
 

  

Final parameters used in the snell score model  

 

  



Table 1. Estimates of HOL heritabilities and genetic correlations. Heritabilities on diago-

nal, genetic correlations above diagonal. Upper number is the new estimates. Lower number is the 

values used in the current evaluation  
 dSB1 dCE1 dCS1 dSB2 dCE2 dCS2 mSB1 mCE1 mCS1 mSB2 mCE2 mCS2 

dSB1 0.040 

0.049 

0.709 

0.720 

-0.523 

-0.550 

0.617 

0.621 

0.532 

0.550 

-0.513 

-0.530 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

dCE1  0.117 

0.101 

-0.546 

-0.750 

0.584 

0.600 

0.608 

0.630 

-0.534 

-0.700 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

dCS1 

 

  0.223 

0.247 

-0.418 

-0.530 

-0.464 

-0.770 

0.600 

0.790 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

dSB2    0.011 

0.012 

0.631 

0.649 

-0.485 

-0.530 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

dCE2     0.077 

0.061 

-0.518 

-0.750 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

dCS2 

 

     0.206 

0.222 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

mSB1       0.036 

0.043 

0.591 

0.600 

0.000 

-0.020 

0.599 

0.604 

0.329 

0.340 

0.000 

0.0 

mCE1        0.090 

0.078 

0.000 

-0.450 

0.623 

0.643 

0.716 

0.740 

0.000 

-0.260 

mCS1 

 

        0.059 

0.062 

0.000 

-0.430 

0.000 

-0.430 

0.600 

0.700 

mSB2          0.011 

0.012 

0.582 

0.604 

0.000 

-0.391 

mCE2           0.047 

0.038 

0.000 

-0.390 

mCS2 

 

           0.057 

0.060 

 

 

 

 

 

 

 

  



Table 2. Estimates of RDC heritabilities and genetic correlations. Heritabilities on diago-

nal, genetic correlations above diagonal. Upper number is the new estimates. Lower number is the 

values used in the current evaluation  
 dSB1 dCE1 dCS1 dSB2 dCE2 dCS2 mSB1 mCE1 mCS1 mSB2 mCE2 mCS2 

dSB1 0.058 

0.042 

0.650 

0.750 

-0.550 

-0.360 

0.729 

0.649 

0.485 

0.480 

-0.540 

-0.380 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

dCE1  0.077 

0.074 

-0.500 

-0.770 

0.435 

0.440 

0.500 

0.780 

-0.451 

-0750 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

dCS1 

 

 - 0.247 

0.284 

-0.406 

-0.400 

-0.576 

-0.900 

0.500 

0.800 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

dSB2    0.021 

0.012 

0.600 

0.650 

-0.450 

-0.390 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

dCE2     0.035 

0.024 

-0.400 

-0.760 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

dCS2 

 

     0.234 

0.261 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

mSB1       0.038 

0.025 

0.400 

0.700 

0.000 

-0.140 

0.600 

0.598 

0.337 

0.341 

0.000 

0.050 

mCE1        0.065 

0.051 

0.000 

-0.520 

0.350 

0.639 

0.600 

0.740 

0.000 

-0.260 

mCS1 

 

        0.060 

0.065 

0.000 

-0.430 

0.000 

-0.430 

0.600 

0.700 

mSB2          0.019 

0.012 

0.401 

0.701 

0.000 

-0.580 

mCE2           0.035 

0.024 

0.000 

-0.540 

mCS2 

 

           0.058 

0.070 

 

  



Table 3. Estimates of JER heritabilities and genetic correlations. Heritabilities on diago-

nal, genetic correlations above diagonal. Upper number is the new estimates. Lower number is the 

values used in the current evaluation  
 dSB1 dCE1 dCS1 dSB2 dCE2 dCS2 mSB1 mCE1 mCS1 mSB2 mCE2 mCS2 

dSB1 0.034 

0.036 

0.441 

0.440 

0.000 

0.130 

0.786 

0.789 

0.335 

0.340 

0.000 

0.140 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

dCE1  0.022 

0.012 

0.000 

-0.670 

0.389 

0.389 

0.803 

0.811 

0.000 

-0.680 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

dCS1 

 

  0.150 

0.134 

0.000 

0.130 

0.000 

-0.620 

0.600 

0.910 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

dSB2    0.016 

0.012 

0.443 

0.449 

0.000 

0.040 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

dCE2     0.026 

0.012 

0.000 

-0.650 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

dCS2 

 

     0.150 

0.134 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

0.000 

0.0 

mSB1       0.023 

0.024 

0.479 

0.589 

0.000 

0.100 

0.479 

0.480 

0.163 

0.169 

0.000 

-0.070 

mCE1        0.043 

0.024 

0.000 

-0.340 

0.238 

0.239 

0.512 

0.529 

0.000 

-0.320 

mCS1 

 

        0.040 

0.041 

0.000 

-0.020 

0.000 

-0.330 

0.500 

0.890 

mSB2          0.016 

0.012 

0.481 

0.490 

0.000 

0.040 

mCE2           0.026 

0.012 

0.000 

-0.291 

mCS2 

 

           0.040 

0.041 

 

  



Table 4. Direct and maternal genetic variances. 

 Direct Maternal 

Trait HOL RDC JER HOL RDC JER 

SB1 0.0108 0.0091 0.0074 0.0097 0.0058 0.0050 

CE1 0.0538 0.0326 0.0042 0.0402 0.0270 0.0083 

CS1 0.1365 0.1583 0.0937 0.0298 0.0306 0.0221 

SB2 0.0017 0.0022 0.0017 0.0017 0.0020 0.0017 

CE2 0.0252 0.0110 0.0026 0.0150 0.0108 0.0026 

CS2 0.1197 0.1477 0.0957 0.0282 0.0297 0.0226 

 

  



Table 5. HxY variances – new and current 

Trait Residual variance H x Y variance H x Y pct of residual 

 Current New Current New Current New 

 

 

HOL 

SB1 0.2170 0.2573 0.0420 0.0012 19.4% 0.5% 

CE1 0.5183 0.4077 0.1095 0.0482 21.1% 11.8% 

CS1 0.4697 0.4764 0.1155 0.0306 24.6% 6.4% 

SB2 0.1411 0.1530 0.0255 0.0005 18.1% 0.3% 

CE2 0.4312 0.3035 0.0840 0.0011 19.5% 0.4% 

CS2 0.4725 0.4616 0.1125 0.0277 23.8% 6.0% 

 

 

RDC 

SB1 0.1483 0.1483 0.0300 0.0014 18.9% 0.9% 

CE1 0.3897 0.3897 0.1035 0.0213 20.0% 5.5% 

CS1 0.4829 0.4829 0.1200 0.0173 25.9% 3.6% 

SB2 0.0959 0.1045 0.0255 0.0012 18.1% 1.1% 

CE2 0.3021 0.3021 0.0825 0.0093 18.5% 3.1% 

CS2 0.4829 0.4829 0.1185 0.0143 25.2% 3.0% 

 

 

JER 

SB1 0.2000 0.2111 0.0375 0.0013 18.8% 0.6% 

CE1 0.3444 0.1850 0.0630 0.0034 18.3% 1.8% 

CS1 0.5396 0.5312 0.1140 0.0586 21.1% 11.0% 

SB2 0.1494 0.1055 0.0270 0.0006 18.1% 0.5% 

CE2 0.2241 0.0958 0.0405 0.0011 18.1% 1.1% 

CS2 0.5254 0.5425 0.1110 0.0287 21.1% 5.3% 

 

 

  



 

Table 6. Permanent cow variances – new and current 

Trait Residual variance 

Permanent cow vari-

ance Pct of residual 

 Current New Current New Current New 

 

 

HOL 

SB2 0.1411 0.1530 0 0.0030 0.0% 1.9% 

CE2 0.4312 0.3035 0 0.0115 0.0% 3.8% 

CS2 0.4725 0.4616 0 0.0098 0.0% 2.1% 

 

 

RDC 

SB2 0.1411 0.1045 0 0.0017 0.0% 1.6% 

CE2 0.4455 0.3021 0 0.0108 0.0% 3.6% 

CS2 0.4701 0.4829 0 0.0266 0.0% 5.5% 

 

 

JER 

SB2 0.1494 0.1055 0 0.0017 0.0% 1.6% 

CE2 0.2241 0.0958 0 0.0022 0.0% 2.2% 

CS2 0.5254 0.5425 0 0.0094 0.0% 1.7% 

 
 


