]

DATA ZIKV;

INPUT progeny sire dam orig tvalue trait$;

CARDS;
41
41
41
41

(IS v

*/ Salivary glands pfu;

4
4
4
4

660000 5.820
12.8 d, - S
264000 5.422
0 0.000

PROC MIXED data = ZIKVcovtest asycov;

class sire dam;
where TRAIT = "SG";

model tvalue = /solution;
random Sire Dam(Sire);

run;

PROC MIXED data = ZIEVcoviest asycov;

class sire dam;
where TRAIT = "SG";

model tvalue = /solutiocn;

random dam({sire);
run;

PROC MIXED data = ZIKVcovtest asycov;

class sire dam;
where TRAIT = "3G";

model tvalue = /solution;

random sire;
run;
*/ Saliva pfu;

PROC MIXED data = ZIKVcovtest asycov;

class sire dam;
where TRAIT = "Sal'™;

model tvalue = /solution;
random Sire Dam(Sire);

run;

PROC MIXED data = ZIKVcovtest asycov;

class sire dam;
where TRAIT = "Sal"™;

model tvalue = /solution;

random Dam({Sire);
run;

PROC MIXED data = ZIKVcovtest asycov;

class sire dam;
where TRAIT = "Sal"™;

model tvalue = /solution;

random Sire;
run;

Figure S1. The SAS code for performing REML analyses.
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