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Supplementary Fig. 4.

a, Gene expression of HSA-Cre, Hectd1 exon 22/23 and Hectd1 deleted exon 3 in different skeletal muscle beds assessed by RT-qPCR (n
=5-19). b, IMPC phenotypic data for whole-body Hectd1 KO heterozygous animals. ¢, Inferred possible phenotypes of Hectd1 in various
tissues from phenome-wide association studies from BXD mouse population dataset. d, Gene expression analysis of skeletal muscle
myosin heavy chain (MyHC) isoforms and Myogenin in the GAST and TA muscle of control and Hectd1 mKO mice assessed by RT-qPCR
(n =5). e, Ex vivo analysis of the EDL fatigue, recovery, and contractile force in control and Hectd1 mKO mice (n = 4-5). f, Total distance
and work achieved by the 4-month-old male control and Hectd1 mKO mice during treadmill running to exhaustion protocol (n = 7-8). g,
Expression analysis of skeletal muscle genes representative of calcium handling, bioenergetics, protein turnover and muscle structure in
the EDL, GAST, SOL and TA muscle of control and Hectd1 mKO mice assessed by RT-qPCR (n = 5-19). All data are represented as
mean+SD. Datain a, d, f, g, were analyzed by Student’s t-test. Data in e were analyzed by repeated measures ANOVA, interaction between
either frequency, time or number of contractions and genotype is indicated on the graph. IMPC — International Mouse Phenotyping
Consortium, EDL - extensor digitorum longus, GAST — gastrocnemius, SOL — soleus, TA — tibialis anterior.



