
Scientific name 
Total
score

Query
cover

E
value

Accession
number

Campylobacter jejuni
subsp. jejuni strain 35925 

369
34

100% 0.0
CP01090
6.1

Campylobacter jejuni
strain NCTC 12661

369
34

100% 0.0
CP028911.
1

Campylobacter jejuni
subsp. jejuni strain ATTC
35925

369
34

100% 0.0
CP02004
5.1

Cluster representative
sequence

Total
score

Per.
identity 

E
value

Accession
number

Hemagglutination activity
domain protein
[Campylobacter jejuni
subsp. jejuni]

2205 100% 0.0
AJP35212.
1

Filamentous
hemagglutinin N-terminal
domain-containing protein
[Campylobacter jejuni]

1828 84.43% 0.0
EDO7428
080.1

Filamentous
hemagglutinin N-terminal
domain-containing
protein[ Campylobacter
jejuni]

1787 83.11% 0.0
EAK09337
64.1
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BLASTn of DNA fragment set 8

Table 1: BLASTn results obtained through NCBI-BLAST. A BLASTn was performed on NCBI, with all the
fragments of set 8 as input. The table summarizes the significant results from this BLAST, which indicate that
the DNA fragments originate from Campylobacter jejuni.

Table 1: BLASTp  results of ORF26 from fragment 2,  obtained through NCBI-BLAST.  Hemagglutinin
activity domain protein from C. jejuni shows the highest percentage identity, as well as a query cover of 100%.
The ORF likely encodes a protein with hemagglutination activity, but which one it is exactly, remains unclear
based on these results.

BLASTp of ORF26

FhaB domain structure

Figure 2A: 3D structure
found in Alphafold of
Filamentous
hemagglutinin N-
terminal domain-
containing protein of
Bordetella sp.02P26C-1.
The colouring was set
for hydrophobicity;
green for hydrophobic
(non-polar) amino acids,
red for charged
(hydrophilic) amino
acids. 

 

Figure 2B: 3D structure of Filamentous
hemagglutinin N-terminal domain-
containing protein predicted by Alphafold,
based on the sequence from KBase. The
protein is visualized as a surface-model and
the colours represent hydrophobicity.
Hydrophilic amino acids are red,
hydrophobic amino acids are green. The
amino acids sticking out of the surface are
mostly hydrophilic. Of the amino acids in the
tail (on the left), a large portion is
hydrophobic (green/yellow). 

In silico overexpression

Figure 3: The pRSET-A with the hemagglutination activity domain
inserted. It shows the gene within the MCS and downstream to the T7
promoter. The insert is longer than the actual gene as shown in the
vector. Benchling was used to make the overexpression vector.

Pathogenicity of Campylobacter jejuni

Figure 1: Summary of the Campylobacter jejuni infection in humans. This figure showcases the way in which
C. jejuni is able to contaminate humans.
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