTTAAAATTTAAAAACATCCCTGTTAGTGACTA

70 500 510 520 530 840 550 360 570 w0 50 T
2 == AGTCAAAATGAAGAACAAGCATTAATCTTTGATAAAGCTTTAGCTATTTTAAACAATATCACTCAAAATGATGATTATAAACTCAATCTTGATTTAAAATTTAAAAACATCCCTGTTAGTGACTA

180 170 Te0 150

35 40 45 50 55 60 365 370
Ser Thr GIn Gly lle Asp Ser lle Glu Lys Leu Ser Ile _Asn Asn GIn Asp Ala Thr Glu Ala Leu Lys Ile Ile Leu Pro Phe Ile Met Phe Ser Met Leu Met Gly Gly Ala_ Ser Phe Leu
JpA -

TAGCACACAGGGAATCGACAGCATAGAAAAACTAAGCATCAACAATCAAGACGCCACAGAAGCGTTAAAAATTATACTTCCATTTATCATGTTTTCTATGTTAATGGGCGGAGCGTCATTTCTGC
1 - TAGCACﬁCAGGGAATCGACAGCATAGAAAAACTAAGCATCAAEAATCAAGACGCCACAGAAGCGTTAAAETTATACTTCCATTTATCATGTTTTCTATGTBQATGGGE

Figure S2: Sequence alignment of the jlpA gene product of the forward and reverse primers
with the theoretical jlpA sequence for cloning into pCOLD using SnapGene. Reference
sequence is shown above each in thick letters. (1): Sequence of the PCR product with the
forward primer. (2) Sequence of the PCR product with the reverse primer. Nucleotides are
indicated by the letter code and by color: RED/T: thymine; BLUE/C: cytosine; GREEN/A:
adenine; GREY/G: guanine.



Figure S3: Chitosan 134 treated Campylobacter jejuni after 72 h of incubation leads to strong

bacterial agglomeration and elongation of bacteria.
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