Supplementary Table S3. Top enriched Gene Ontology Biological Processes among variable transcript features. The input list comprised the 500 most variable transcript features. Adjusted p-values are Benjamini-Hochberg corrected. Enrichment reflects the variability-ranked list, not a loaded-versus-unloaded differential-expression gene set.
	GO ID
	Term Description
	Gene Count
	Background Ratio
	Fold Enrichment
	Raw p-value
	Adjusted p-value (FDR)

	GO:0006941
	Striated muscle contraction
	28
	202 / 21,972
	7.58
	7.81 × 10-17
	3.20 × 10-13

	GO:0042692
	Muscle cell differentiation
	39
	490 / 21,972
	4.35
	1.39 × 10-14
	2.55 × 10-11

	GO:0007584
	Response to nutrient
	33
	357 / 21,972
	5.05
	2.46 × 10-14
	2.55 × 10-11

	GO:0055001
	Muscle cell development
	28
	252 / 21,972
	6.07
	2.49 × 10-14
	2.55 × 10-11

	GO:0051146
	Striated muscle cell differentiation
	33
	373 / 21,972
	4.84
	8.59 × 10-14
	7.03 × 10-11

	GO:0007517
	Muscle organ development
	33
	379 / 21,972
	4.76
	1.35 × 10-13
	9.19 × 10-11

	GO:0043501
	Skeletal muscle adaptation
	12
	33 / 21,972
	19.88
	3.00 × 10-13
	1.75 × 10-10

	GO:0043500
	Muscle adaptation
	22
	173 / 21,972
	6.95
	1.02 × 10-12
	5.20 × 10-10

	GO:0006936
	Muscle contraction
	30
	348 / 21,972
	4.71
	2.34 × 10-12
	1.06 × 10-09

	GO:0055002
	Striated muscle cell development
	24
	220 / 21,972
	5.96
	2.73 × 10-12
	1.12 × 10-09




