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Introduction

☺ Over 50 QTL for SCS reported

Somatic Cell Score (SCS) 
- indicator trait  for mastitis
- h2 = 16 - 17%
- marker assisted selection

/ Large confidence intervals
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• Investigate chromosomal region on BTA27 affecting 
SCS:

• ↑ marker density

• ↑ number of families

• linkage disequilibrium

Objectives

• Identify haplotypes associated with increases or 
decreases in SCS
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Experimental Design
Pedigree

– GDD (6 families)
– 492 sires
– 4,622 animals

Linkage Map
– 19 Microsatellites (~95 SNP) spanning 33.8 cM
– 6.84 alleles / marker
– Marker interval: 1.78 cM
– Putative QTL at midpoint of every marker interval

Æ 492 DYD for SCS
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Restricted log likelihood ratio test statistic
for all QTL positions (pos=1-18):
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☺
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Summary

• Chromosomal region on BTA27 
affecting udder health further  
investigated

• Sharper curves and higher peaks   

• Specific haplotypes identified

• Basis for comparative sequencing
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Analysis: 2-QTL Model
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