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Abstract: Genetic polymorphism of goose Pit-1 gene fragment was analyzed in 6 goose popula-

tions. The primer was designed according to chicken Piz-1 mRNA and genomic sequence. Two

insertion/deletion mutations were found in the sequence of Pit-1 gene, and 3 genotypes AA, AB

and BB were detected in 6 goose populations. Compared with AA genotype, there were 3 and 13

bp insertions in BB genotype after position 132 and 145 bp,respectively. All the populations were

in Hardy-Weinberg equilibrium at this polymorphic site (P>>0. 05). The genotype distribution in

Landosie was significantly different with that in other goose populations (P<C0.01). The geno-

type distribution in Zi goose and Shitou goose were significantly different with that in other popu-

lations(P<C0. 05). Allele A was the dominant allele in Shitou and Landoise goose populations,

while allele B was the dominant allele in Wanxi White goose, Siji goose and Zhedong White goose

populations.
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AG RCAT AT T RcCd 132133 145 146
T GCCAAGTAGTRAGTAGTAGTTC:
AA
132 136 148 162

A6 AC 564T AT T BCH GCCAI GNAGTAGTAGT AGTART GTAAT ATA GTAGTTC:

7 Sk A8 8 Ak Ay A AR5 A8 A7 R T HE R B S A A R B

The arrows indicated the inserted and mutation positions, the inserted fragments were bold with

the frame

2 EEE AA 1 BB g9l FF B g

Fig. 2 The sequencing result of AA and BB genotypes
chicken Pit-1 TGCTGACTTT TGCTTGCC-A GAGATCGCCA GATGGTTATG TCCTAGATTL TGTTALTGTT 60
Ad TECTGACTTT TGCTTGCCTA & CA TAAG T GA—— AATZA— G0
Jili] TGCTGACTTT TGCTTIGCCTA & Ch TAAG T Gh—— AATGA— G0
chicken Pit-1 TGCAGGAGALSL CG———AGATA CAAGGATATT GTCTACCTCT GAACTGAALG GATGTATCTT 120
Ad ———AGGAATA CTCACAGAGY CA————TATT A-CAA———- —AAC——AfL—- ——TGT-T-TT 120
Jili] ———AGGAATS CTCACAGAGA CG———TATT A-CAL——— —AAC—AfN— ——TGT-T-TT 120
chicken Pit-1 GAATCC-TCA TGCAT-TTTC TTACCAG——T CCCAT-—CTG TT-TIGTCTT TGATA——CA- 180
Ad GALLCCATTA TGAAAGTTIC CTATCATTAT CACATTGCTG TTATTAATGT TG-TAGCCA- 180
Jili] GAAACCATTS TGALAGTTTC CTATCATTAT CACATTGCTS TTATTAATGT TG-TAGCCAT 180
chicken Pit-1 ——&—ACTCC TA—AAT-—— —————— GT TCC————— C AT———CTC—— CATTTTGCCA 240
Al ——AGTAGTAG TAGTA GT TCATGTALAC ATAALCCCAA CATATAACAL 240
Jili] GTAGTAGTAG TAGTAATSTA ATATAGTAGT TCATGTALAC ATAAACCCASL CATATALACAL 240
chicken Pit-1 ——TGATGACT TCGGGAAACG TGTCAGCAGG ACTACACTAC TCTGTGCCCT CCTGTCA—C 300
Al AAT-ATAATT TC———ATAC- ————A4——AGA AMMACATTTT TCT————CCT TCTG-CAGAC 300
EE AAT-ATAATT TC———ATAC- ———A4——AGA ALLACATTTT TCT———CCT TCTG-CAGAC 300
chicken Pit-1 —-————— T ATGGALATCY AGCCTCTA 330
Al AGALACAGAT GTGGALATCA AGCCTCTA 330
EE AGALACAGAT GTGGAMATCA AGCCTCTA 330

FA R &8 7 — B 5

Sequences in the shadow were the identical bases

3
Fig. 3

iZ A Align IR V2.0 3t AABB EFEF I RIEHIE Pir 1 ERFBEOLTER
The alignment of AA BB genotype and chicken Pit-1 fragment by Align IR V2.0
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Table 1 Genotype and allele frequency of Pit-1 gene in different populations
_— o & R R R &5 o7 B R AR ?
Population Number Genotype frequency Allele frequency Y
AA AB BB A B
FE Zi goose 55 0.309 1(17) 0.472 7(26) 0.218 2(12) 0.5455 0.454 5 0.08
W3k %8 Shitou goose 67 0.477 6(32) 0.403 0(27) 0.119 4(8) 0.6791 0.3209 0.15
I5E P9 %% Wanxi White goose 134 0.119 4(16) 0.417 9(56) 0.462 7(62) 0.3284 0.6716 0.15
PUZERS Siji goose 43 0.069 8(3)  0.418 6(18) 0.511 6(22) 0.3791 0.6209 0.02
Wi % H 8 Zhedong White goose 62 0.064 5(4)  0.354 8(22) 0.580 6(36) 0.2419 0.758 1 0.01
FH1E%S Landoise 36 1.000 0(36) 0.000 0C0)  0.000 0C0)  1.000 0  0.000 0
%2 REBEK Pirl EERMAHH ¢ MIHEBRD
Table 2 Chi-Square analysis of genotype distribution of Pit-1 in different populations
Wi 2k % e P4 3 7Y 2= 58 NEE ] IR
Shitou goose Wanxi White goose Siji goose Zhedong White goose  Landoise
¥ Zi goose 4.27 10.637 " 12.927~ 20.03" " 42,7177
Wik #% Shitou goose 27.98" " 24.48" " 39.97° " 28.49" "
BE 7E [ %S Wanxi White goose 0.78 2.24 74.21°"
PO &R Siji goose 0. 50 67.84""
Wi 4 &8 Zhedong White goose 82.51""

CTLORTR R Z Y 25 R AR R 2 (P<C0.01)

** . Means the extremely significant differences among populations (P<0.01)
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Fig. 4 The cluster result of different populations by NJ
method
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