[bookmark: _Hlk31644728]Table S1. Information of Primers.
	Primer name
	Primer sequences (5’ to 3’)
	Usage

	qPCR-PPM1J
	F: AGGCTGCAGTTCTTAGCGTT
	qPCR

	
	R: ACAGCATCTTCTTCCCCAGC
	

	pcDNA3.1- PPM1J
	F: GCCACCATGCTGCTGCGGGT
	Vector construction

	
	R: TCATGTAGTTGCCGGGGCCG
	

	pDC316-RNA2-Puro-LncRNA-TBP
	F: CCGGAATTCGCCACCATGCTGCTGCGGGTGCGCTCGGCGGTC
	Vector construction

	
	R: ATTTGCGGCCGCTCATGTAGTTGCCGGGGCCGCCCAGG
	

	pLVX-shRNA2-Puro-LncEDCH1
	F: GATCCGCCTCATGGGCAAGTTCTATTTCAAGAGAATAGAACTTGCCCATGAGGTTTTTG
	Vector construction

	
	R: AATTCAAAAACCTCATGGGCAAGTTCTATTCTCTTGAAATAGAACTTGCCCATGAGGCG
	



Table S2. Oligonucleotide sequences in this study.
	Fragment name
	Sequences (5’ to 3’)

	si-PPM1J
	CCTCATGGGCAAGTTCTAT



Table S3. Evaluation parameters of the OPLS-DA models.
	Sample grouping
	R2X
	R2Y
	Q2

	GM2-B and XH-B comparison
	0.312
	0.992
	0.932



Table S4. Differential analysis of metabolites in GM2-B and XH-B comparison.
Separate Excel file.

Table S5. Differential analysis of genes in GM2-B and XH-B comparison.
Separate Excel file.

Table S6. Differential analysis of metabolites in PPM1J knockdown muscle.
Separate Excel file.

Table S7. DAPs in PPM1J knockdown muscle.
Separate Excel file.

Table S8. Unique phosphopeptides in PPM1J knockdown muscle.
Separate Excel file.
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Fig. S1. A-B. The OPLS-DA score scatter plots (A) and permutation test (B) results of the positive and negative ion mode in GM2-B and XH-B comparison.
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[bookmark: _GoBack]Fig. S2. A-B. KEGG pathway analysis (A) and differential abundance analysis (B) of differential metabolites in GM2-B and XH-B comparison. C-D. GO functions (C) and KEGG pathways (D) analysis of differentially expressed genes in GM2-B and XH-B comparison.
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