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Abstract: To investigate the infection of fowl adenovirus group I (FAdV - 1) in healthy chicken flocks of a
large — scale chicken farm in Guangxi, 4700 samples of throat swabs and cloacal swabs of different ages chickens
were collected from November 2017 to December 2018; FAdV - I detection and loopl genes of hexon protein
amplification were carried out. LaserGene7.1 and MEGA4. 1 software were used to analyze the nucleotide and
genetic evolution of loopl genes. The results showed that the positive detection rate of FAAV — I was 8.72% ; the
detection rate of FAAV — I in aged 40 ~ 70 days and aged 71 ~ 99 days were 28. 17% and 22. 91% ,
respectively. Genetic analysis of the 38 loopl genes obtained by sequencing showed that healthy chickens of this
farm were infected with different five species of FAAV -1, of which 26.32% were species group A (FAAV —A) ,
2.63% were species group B (FAdV -B), 10.53% were species group C (FAAV - C), 39.47% were species
group D (FAAV = D), and 21.05% were species group E (FAAV —E) , respectively. Genetic evolution analysis
showed that the dominant species group was FAdV — D, serotype 2, followed by serotype 1 (FAdV —1) of species
eroup A and serotype 8a and 8b (FAdV —8a and FAdV -8b) of species group E. The results showed that the
detection rate of FAdV — I in healthy chickens aged 40 ~70 days was the highest, and FAdV -2 of FAdV - D

was dominant serotype in healthy chickens infected with FAAV - 1.
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Fig 1 Infections of FAdV - I in different
ages of healthy chickens
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M: 1500bp ladder; 1-7: loop 13&[K; 8: BHHXIIE; 9: FHH:X] &
M: 1500bp ladder; 1-7: loop 1genes; 8: The negative control;
9: The positive control

2 Loop 1 EEY LR
Fig 2 The amplification result of loop 1 gene
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Fig 3 The proportion of different species of FAdV -1
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Tab 1 The information about the loop 1 genes of

hexon protein of FAdV - 1

B2 IIE4 B R MFE#R  Hig
Name of the sequences Species group of FAAV —1 Serotype  Ages
GX0619 A 1 251
GX0205 -1 A 1 117
GX0205 -2 A 1 100
GX0202 -1 A 1 97
GX0330 A 1 67
GX0202 -3 A 1 97
(GX0329 -2 A 1 40
(GX0329 -3 A 1 40
GX0928 A 1 92
GX1014 A 1 108
GX0329 -1 B 5 40
(GX0326 -1 C 4 63
GX0625 C 4 154
GX0706 -1 C 4 268
GX0202 -4 C 4 114
GX0202 -2 D 2 97
GX0312 -1 D 2 135
(GX0326 -2 D 2 63
GX0413 D 2 81
(GX0329 -4 D 2 40
GX0309 D 2 149
GX0709 D 2 271
GX0803 -1 D 2 40
GX0803 -2 D 2 40
GX0805 -1 D 2 43
GX0805 -2 D 2 43
GX0514 -1 D 3 215
GX0514 -2 D 3 230
GX1127 D 3 151
GX0706 -2 D 3 268
GX1026 E 8a 29
GX0803 -4 E 8a 40
GX0803 -5 E 8a 40
GX0805 -3 E 8a 43
GX0805 -4 E 8b 43
GX0109 E 8b 70
GX0803 -3 E 8b 40
GX0419 E 8b 121

T XS BRI YL FADV — T AOBF5E 4820 AR BF 5
XV Y BE FAAV — T ARG 0 2k 47
A Y RS REEGE FAAV - T A Mg AL, X 6
AT FADV - T A9 A A A il B B2
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@ represent reference strains for serotypes; @ represent the sequences obtained in this study

El 4 FAdV - I hexon & H loop 1 EREZEE#H LK
Fig 4 The phylogenetic tree of loop 1 gene of hexon protein of FAdV - 1
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(FAdV -6 FAdV -7 FAdV - 8a #il FAdV -8b)'"/
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