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Abstract: Fiber2 protein is an important immunogenic protein of fowl adenovirus serotype 4 (FAdV-4, also known
as Ankara virus). In order to gain deep understanding of the genetic variation of Fiber2 gene of FAdV-4 Guizhou strain,
PCR technology was used to amplify the Fiber2 gene of FAdV-4 Guizhou Qinglong strain ( GZ-QL). After the gene was re-
cycled from the separation gel, it was connected into pMD19-T vector and then converted into DH5a to screen positively
cloned plasmids. After identification by plasmid PCR and dual-enzyme digestion, the DNA was sequenced, and then bioin-
formatic analysis of the sequencing results was conducted. The results showed that, the total length of Fiber2 gene of GZ-QL
strain was 1 440 bp, with a 100.0% nucleotide homology of Fiber2 gene compared with Fiber2 gene of SCnj1601 strong

strain isolated from Sichuan province and Fiber2 gene of
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NVD2 strong strain isolated from Beijing City. Besides, the
nucleotide homology of Fiber2 gene between GZ-QL strain
and FAdV-4 classical ON1 strain was 95.9%, and the two

56461 strains were located in the same evolutionary branch. There
BB/ R(1998-) B BB N WL AT, BT M were 33 amino acid mutation sites in sequence of GZ-QL
FIYRROHHIG . (E-mail) 435025101@ qq.com Fiber2 protein, and five amino acid were inserted into po-

BIFEE . FEIRY% , (E-mail) chengzhentao@ sohu.com sitions between the 11th and the 15th amino acids. The av-
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erage hydrophilicity value of GZ-QL Fiber2 protein was -0.031 and its secondary structure was dominated by random coil

(accounted for 51.8% ) , but there was no transmembrane domain or signal peptide, and the epitope distribution was uni-

form, which was predicted to have eight dominant epitope regions and concentrated in the N-terminal. The above results

showed that, the GZ-QL Fiber2 protein of FAdV-4 Guizhou strain is relatively conserved and has good antigenicity in fowl

adenovirus serotype 4, which has the potential to be the dominant antigen.
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ECLO U46933.1 FAdV-1
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SR49 KT862807 FAdV-3
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Fig.1 PCR amplification results of FAdV-4 Fiber2 gene
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Fig.2 PCR identification results of restructuring plasmid of
FAdV-4 Fiber2 gene
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Fig.3 Identification results of FAdV-4 Fiber2 gene recombinant
plasmid digested by double enzymes
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100.0{97.2 |52.2 152.2 |96.2 |48.8 |45.9 |46.4 [49.3 |49.4 ]49.0 [48.9 [47.1 [47.1 |48.6 [48.6 | GZ-QL.seq
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94.8194.0 ]109.7]109.7[100.4{ 71.8

71.9

12 |85.385.0]85.3

53.9153.5[54.4153.1]53.1 |54.0 |54.0 | FAdV-5 340.seq

85.3185.2 ]102.6102.6{89.7 160.5160.9 | 73.6 . .2185.5[59.2159.2 |58.6 [58.7 | FAdV-6 CR119.seq

13 [85.0183.5185.0

85.0185.1 ]106.8[106.8| 88.4162.1 [61.4]72.1

14 [86.2 183.886.2

93.3 [58.4 |58.4 158.0 |58.0 | FAdV-7 YR36.seq

86.2 185.0 ]107.8/107.8/89.4159.5]58.1]72.9

15 186.3 |84.7186.3

59.6 159.7159.9 | FAdV-8a TR59.seq

86.3 [86.3 ]108.5[108.5/90.1 [59.6159.2170.9|16.1] 7.0 |25.4 . .2 {59.0 {59.0 | FAdV-8b 764.seq

16 192.8191.5192.8

92.8 192.3 1104.6/104.6/98.6 [21.6114.0 | 74.0 [ 59.3[61.0 | 58.5

17 192.8 191.5]192.8

FAdV-9 A-2A.seq

92.8 192.3 1104.6/104.6/98.6 [21.6114.0 | 74.0 [ 59.3[61.0 | 58.5

18 187.6 |85.8 |87.6

87.6186.3 1105.9]1105.9193.31 3.5 134.7]71.5]60.6]62.1]57.9

19 [87.5]85.7]87.5

87.5186.2 |105.8[105.8]93.3 | 3.3 |134.6|71.5]60.4]62.1]57.6

FAdV-9 KB001451.seq
FAdV-11 HBQI2.seq
FAdV-11 05-17766.seq
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Fig.4 Analysis results of nucleotide homology
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Fig.5 Analysis results of phylogenetic tree
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Fig.6 Amino acid sequences derived
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B 7 FAdV-4 Fiber2 & B HBIKES 45 R
Fig.7 Hydrophobicity analysis result of FAdV-4 Fiber2 protein
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