FORM GE

APPENDIX GE


DESCRIPTION OF NATIONAL GENETIC EVALUATION SYSTEMS

	Country (or countries)
	NLD / BEL  

Joint evaluation of Dutch and Flemish.

	Main trait group1
NOTE! Only one trait group per form!
	Production

	Breed(s)
	All breeds. All breeds are evaluated in a multi breed animal model.

	Trait definition(s) and unit(s) of measurement2
Attach an appendix if needed
	Records are kg of yield for milk, fat and protein produced within a 24-hour test day period.

	Method of measuring and collecting data
	Milk recording data

	Time period for data inclusion
	NLD: Lactations started since May 1, 1990

BEL: Lactations started since January 1, 1981

Pedigree information is traced back as far as possible.

	Age groups (e.g. parities) included
	Parities 1, 2, 3,4 and 5

	Other criteria (data edits) for inclusion of records
	· the cow must be herdbook registered;
· official (both supervised and unsupervised) daily productions;
· DIM between 5 and 420;
· age at calving is at least 640 days;
· known sire;
· milk yield must be known
· fat and protein content below 10%;

· calving interval of the current lactation must be at least 215 days;
· no daily yields in a lactation with status “unreliable”;
· difference between realised and predicted yields must be within limits. The upper limit for realised yield is the predicted yield + 6 times the standard deviation of the difference between predicted and realised yield.

	Criteria for extension of records (if applicable)
	Data from automatic milking systems are converted to 24-hour yields

	Sire categories
	All bulls with progeny information including domestic and foreign AI bulls plus natural service herd sires.

	Environmental effects3, pre-adjustments 
	None

	Method (model) of genetic evaluation3
	ST-ML-RR-TD-BLUP-AM

	Environmental effects3 in the genetic evaluation model
	F: Herd-testdate, Parity*DIM, Parity-Age(at calving)-Year-Season(of calving), Parity-Age-Year-Season*stage of lactation, Stage of Gestation*Parity, Heterosis*Parity, Recombination*Parity, Days dry*stage of lactation

R: Lactation curve for PE, Lactation curve for Herd*Year of test

	Adjustment for heterogeneous variance in evaluation model
	Heterogenous variance model has two fixed effects:
-
herd-testdate 
-
age at calving within parity

The sum of permanent environmental and residual variance is adjusted to the values of the H05CB95 heterogeneous variance reference base.

	Use of genetic groups and relationships
	Unknown parents are grouped together according to country of origin, selection path (6 paths), breed and birth year. All known relationships of cows and sires are considered. Selection paths are: unknown dam for cow, unknown dam for bull, unknown sire for cow, unknown sire for bull, both parents unknown for cow and both parents unknown for bull.

	Blending of foreign/Interbull information in evaluation
	Sire breeding values are based on national information only. At proof release day the evaluation is restarted to obtain cow EBVs using sire solutions based on the official (domestic, interbull or converted) EBV.

Cows with foreign data get a blended proof based on the foreign and national proof. The foreign proof is converted to the national scale and base using Interbull conversion factors. Daughters of these cows get an adjusted parent average.

	Genetic parameters in the evaluation
	Overall heritabilities range from .44 (protein) to .52 (fat)

Genetic correlations between lactations within traits range from .72 to .98 (for details see: Table 1)

	System validation
	Extensive checks on input data and results. Evaluations are done with an ISO 9001 certified process.

Interbull trend validation test I, II

Comparison of consecutive evaluations

	Expression of genetic evaluations
If standardised (e.g. RBV), give standardisation formula in the appendix
	(1) EBV lact is calculated as sum of test-day EBV from day 5 to day 305.

(2) EBV in kg with different variances in each lactation. Published EBV is calculated as 0.32*EBVlact1 + 0.25*EBVlact2 + 0.20*EBVlact3 + 0.14*EBVlact4 + 0.09*EBVlact , resulting in equal weights for all lactations in the published EBV.

(3) Percentage deviation calculated indirectly from the published EBVs for yield traits.

	Definition of genetic reference base

Next base change
	2015 Holstein cow base (2015HC):
All black & white herdbook cows with at least 87,5% Holstein genes and maximal 12.5% Dutch Friesian genes born in 2010 with at least 1 testday with milk yield

2020

	Calculation of reliability
	Based on Multiple trait effective daughter contribution method (Liu et al., 2004)

	Criteria for official publication of evaluations
	Domestic tested bulls: At least 15 daughters past 120 DIM in 5 herds

Foreign tested bulls: Interbull proof until domestic proof has 90% reliability

Simultaneous tested bulls: Domestic proof unless Interbull proof has 10% higher reliability.

Cows, offspring of natural service herd sire: At least 10% REL 

Cows, offspring of AI-sire: At least 10% REL and sire has an official proof 

	Number of evaluations / publications per year
	Three times a year with the schedule of Interbull. Publication at 11:00 CET on Wednesday.

Evaluations are released electronically via www.gesfokwaarden.eu    

	Use in total merit index4
	Production Index (expressed in Euro):
Inet = -0.3*EBV kg lactose + 2.1*EBV kg fat + 4.1*EBV kg protein

Total Merit Index NVI:
 NVI =   0.35 x Inet + 0.09 x LON + 5.2 x (UDH-100) + 5.2 x (FER-100) + 5.2 x (UDD-100) + 6 x (F&L-100) + 2 x (CAL-100)

UDH = 0.477 * [SCM-100) + 0.641 * (CM -100) +100

FER = 0.52 x (IFL–100) + 0.52 x (CI–100) + 100

CAL = 0.08 x (DCE-100) + 0.08 x (MCE-100) + 0.55 x (DLV-100) + 0.83 x (MLV-100) +100

Where:

LON = EBV longevity
UDH = EBV somatic cell count
FER = EBV female fertility
UDD = EBV overall udder conformation
F&L = EBV overall feet and leg conformation
CAL = EBV calving traits
 

	Anticipated changes in the near future
	

	Key reference on methodology applied
	De Roos, A.P.W. , Harbers, A.G.F. and G. de Jong. 2002. Herd specific random regression curves in a test-day model for protein yield in dairy cattle. Proceedings 7th WCGALP.

De Roos, A.P.W., Koenen, E.P.C., Harbers, A.G.F. and G. de Jong. 2002. Model validation and rank reduction of covariance matrices in the random regression test-day model in The Netherlands. Interbull Bulletin 29: 91-94.

De Roos, A.P.W., Harbers, A.G.F. and G. de Jong. 2001. Random regression test-day model in The Netherlands. Interbull Bulletin 27: 155-158.

Handboek NRS. 2002. Chapter E-7: Breeding value estimation for milk production traits using a test-day model. CR Delta, Arnhem, The Netherlands.

Liu, Z., Reinhardt, F., Bünger A. and R. Reents. 2004. Derivation and calculation of approximate reliabilities and daughter yield‑deviations of a random regression test‑day model for genetic evaluation of dairy cattle. Journal of Dairy Science 87: 1896-1907

	Key organization: name, address, phone, fax, e-mail, web site
	AEU CRV

P.O. Box 454

NL 6800 AL  ARNHEM

Tel: 

+31-26-38 98 700

Fax: 

+31-26-38 98 777  

E-mail: 
aeu@crv4all.com
Internet:
www.gesfokwaarden.eu


1) Either: Production (e.g. milk, fat, protein), Conformation, Health (e.g. mastitis resistance, milk somatic cell, resistance to diseases other than mastitis), Longevity (e.g. direct longevity, combined longevity), Calving (e.g. stillbirth, calving ease), Female fertility (e.g. non-return rate, interval between reproductive events, number of AI’s, heat strength), Workability (e.g. milking speed, temperament), Beef production, Efficiency (e.g. body weight, energy balance, body conditioning score), or Other traits.

2) Indicate frequencies per category if the trait is categorical and specify transformation of data if practiced.

3) Use abbreviations for most common effects (see document with list of abbreviations at http://www-interbull.slu.se/service_documentation/General/list_of_abbreviations.rtf) and indicate random (R) or fixed (F).

4) Please give economic weights and indicate how they are expressed (preferably in genetic standard deviation units).

Table 1. Genetic Parameters. Heritabilities on diagonal, genetic correlations below diagonal

	Milk
	Lactation 1
	Lactation 2
	Lactation 3
	Lactation 4
	Lactation 5
	Published EBV

	Lactation 1
	0.48
	0.86
	0.80
	0.79
	0.77
	0.92

	Lactation 2
	
	0.41
	0.92
	0.91
	0.89
	0.97

	Lactation 3
	
	
	0.40
	0.98
	0.97
	0.97

	Lactation 4
	
	
	
	0.40
	0.98
	0.96

	Lactation 5
	
	
	
	
	0.40
	0.95

	Published EBV
	0.92
	0.97
	0.97
	0.96
	0.95
	0.51


	Fat
	Lactation 1
	Lactation 2
	Lactation 3
	Lactation 4
	Lactation 5
	Published EBV

	Lactation 1
	0.48
	0.88
	0.81
	0.79
	0.78
	0.92

	Lactation 2
	
	0.44
	0.92
	0.90
	0.89
	0.97

	Lactation 3
	
	
	0.40
	0.98
	0.96
	0.97

	Lactation 4
	
	
	
	0.40
	0.98
	0.96

	Lactation 5
	
	
	
	
	0.40
	0.94

	Published EBV
	0.92
	0.97
	0.97
	0.96
	0.94
	0.52


	Protein
	Lactation 1
	Lactation 2
	Lactation 3
	Lactation 4
	Lactation 5
	Published EBV

	Lactation 1
	0.39
	0.86
	0.75
	0.74
	0.72
	0.90

	Lactation 2
	
	0.36
	0.91
	0.89
	0.87
	0.97

	Lactation 3
	
	
	0.35
	0.98
	0.96
	0.96

	Lactation 4
	
	
	
	0.35
	0.98
	0.95

	Lactation 5
	
	
	
	
	0.35
	0.94

	Published EBV
	0.90
	0.97
	0.96
	0.95
	0.94
	0.51


Parameters for national genetic evaluations for production traits as provided to Interbull

	Country (or countries):
	NLD / BEL  

Joint evaluation of Dutch and Flemish data.

	Main trait group:
	Production

	Breed(s):
	All breeds. All breeds are evaluated in a multi breed animal model.


	Trait
	h2a
	genetic

variancea
	official proof

standardisation formulab

	Milk yield:

lactation 1

lactation 2

lactation 3

lactation 4

lactation 5

lactations pooled
	0.48
0.41

0.40

0.40
0.40

0.51
	
	

	Fat yield:

lactation 1

lactation 2

lactation 3

lactation 4

lactation 5

lactations pooled
	0.48
0.44
0.40
0.40
0.40

0.52
	
	

	Protein yield:

lactation 1

lactation 2

lactation 3

lactation 4

lactation 5

lactations pooled
	0.39
0.36
0.35
0.35
0.35

0.44
	
	


a
If lactations, or part of lactations, are treated as separate traits, provide heritability estimates and genetic variances separately for each lactation, as well as for all lactations pooled, i.e. for the trait submitted to Interbull.

b
Expressed as follows:
StandEval=((eval-a)/b)*c+d where a=mean of the base adjustment, b=standard deviation of the base, c=standard deviation of expression (include sign if scale is reversed), and d=base of expression.

Status as of: PLEASE ENTER A DATE (2017-04-01)








