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Figure S1. PCR confirmation of B739_0832 deletion in R. anatipestifer. Lanes 1 and 2 were PCR amplification of 16s RNA as positive control. Lanes 3 and 4 were PCR amplification of B739_0832 gene from ΔB739_0832 strain and wild-type, respectively. B739_0832 gene is 501 bps long, and the primers pair with 50bps upstream and downstream of the gene.
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Figure S2. A. Sequence alignments of B739_0832 from R. anatipestifer CH-1, R. anatipestifer CH-2, R. anatipestifer ATCC, E. coli, P. multocida, S. enterica and Y. enterocolitica using EMBL-EBI Clustal Omega. B. Phylogenetic tree illustrating evolutionary distance among these OmpH/Skp proteins. Phylogenetic tree was also generated using EMBL-EBI Clustal Omega.
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Figure S3. Membrane localization of R. anatipestfer CH-1 B739_0832 protein. Data correspond to Figure 2 in the main text with protein markers. Lane M is protein marker – Blue Plus® 14-120 kDa protein marker from Transgen (right bottom corner). Lanes 1A-1E are: inner membrane, whole cell, total membrane, inner membrane, and outer membrane samples, respectively. Lanes 2A-2L are: inner membrane, outer membrane, whole cell, total membrane, total membrane, whole cell, inner membrane, outer membrane, outer membrane, inner membrane, total membrane, and whole cell, respectively. Whereas 2A-2D were loaded with 1 µL sample in each lane; 2E-2H were loaded with 5 µL sample in each lane; and 2I-2L were loaded with 15 µL sample in each lane. Lanes 3A-3E are: TonB positive control sample, outer membrane, inner membrane, total membrane, and whole cell, respectively. Lanes 4A-4D are: whole cell, total membrane, inner membrane, and outer membrane, respectively. Protein sizes are approximation based on amino acid sequences. 

4

5

image3.jpeg
0.04 Salmonella enterica

0.13
. 0.05 Escherichia coli
~1> .
0.43 . 015 ___ vYersinia enterocolitica
10.01 .35 Pasteurella multocida

092 Riemerella anatipestifer ATCC 11845

Riemerella anatipestifer CH3

T Riemerella anatipestifer CH1




image4.jpeg
M 1A 1B IC 1D 1E

25kD — B739_0832

14kD

M 2A 2B 2C 2D 2E 2F 2G 2H 21 2] 2K 2L

70kD

50kD
— OmpA
M 3A 3B 3C 3D 3E Transgen
». : Blue Plus® Protein Marker
50kD —
kDa
_— — 120
— S  — 100
40kD — ——- TonB —70
- — 50
30kD —
W — 40
M 4A 4B 4C 4D
_—  — 25
‘ — RecA
40D — S — 1





image1.jpeg




image2.jpeg
Riemerella anatipestifer CH1
Riemerella anatipestifer CH3
Riemerella anatipestifer ATCC 11845
Pasteurella multocida

Yersinia enterocolitica

Escherichia coli

Salmonella enterica

Riemerella anatipestifer CH1
Riemerella anatipestifer CH3
Riemerella anatipestifer ATCC 11845
Pasteurella multocida

Yersinia enterocolitica

Escherichia coli

Salmonella enterica

Riemerella anatipestifer CH1
Riemerella anatipestifer CH3
Riemerella anatipestifer ATCC 11845
Pasteurella multocida

Yersinia enterocolitica

Escherichia coli

Salmonella enterica

Riemerella anatipestifer CH1
Riemerella anatipestifer CH3
Riemerella anatipestifer ATCC 11845
Pasteurella multocida

Yersinia enterocolitica

Escherichia coli

Salmonella enterica

Riemerella anatipestifer CH1
Riemerella anatipestifer CH3
Riemerella anatipestifer ATCC 11845
Pasteurella multocida

Yersinia enterocolitica

Escherichia coli

Salmonella enterica

41 KK AQANEMA - - - - - - - - - - - A
41 KK AQAWEBIE MIA - - - - - - - - - - - A
41 KK AQAWEMEMIA - - - - - - - - - - - A
43 KM VEKLTANKKS AASQKKVEAKVAA
42 ET AT MERDEMTKMQ - - - - - - - - - - - K
40 T SNT IMETDLEBMAKMK - - - - - - - - - - - K
40 TGVSNT METOMs kMl - - - -------- R

72
72
72
85
73
n
n

AK
AK
AK
| KKR
KL
KL
KL

LlNSEQEAINKLVTA

CEETEE TR Nile@ms
KQesssszsszns NlQ@Ms
KQ--------=-- N1Q@mMs

saAfMT EAQ
S AARMT E AQ
AAARMT E AQ
DAPKLRS A

DG s MMk As
SM---KAIS
SM---KAGS

vyTeEf@aanaya
vyTERBQAAY A
vTER@QAAY A
Y AK TAK
NRR RNK
RAR RGK
RAR RNK

103
103
103
127
104

29

99

S
S
S
E
A
A
A

145
145

Y K
Y K

A L 5@ s

A
A A GL----

145 YKGG A A (I
169 A-DAK E ATQAK
146 oBl-skpITADVL K@lvk - - - - -

141
141

NSSDVK
NSSDVK

71
71
71

72
70
70

102
102
102
126
103

98

98

144
144
144
168
145
140
140

166
166
166
193
165
161
161




image5.jpeg
’ frontiers




