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ABSTRACT: Genetic evaluation of carcase traits in the 
UK are currently undertaken for the pedigree sector using 
proxy traits on live animals. Two research projects are 
currently underway which will result in breeding values 
being available for actual carcase measures from cross bred 
commercial animals. Carcase weight, EUROP 
conformation and fat class and in some cases individual 
primal cut yields are available for all animals slaughtered 
from several abattoirs since approximately 2001. Using 
actual abattoir data from commercial animals represents a 
shift in how carcase traits are evaluated and provides 
opportunities to produce clearer market signals across the 
UK beef supply chain. As a result of clearer market signals 
the pedigree sector will better be able to identify the needs 
of their commercial customers and more importantly will 
have the tools to be able to breed directly for the traits 
important to their commercial customers. 
Keywords: beef cattle; carcase traits; genetic evaluations; 
genomic evaluations 
 

Introduction 
The UK population consumes 1.15 million tonnes 

of beef but produces only 1.03 million tonnes of beef 
annually from an estimated 1.7 million suckler beef cows 
(EBLEX, (2013)). Furthermore, the UK beef industry is 
heavily influenced by dairy breeds with the national suckler 
cow herd containing a significant proportion of dairy genes.  
Approximately 2 million prime slaughter animals – beef 
and dairy animals aged between approximately 10 and 30 
months – are slaughtered each year (EBLEX, (2013)). Todd 
et al. (2011) examined the breed composition and reported 
that 57% of these animals originated from traditional beef 
breeds, 32% were crosses involving both beef and dairy 
breeds and 11% originated from dairy breeds. In the same 
study, Todd et al. (2011) found that the Holstein/Friesian 
dairy breed had the largest genetic contribution to the 
slaughter population with 32.6% of the genes. This was 
followed by the continental breeds Limousin, Charolais, 
Simmental and Belgian Blue with 21.8%, 11.1%, 8.8% and 
5.9% of the genes, respectively. The only native beef breed 
to have more than 5% of genes present in the slaughter 
population was Aberdeen Angus with 7.0% of genes 
contributing. All other breeds had less than 5% of genes 
present in the slaughter population. 

Genetic improvement of carcase traits is a major 
component of the breeding goal for the UK beef industry. 
Beef genetic improvement programs commenced in the 
1970’s with live weight being the main trait recorded 
(Crump et al. (1997)). The initial genetic evaluations were 
undertaken within–herd and used the raw phenotypes 
adjusted for age and fixed effects. With the implementation 
of Best Linear Unbiased Prediction (BLUP) Estimated 
Breeding Values (EBVs) in the late 1990’s across-herd 

genetic evaluations became possible. Performance 
recording traits were expanded to include a 1-15 
muscularity score as well as ultrasound measures of muscle 
and fat depth on live animals aged approximately 400 days 
as proxy carcase traits. In 2005, the genetic evaluations 
were further expanded to include female fertility traits 
(Roughsedge et al. (2005)).  

Initially the Beef Breeder genetic evaluations were 
undertaken by the performance recording company Signet 
which was owned by the Meat and Livestock Commission 
(MLC) and since devolution the English successor, 
EBLEX. Around 2005, the Australian BREEDPLAN 
system entered the UK market, and services about half the 
breeds. At the same time, Edinburgh Genetic Evaluations 
Services (EGENES) were contracted by Signet to provide 
the Beef Breeder genetic evaluations, making use of the 
newly formed BASCO database – a beef and sheep 
database co-owned by three large UK beef and sheep breed 
societies – for performance recording and the provision of 
EBVs to the industry (Coffey et al. (2007)). From April 
2013 the British Limousin Cattle Society has taken 
responsibility for the management of Limousin genetic 
evaluations. Performance information is collected via a web 
based data entry system and EGENES undertake the genetic 
evaluation (Moore et al. (2013)). Although there have been 
changes in which organization undertakes the genetic 
evaluations, the genetic evaluations for carcase traits have 
remained relatively static.  The UK is currently in the 
process of a paradigm shift moving away from evaluating 
proxy traits on live pedigree animals to using actual abattoir 
data from UK commercial animals. The objective of this 
paper was to report on the key research projects that are 
changing the way carcase merit is evaluated in the UK and 
ultimately the impact that this will have on the beef 
industry. 

 
EUROP system of assessing carcasses 

Payment for beef carcasses in the UK (and 
Europe) are based on the EUROP grid. The EUROP grid 
values the carcase based on the carcase weight (kg) and a 
premium/penalty based on the carcase fat class (7 point 
scale; leaner - 1, 2, 3, 4L, 4H, 5L and 5H - fatter) and 
carcase conformation class (8 point scale; more muscular -
E, U+, -U, R, O+, -O, P+ and -P – less muscular) (MLCSL, 
(2014)).  A comparison of carcasses from 2012 with those 
from 1995 showed that over the 17 year time frame 
carcasses are now leaner. A decrease in the number of 
carcasses with fat classes 4L and above, along with an 
increase in the number of animals grade with fat classes 1-3 
were observed (EBLEX, (2013)). This same study showed 
that for conformation the distribution of classes changed 
little over this time. The decrease in carcase fat has resulted 
in the number of carcasses meeting the target specification 



rising by 9.3% over the time period to 51% in 2012. Of the 
49% of carcasses that failed to meet the target specification 
in 2012; 35.6% were due to poor conformation, 9.5% were 
too fat and 3.9% were too fat with poor conformation.  In 
1995 34.1%, 15.6% and 8.6% of carcasses failed 
specification, respectively for the same reasons. These 
numbers show that the improvement in target specification 
rates over the past 17 years has been almost solely due to 
improvements in fat and not conformation. Contributing 
factors for the lack of observed carcase improvement is 
likely to include a low level of engagement in performance 
recording and genetic improvement schemes as well as 
ineffective market signals along the beef supply chain. 
Currently it can be difficult for stakeholders in the industry 
to directly translate the genetic merit for the proxy carcase 
traits measured in live pedigree animals to the commercial 
traits of value that the farmers gets paid for. 

 
Genetic Evaluation of Proxy Carcase Traits 

Carcase trait genetic evaluations in the UK are 
currently undertaken within the purebred pedigree sector. 
Live weight (kg) at 400 days of age (WT400) is recorded as 
a proxy for carcase weight. At the same age, ultrasound 
measures of muscle depth (MD) and fat depth (FD) are 
recorded as proxies for carcase conformation and fat class. 
Fat depth ultrasound measures are recorded at two sites; the 
12/13th rib and the third lumbar vertebrae, while muscle 
depth is recorded as the deepest point at the third lumbar 
vertebrae. Within the pedigree sector there has been genetic 
improvement for these proxy traits. Moore et al. (2013) 
presented the WT400 genetic trend between 2001 and 2010 
and reported that the seven Beef Breeder breeds considered 
in the study were achieving genetic gains of between 0.4 
and 2.7 kg/year. Phenotypic trends were also examined for 
four of these breeds who had sufficient data recorded 
during this time span. Despite the generally increasing 
genetic merit for WT400, the phenotypic trends from these 
four breeds ranged from -2.4 to 2.6 kg/year. Unpublished 
results from the same study found genetic gains of -0.01 to 
0.18 mm/year for MD and -0.02 and 0.02 mm/year for FD. 
The observed phenotypic trends were between -0.02 to 0.05 
mm/year for MD and 0.01 to 0.08 mm/year for FD. 

The genetic improvement achieved in the pedigree 
sector has generally not resulted in widespread phenotypic 
improvement of the commercial population, as seen from 
the analysis of the EUROP carcase data. This is largely due 
to poor penetration of improved genetics into the 
commercial sector. Most commercial producers source 
breeding bulls from the pedigree sector. However, the rate 
of performance recording within the pedigree sector is often 
low and bulls are not always valued according to their 
genetic merit (Amer et al. (2007)). Todd et al. (2011) 
estimated that up to a quarter of bulls used in the 
commercial sector were non-registered purebred bulls.  In 
the same study the correlation between sale price and 
genetic merit was also examined. While a relationship did 
exist, the correlation was only moderate suggesting that 
factors other than genetics influence which bulls are sought 
after. There are large numbers of registered pedigree bulls 
that are not performance recorded. Based on genetic 
evaluations where the whole pedigree herd book was 

included, it was found that only 35% of sires born between 
2000 and 2010 had 200 day weight recorded. This reduces 
to 25% for 400 day weight and only 13% for ultrasound 
measures of fat and muscle depth. There are many reasons 
for the lack of uptake in performance recording in pedigree 
beef herds (Islam et al. (2012)).  

 
Genetic Evaluation of Abattoir Carcase Traits 

UK carcase trait evaluations are shifting from 
using phenotypic proxy records on live pedigree animals to 
abattoir carcase traits collected on commercial animals. As 
part of this process there is a project funded by English 
Beef and Lamb Executive (EBLEX), DairyCo and Hybu 
Cig Cymru (HCC) with the goal of producing EBVs for the 
EUROP carcase traits. The first phase of the project was a 
feasibility study accessing the viability of genetic 
evaluations using industry carcase data. The feasibility 
study was completed in 2012 and the next phase has now 
commenced to develop the methodologies and systems 
required to compute breeding values based on the industry 
data. Breeding values for EUROP carcase traits are 
scheduled to be delivered for industry use by May 2015.  

The feasibility study examined in detail the quality 
of the available carcase data and the ability to link it with 
other data sources to enable genetic evaluations. The study 
was undertaken with over 2.9 million records from animals 
slaughtered between 2001 and 2012 at three abattoirs (some 
with multiple kill sites). Annually, the available data 
represented approximately 15 to 20% of the national kill 
reported by EBLEX (2013). The number of abattoirs 
contributing data for the next phase of the research will 
significantly increase. The recorded carcase traits are net 
carcase weight (NCW), EUROP fat (FAT) and 
conformation (CONF) classes, and all animals slaughtered 
in the UK have these traits measured. Slaughtered animals 
are identified with a unique UK eartag and have basic 
information on sex, breed, birth date and kill site and date 
recorded.  

Using the UK eartag, abattoir records were 
matched to British Cattle Movement Service (BCMS) data 
where pedigree, herd movement information from birth to 
death and fixed effect information is recorded on all 
animals born since 1996 (Mitchell et al. (2005)). In the 
feasibility study 82% of the abattoir data was successfully 
matched to BCMS, leaving a dataset containing ~2.4 
million carcase records. The lower than 100% matching 
rate can be attributed to the inclusion in the abattoir data of 
older animals born before BCMS commenced. For animals 
born post 1996 the success rate was significantly higher. 
There were 427 different breed codes (purebred and 
crossbred animals are often given separate breed codes) 
represented in the abattoir data. However, the majority 
(92%) came from just 7 breed types. These breeds were 
Limousin (21.1%), Angus (21.1%), Holstein-Friesian 
(14.6%), Charolais (12.4%), Hereford (8.4%), Simmental 
(6.7%) and British (Belgian) Blue (6.7%) (Pritchard, 
(2013)). Todd et al. (2011) used BCMS data to examine the 
breed makeup of all 2008 born prime slaughter animals 
across the UK. They reported similar proportions for the 
continental breeds. However, in the abattoir data used there 
appeared to be an under representation of the dairy breeds 



and an over representation of the native beef breeds. These 
deviations in prevalence of breeds could be the result of the 
different business models of the three abattoirs (for 
example, there are abattoirs in the UK that specialize in 
beef from the dairy herd) and it could also be the result of 
how breed is recorded. An individual animal can only have 
one breed code recorded and this makes it difficult to 
capture the true breed make up of cross bred animals. Often 
it is the sire breed that is recorded by the farmer, but market 
premiums based on breed can also influence what breed 
code is recorded. 

Pedigree information for slaughtered animals was 
obtained from BCMS records and other national data 
sources (including pedigree herd books). In BCMS it is 
compulsory to record the dam, with sire as optional. 
Approximately 23% of carcase records were matched to 
BCMS and had sire recorded. However, this is increasing to 
approximately 30% for more recently born animals as a 
result of the increasing awareness of the value of recording 
sire. On average, sires had 11 progeny with abattoir 
information available, but this ranged from 1 to 876 
progeny (Pritchard et al. (2013)).   

As part of the feasibility study preliminary genetic 
parameters for the Charolais breed were estimated. Prime 
slaughter carcase records were extracted for animals sired 
by Charolais bulls. Additional data edits were applied based 
on the number of progeny and animals within the finishing 
herd. This resulted in 17,125 animals, for which a six 
generation pedigree containing 43,069 animals was built. 
Analysis was with ASReml (Gilmour et al. (2006)) using 
animal models. All three carcase traits were age adjusted 
with age at slaughter fitted as a linear and quadratic co-
variate. The following factors were fitted as fixed class 
effects; sex, dam breed, birth herd, birth-year-season and 
abattoir-finishing herd-year-season. All three carcase traits 
were estimated to be heritable (Table 1) as well as 
genetically correlated to each other (Pritchard et al. (2013)). 
These preliminary results indicated that genetic evaluation 
of industry carcase data were viable and should result in 
informative EBVs for inclusion to the national breeding 
goal. 
 
Table 1. Charolais genetic parameters# (standard errors 
in brackets) for net carcase weight (NCW), EUROP 
conformation (CONF) and fat (FAT) class. 

 NCW CONF FAT 
NCW 0.29 (0.038) 0.38 (0.092) -0.54 (0.117) 
CONF 0.34 (0.027) 0.24 (0.036) -0.67 (0.105) 
FAT 0.20 (0.027) 0.04 (0.025) 0.14 (0.028) 

#Heritabilities on diagonal, genetic correlations above diagonal and 
residual below diagonal. 
Source: Pritchard et al. (2013). 

 
Herd movement information provided by BCMS is 

an invaluable source of information that enables 
contemporary groups to be formed. Every movement of the 
animal is logged in the database, including transition 
movements (for example, movement to the sale yards for 
sale). In the pedigree sector, performance information is 
usually collected before the animal leaves the birth herd. 
This allows accurate contemporary groups to be formed for 

genetic evaluations. Contemporary groups for commercial 
animals can be formed by herd movement information, but 
the movements can sometimes be complex and difficult to 
accurately capture. Herd movement information from the 
largest abattoir was analyzed with the transition movements 
(defined as one or less days at a location) removed. It was 
found that almost all prime slaughter animals (92%) move 
herds three or fewer times between birth and slaughter. The 
data showed that 25% of animals went to slaughter directly 
from their birth herd, while 46% and 21% moved two and 
three times, respectively before being slaughtered. Animals 
that moved four or more times tended to be older at 
slaughter, but there were no age at slaughter differences 
between animals that moved between one and three times 
during their life. Although there was a lot of variation, 
animals tended to spend the same amount of time in each of 
the individual herds it passes through from birth to 
slaughter. There was a distinct pattern to when animals 
moved. With most movements occurring in the Spring and 
Autumn periods. 

Not only does the commercial sector have multiple 
herd movements to account for, but it is also multi-breed. 
While there may be consistency in the breed of animals 
within a common birth herd, subsequent herds in an 
animal’s life often consist of many breeds. Consequently if 
carcase trait genetic evaluations were within breed, the 
number of animals per finishing herd would be dramatically 
decreased making meaningful comparisons more difficult. 
Morgante (2013) undertook an analysis to investigate 
different methodologies to model herd effects when 
analyzing the UK abattoir carcase data. Prime slaughter 
carcase information, from the most numerous breeds, 
slaughtered between 2008 and 2009 were extracted from a 
single abattoir. Records were kept if both sire and dam were 
recorded and if there were at least three animals in the birth 
and finishing herds. This resulted in a dataset with 44,957 
multi-breed carcase records and a five generation pedigree 
containing 248,746 animals. 

ASReml (Gilmour et al. (2006)) was used to 
analyze animal models which differed in how the herd 
information was fitted.  The base model in each case fitted 
sex, year-season of birth, breed group and kill date as fixed 
class effects, carcase weight as a linear and quadratic co-
variate effect and animal as a random effect. Five different 
models were considered, both as a fixed and random effect; 
BIRTH – herd of birth, FINISH0 – the last herd an animal 
was in before slaughter, FINISH60 – the last herd where an 
animal spent more than 60 days in before slaughter, 
BIRTH_FINSH0 - concatenation of the birth and finishing 
herd and BIRTH + FINISH0 – fitted both terms as 
independent effects. Table 2 reports the phenotypic 
variances and heritabilities for each of the models. Results 
were almost identical for FINISH0 and FINISH60 so only 
FINISH0 is reported here. Heritabilities tended to be higher 
when either birth or finishing herd was excluded as there is 
likely to be confounding between sires and herds, in 
particular with birth herd as a result of single sire matings. 
There were differences observed when both birth and 
finishing herd was fitted separately or concatenated as 
random effects. This could be due to the small number of 
animals within a concatenated level. Although there were 



differences in the heritability estimates, the EBVs from the 
different models were all highly correlated to each other 
with rank correlations generally greater than 0.8. 

 
Table 2. Multi-breed heritabilities (standard errors in 
brackets) for net carcase weight (NCW), EUROP 
conformation (CONF) and fat (FAT) class with different 
methods of modeling herd effects#. 

 NCW CONF FAT 
Fixed effects    

BIRTH 0.55 (0.03) 0.30 (0.02) 0.41 (0.03) 
FINSH 0.72 (0.02) 0.62 (0.02) 0.50 (0.02) 

BIRTH_FINSH 0.48 (0.03) 0.30 (0.03) 0.41 (0.03) 
BIRTH + FINSH 0.48 (0.03) 0.29 (0.02) 0.40 (0.03) 
Random effects    

BIRTH 0.37 (0.02) 0.34 (0.02) 0.33 (0.02) 
FINSH 0.41 (0.01) 0.55 (0.02) 0.41 (0.02) 

BIRTH_FINSH 0.35 (0.02) 0.49 (0.02) 0.39 (0.02) 
BIRTH + FINSH 0.24 (0.01) 0.29 (0.02) 0.28 (0.02) 

#BIRTH – herd of birth, FINISH0 – The last herd an animal was in before 
slaughter, FINISH60 – The last herd where an animal spent more than 60 
days in before slaughter, BIRTH_FINSH0 - concatenation of the birth and 
finishing herd and BIRTH + FINISH0 – fitted both terms as independent 
effects. 

 
This project is now entering the next phase where 

genetic parameters will be estimated with models tailored to 
reflect the multi-breed nature of the industry data collected. 
Using these parameters and models, EBVs for NCW, 
CONF and FAT will be routinely produced and provided to 
industry for inclusion into breeding programs. These will be 
the first carcase trait breeding values available in the UK 
based on actual carcase information.  

 
Genomic Evaluation of Abattoir Carcase Traits 

A second major carcase trait project being 
undertaken is focusing on producing genomic breeding 
values (GEBVs) for abattoir carcasses traits, including yield 
information from Video Image Analysis (VIA). The project 
is a collaboration between Scotland’s Rural College 
(SRUC), the British Limousin Cattle Society (BLCS) and 
Anglo Beef processors (ABP) co-funded by the 
government-backed Technology Strategy Board and 
BBSRC. A large focus of this project is building a reference 
population suitable to produce a UK Limousin SNP key for 
the computation of VIA carcase trait GEBVs. Carcase traits 
are being measured on commercial animals and de-
regressed VIA sire EBVs will be used as the phenotypes in 
the reference population.  

VBS2000 VIA machines (developed by E+V in 
Germany) have been installed into two ABP abattoirs, with 
more sites expected during the project. For each animal 
slaughtered the EUROP CONF and FAT classes as well as 
nine different primal cut yields are measured using VIA. 
Large amounts of yield data can be quickly amassed using 
this technology. In approximately 18 months, over 80,000 
VIA records from over 60 breeds were collected from just 
one abattoir site. Analysis of the raw VIA data has shown 
large amounts of variation for the different traits. Figure 1 
shows that the yield of the striploin primal varies for 
carcasses of any given weight and/or conformation class. 

This same variation was observed across all the VIA yield 
measurements and within individual breeds. Moore et al. 
(2014) calculated the value of the nine VIA primal cuts and 
found that within a given EUROP pricing band (i.e. all 
animals valued the same based on the EUROP price grid) 
there was variation of approximately £100 per animal.  

 

 

 
Figure 1. The relationship between striploin yield and 
carcase weight and conformation (positive values 
represent better EUROP conformation grid) of 19,007 
prime slaughter steers. 
 

Genetic parameter estimates indicate that selection 
for VIA yield traits is feasible. VIA records were extracted 
on prime slaughter animals, aged between 450 to 900 days 
of age. Records from whole slaughter dates were excluded 
if more than 60% of the days kill had missing VIA 
information. This resulted in 30,530 animals, of which 63% 
were steers and 37% heifers. The majority (72%) of the 
data was from cross bred animals and animals were 
assigned a breed type (Limousin, Continental beef, Native 
beef, dairy and other breeds) based on the predominant 
breed. Within the data set 5,596 herds of birth and 1,356 
finishing herds were represented. A third (31%) of the VIA 
recorded animals had sire recorded and a five generation 
pedigree (n=98,505) was formed using available 
information from both dairy and beef pedigree sources. 
ASReml (Gilmour et al. (2006)) was used for variance 
component estimation. Linear mixed animal models were 
fitted for each trait. For all traits, animal and herd at birth 
and finishing was fitted as random effects. The fixed class 
and co-covariate effects for traits included; sex, date of 
slaughter, dam age (four categories), year and season (four 
month slices) of birth, predominant breed type and percent 
dairy in dam breed. All traits included carcase weight as a 
co-variate and fitted heterosis and recombination 
coefficients between each of the five breed types defined. 
Table 3 shows preliminary variance components and 
heritabilities estimated for the VIA carcase measures. With 
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the exception of the two rib traits, the VIA yield measures 
were all moderately heritable with heritabilities ranging 
from 0.19 for fillet to 0.37 for striploin. These genetic 
parameters were used to produce preliminary EBVs to 
enable suitable animals to be identified for genotyping and 
inclusion in the reference population. 

 
Table 3. Genetic parameters (standard errors in 
brackets) for a multi-breed population recorded for 
VIA carcase traits. 

 Phenotypic variance h2 
Carcase weight 43.48 (1.15) 0.25 (0.04) 

Fillet 0.03 (0.001) 0.19 (0.05) 
Striploin 0.11 (0.002) 0.37 (0.05) 
Topside 0.35 (0.01) 0.29 (0.04) 
Rump 0.16 (0.003) 0.29 (0.05) 

Silverside 0.48 (0.01) 0.28 (0.05) 
Knuckle 0.15 (0.003) 0.33 (0.05) 

Flank 2.57 (0.06) 0.28 (0.05) 
8RibHQ 2.50 (0.04) 0.14 (0.04) 
5Rib FQ 1.87 (0.03) 0.07 (0.03) 

Conformation 15.63 (0.35) 0.50 (0.04) 
Fat 43.48 (1.15) 0.25 (0.04) 

 
Purebred Limousin bulls, and in some cases cows, 

with high quality phenotypes (based on the accuracy of the 
VIA EBVs) were identified as genotyping candidates to 
include in the reference population. A range of animals 
representative of the wider population are being identified, 
including both modern and historic animals. Historic hair 
samples and semen straws have been used to obtain DNA. 
Where hair and semen is unavailable and we can locate the 
animal, nasal swabs are used to obtain DNA samples. As 
part of the project it is anticipated that 2,000 animals will be 
genotyped to include in the reference population. As of 
February, 2014 there were 813 animals genotyped in the 
reference population with VIA carcase trait phenotypes 
available. As part of the project, 376 animals have been 
genotyped with more genotypes expected soon. Initially the 
plan was to genotype animals with the Illumina High 
Density chip but apart from the first 188 project genotypes, 
the remainder will be genotyped with the Illumina 54k chip. 
Additional genotypes were also available from 716 UK 
historic and influential Limousin’s genotyped on the 
Illumina High Density platform by SRUC and 977 Irish 
Limousin animals genotyped on the Illumina High Density 
platform by ICBF. Currently 390 and 47 genotypes in our 
reference population are from the respective genotype 
sources, and it is expected more genotyped animals will be 
included as more phenotypes are collected. Work is on-
going to develop a SNP key suitable for genomic 
predictions of the genetic merit of carcase traits for UK 
Limousin cattle. Imputation methodology will be 
implemented to reduce genotyping costs and maximize the 
number of animals from industry being genotyped. 

Once a suitable SNP key has been developed, 
industry will be able to access genomic predictions from a 
subsidiary company co-owned by the three project partners. 
The subsidiary company will assist breeders when making 
decisions about which animal to genotype and at what 

density. It will then manage the DNA collection and 
genotyping process before returning to the breeder GEBVs 
for carcase traits.  Genomic breeding values for EUROP 
carcase traits and primal cut yields are expected to be 
officially available November 2015. 

 
Impact on the UK beef industry 

It is expected that the two current carcase trait 
initiatives will have significant impact on the UK beef 
industry. Not only will genetic improvement for carcase 
traits increase, but engagement with and uptake of genetic 
improvement schemes – both as a breeder and commercial 
farmer purchasing bulls – is likely to also increase. 

For the first time everyone in the supply chain will 
be using a common trait definition to assess carcase traits. 
This allows for very clear market signals to be relayed up 
and down the supply chain. Currently, for a commercial 
producer to select a pedigree bull based on the genetic merit 
for carcase traits they have to use proxy carcase trait EBVs 
measured in mm fat and muscle depth. Feedback on the 
bull’s realized performance is provided from the EUROP 
assessment of the progeny carcasses. Not only is this 
information rarely passed back to the bull breeder for 
review, but it can often be difficult for the commercial 
farmer to connect the EUROP assessment with the 
ultrasound proxy traits to validate the impact that genetic 
improvement had on his farm, and thus provide incentive to 
pay a premium for bulls based on their genetic merit, 
relaying the market signal up the supply chain.  

Using the carcase traits recorded at slaughter as 
both the breeding goal and selection criteria in the pedigree 
sector will help connect the breeding program goals with 
the needs of the commercial sector. It will also enable 
market signals from the processors to be fed back up the 
chain and allow breeders to respond using objective and 
meaningful traits. This in itself will help improve rates of 
genetic progress, but perhaps more importantly, it has the 
potential to increase the penetration rate of improved 
genetics into the commercial sector.  

Using the breeding values to identify animals with 
superior genetics and improved market signals to 
incentivize selecting animals with superior genetics will 
also result in improvements in the efficiency of the beef 
industry. Using these breeding tools we can increase the 
number of animals that meet market specification and 
reduce wastage. These improvements in efficiencies can 
also result in reduced greenhouse gas emissions as fewer 
animals will be required to produce the same amount of 
produce. 

 
Conclusion 

There are two carcase trait initiates currently being 
undertaken in the UK. These projects will enable a shift 
from genetic evaluations based on proxy traits recorded in 
pedigree animals to genetic evaluation of large numbers of 
abattoir recorded carcase traits from commercial cross bred 
animals.  This paradigm shift in the way carcase traits are 
genetically evaluated is expected to result in significant 
genetic improvement both through providing tools to 
identify genetically superior animals, improving market 



signals and improve the efficiency of beef production in the 
UK. 
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