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Figure S1. Distribution of SNP allele substitution effects (left) and additive genetic

variances explained by single SNPs (right) for RFI, DMI, ADG, and MWT based on

7.8 M whole genome sequence (WGS) variants.
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Figure S2. The enriched cellular and molecular functions (top) and cell morphology
network (bottom) for RFI. The images were generated through the use of Ingenuity
Pathway Analysis (IPA) and written permission was granted by QIAGEN Silicon

Valley to use and adapt the figure generated by IPA under the terms of the Creative

Commons Attribution License (CC BY) 4.0.
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Figure S3. The enriched cellular and molecular functions (top) and carbohydrate
metabolism network (bottom) for DMI. The images were generated through the use of
Ingenuity Pathway Analysis (IPA) and written permission was granted by QIAGEN
Silicon Valley to use and adapt the figure generated by IPA under the terms of the

Creative Commons Attribution License (CC BY) 4.0.
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Figure S4. The enriched cellular and molecular functions (top) and carbohydrate
metabolism network (bottom) for ADG. The images were generated through the use
of Ingenuity Pathway Analysis (IPA) and written permission was granted by
QIAGEN Silicon Valley to use and adapt the figure generated by IPA under the terms

of the Creative Commons Attribution License (CC BY) 4.0.



Analysis: adjMWT_new_genes_orths_btaids_withno_othorlogs - 2019-03-24 07:48 P

B adjMWT _new_genes_orths_btaids_withno_otharlogs - 2019-03-24 07:49 PM

-logip-value)
000 025 050 075 1.00 125 150 175 200 225 250 275 300 325 350 375 400 425

Cellular Campramiss

Lipid Metabolism

Malecular Tramsport

Srnall Molecule Biochemistry

Cell Marphaology

Cellular Azsembly and Crganization
Cellular Function and Maintenance
Amina Acid Metabalism

Drug Metabalism

Cellular Developrmeant
Carbohydrate Metabolism

Mucleic Acid Metabalism

Cell Signaling

Witamin and Mineral Metabolism
Gene Expression

Cellular Growth and Prolifer ation
Cell Cycle

Cell-To-Cell Signaling and Interaction
Cell Death and Survival

Protein Synthesis

Cellular Response to Therapeutics
Cellular Mowvement

Protein Trafficking
Post-Translational Modification
Erergy Production

DA Replication, Recombination, and Repair

RMHA Post-Transeriptional Madification

| @ 2000-2019 QIAGEMN. All riahts resenved




\ ~ N - !y

\ ~< v / _ _—NEFH
A\ . =~ -—-r-'_'—'_.f_ - /7
Formation of cel ¢lusion bo eg— -~

_ - ~

p /. < | \\\ ™\ \\
Oxidative stre onse of heart ™,
s ~~ N\

SEEZ / | -..___“
1 b A R
WA PEARGClA
| \
1

Figure S5. The enriched cellular and molecular functions (top) and cellular
compromise network (bottom) for MWT. The images were generated through the use
of Ingenuity Pathway Analysis (IPA) and written permission was granted by
QIAGEN Silicon Valley to use and adapt the figure generated by IPA under the terms

of the Creative Commons Attribution License (CC BY) 4.0.
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Figure S6. Lipid metabolism network for RFI and its component traits DMI, ADG,
and MWT. The images were generated through the use of Ingenuity Pathway Analysis
(IPA) and written permission was granted by QIAGEN Silicon Valley to use and
adapt the figure generated by IPA under the terms of the Creative Commons

Attribution License (CC BY) 4.0.



Figure S7. Common lead significant SNPs with the same IDs (a) and candidate genes
(b) among RFI and its three component traits at thresholds P-value < 1.00E-05 and

FDR < 0.10 based on the imputed 7.8M DNA variant GWAS.
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Figure S8. Principal component analyses of Canadian beef cattle populations

(N=7573) based on the 50K SNP (a) and 7.8M GWS variant (b) panels.



