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Figure S1. Gene expression distribution and correction for batch effects for all samples. x-axis is the sample and y-axis is the gene expression value. The middle line of the box plot is the median value, the upper box line is the upper quartile, and the lower box line is the lower quartile. (A) Expression distribution plots when not log normalized and not corrected for batch effects. (B) Expression distribution when log normalized but not corrected for batch effects. (C) Expression distribution when corrected for batch effects but not log-standardized. (D) Expression distribution when corrected for batch effects and normalized by log. 











[image: ]Figure S2. PPI network. (A) The PPI network of 29 m6a genes. The higher the degree of the node, the larger the graph. (B) 10 hub genes. The sub-network of 10 hub genes extracted from the PPI network, the redder the color of the node represents the greater the degree of the node in the original network. (C) miRNA prediction network of hub genes. Light blue is miRNA, other colors correspond to Figure A. (D) TF prediction network of hub genes. Light blue is transcription factor, other colors correspond to Figure A.








[image: ]Figure S3. Correlation analysis of hub genes. (A) Heat map of correlation between hub genes. (B) Scatter plot of the correlation between gene HNRNPA2B1 and gene WTAP. Each point in the graph represents a sample, the straight line is the correlation fit curve, the shaded part is the confidence interval, and the outer part of the graph is the histogram. (C) Bubble plot of correlation between hub genes and endoplasmic reticulum stress genes. (D) Bubble plot of correlation between hub genes and mitochondrial autophagy genes.

















Supplementary Table
Table S1 Results of GSEA enrichment analysis
	Description
	enrichmentScore
	NES
	p.adjust
	qvalues

	Lysosome
	0.499584652
	2.13812383
	1.43E-05
	1.28E-05

	Viral myocarditis
	0.604457014
	2.286753383
	1.43E-05
	1.28E-05

	Systemic lupus erythematosus
	0.641349907
	2.346678061
	1.43E-05
	1.28E-05

	Hematopoietic cell lineage
	0.510083732
	2.122964599
	2.92E-05
	2.60E-05

	Intestinal immune network for IgA production
	0.643634602
	2.277300917
	3.44E-05
	3.06E-05

	Staphylococcus aureus infection
	0.527144064
	2.109062987
	3.44E-05
	3.06E-05

	Cell adhesion molecules
	0.458666846
	1.981297297
	5.71E-05
	5.08E-05

	Asthma
	0.677490357
	2.167870991
	0.000246539
	0.000219286

	Leishmaniasis
	0.509985044
	2.024315051
	0.000351379
	0.000312536

	Rheumatoid arthritis
	0.477195393
	1.940627744
	0.000351379
	0.000312536

	Allograft rejection
	0.620286618
	2.112074513
	0.000791738
	0.000704218

	Type I diabetes mellitus
	0.577458325
	2.0256446
	0.001100175
	0.000978559

	Osteoclast differentiation
	0.397939026
	1.721489368
	0.004049304
	0.003601685

	Phagosome
	0.392149262
	1.734095288
	0.005547896
	0.004934618

	Carbon metabolism
	0.393274602
	1.654914049
	0.020843617
	0.018539516

	NF-kappa B signaling pathway
	0.406296679
	1.688205879
	0.020843617
	0.018539516

	Glycosaminoglycan degradation
	0.645471169
	1.873913652
	0.020843617
	0.018539516

	Other glycan degradation
	0.723122474
	1.89380459
	0.023339117
	0.020759157

	Inflammatory bowel disease
	0.442117772
	1.698139065
	0.031495279
	0.028013718

	Base excision repair
	0.55061142
	1.793680942
	0.032059201
	0.028515302

	Fc epsilon RI signaling pathway
	0.439563192
	1.700473057
	0.032059201
	0.028515302

	Chemokine signaling pathway
	0.336743741
	1.532880145
	0.032059201
	0.028515302

	Diabetic cardiomyopathy
	0.332519771
	1.504834642
	0.037153634
	0.033046585

	Th1 and Th2 cell differentiation
	0.403238167
	1.644080711
	0.038222056
	0.033996902
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