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Abstract
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During high temperature and humid, dairy cattle wili lose milk yield and fertility because of heat
stress. Acording to low heritability, selection response will be slow if conventional breeding is used.
Therefore, detection of molecular marker might be an alternative method to improve breeding efficiency.
A total of 262 blood samples from dairy cows were collected and isolated for -genomic DNA. The
polymerase chain reaction (PCR) was applied to detect 9 microsatellites. Calving interval interms of
breeding value (EBV_CI), average calving interval for all parities (C!), and first calving interval (FCI) were
used to describe fertility, which the lower Cl, FCI aﬁc EBV_CI showed the higher fertility. A total of 17,315
calving records during 2535-2544 with 13,124 animals in pedigree from commercial diary farm weré used
in the analysis. '

Thiry three alieles from 9 microsatellite were found in this study. The least number of alleles was
found in ILSTO64 (2 alleles), and the highest number of allelels was found in BL41 (6 alielelé). The
analysis of marker genotypes found that Marker 2 (MB101), Marker 5 (BL41) and Marker 1 (BMS871) had
significant effect (P<0.05) or tendency (P<0.10) to the variation of calving interval in datairy cattie. The
used of EBV in the analysis showed more sensitivity in the test compared to phenotypic data. However,
the used of original calving interval data or translated into fertility code (threshold data) gave the similar
results. 1f was found that the significant allele efféct to the fertility were related to Marker 1 (BMS871),
Marker 2 (MB101), Marker 4 (MB079), Maker 5 (BL41) llaz Marker 6 (BM4129) (P<0.05).

The detection of QTL effect on calving interval along chromosome [l found that sire | had a
profile peak of QTL at 14 cM between Marker 1 (BMS871) and Marker 2 (MB101), and sire Il had a
profile peak of QTL at 52 cM between Marker 5 (BL41) and Marker 6 (BL41), which were agreeable with
the study of marker genotype and allele effect. This showed that the QTL between two markers was
linked to each marker, which made the flanking marker genotype had effects on the variation of calving

intervals in the cows.





