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Relationship between Polymorphism of Goat MSTN
Gene Intron 2 and Body Weight
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Abstract: One pair of primer for goat MSTN gene intron 2 was designed according to goat MSTN
gene sequence (Accession No. DQ167575) and PCR-RFLP was carried out in a total number of
102 individuals including Boer goat and its backcrossed offspring to Tangshan dairy goat. The re-
sult of sequencing showed that there were two substitution mutations in the fragments. Statistical
analysis indicated that AA genotype had significant higher weaning weight than BB and AB geno-
type (P<C0.05). CC genotype had significant higher birth weight than CD genotype (P<C0. 05).
It could be inferred that the MSTN gene maybe a major gene or linked to the major gene affecting
the body weight. The polymorphic site could be used to marker assisted selection program for
body weight.
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Factor Analysis on Carcass and Feather-down Traits in Goose
and Its Genetic Estimation

—Genetic Estimation on Productivity Based on Factor Analysis in Goose( [[ )

CHEN Hong-quan' ?,YU Jian-xing®, QIU Hua-ling” . SHI Qi-shun',LIU Xiao-chun'
(1. College o f Animal Science and Technology, Hunan Agricultural University ,
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Abstract: 123 geese were clustered using between-groups linkage based on 12 common factors of
40 goose carcass and feather-down traits and divided into 6 groups. By analysing difference among
groups, productivity of Wanxi White goose X Sichuan White goose were estimated. The results
showed that the difference among groups was significant while all geese were divided into 6
groups. The factor scorings of meat power, feather-down power, and eviscerated percentage were
higher in group 1 and group 2, which indicated that geese in group 1 and group 2 had a superiority
in meat- and feather-yield capability, and had lower fat, better meat hold-water capability, and
lower down hydrophilicity. The factor scorings of fatty acid quality, fat power, leg muscle per-
centage, meat water loss, digestion, heart function, down quality, and down hydrophilicity were
higher in group 5 and group 6, which indicated that geese in group 5 and group 6 had a prepon-
derance in goose meat and down quality, and had leg muscle upgrowth, fatness, and lower hold-
water capability. Group 3 and group 4 had higher factor scoring in freather-type, and other factor
scorings were middlebrow.

Key words: goose; genetic estimation; cluster analysis; factor analysis
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Table 1 Mean and standard error of standardized scoring of communality factors
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T 751 71 oo . YL 7= g 71
Fatty acid Feather-down Eviscerated .
Factors Meat power . Down quality Fat power
quality power percentage
39480 Mean 1178.350 5 —242.545 0 214.505 9 204.164 1 —82.535 2 —70.185 9
PrifEiR SE 18.187 5 3.720 9 3.605 2 2.619 3 1.038 8 1.662 4
i ) % WU K 358 2R o SRR
T A WAL S Y LI B eET
Leg muscle . . Meat water . Down
Factors Digestion Heart function Feather-type .
percentage loss hydrophilicity
S50 Mean —646.976 1 —253.948 2 —378.272 6 —506.338 2 37.362 5 —369.121 1
briETR SE 9.971 2 3. 856 2 6.241 3 7.772°7 0.517 7 5.496 8
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Fig. 2 Cluster using between-groups linkage(G1 to G6 stand for 6 groups, and figure is distance coefficient )



