













Supplementary figure 1. The flow diagram of the selection process for the study. 

Supplementary table 1. The detail information of GSE datasets.

	Dataset ID
	Cases of control
	Cases of TAD
	Platform
	region
	Contributor

	GSE52093
	5
	7
	GPL10558
	China
	Sun Pan

	GSE98770
	5
	6
	GPL14550 and GPL17660
	Japan
	Naoyuki Kimura

	GSE147026
	4
	4
	GPL24676
	China
	Xianwu Zhou

	GSE153434
	10
	10
	GPL20795
	China
	Zeyi Zhou


Abbreviations: TAD, thoracic aortic dissection.

Supplementary Table 2. Primer sets used in the present study.
	Gene names
	5’-3’
	Sequences

	18s 
	Forward
	AAACGGCTACCACATCCAAG

	18s 
	Reverse
	CCTCCAATGGATCCTCGTTA

	SLMAP
	Forward
	TCAGGAGCGTCATGTCTACCT

	SLMAP
	Reverse
	CGTGGTTCCTTGATAGCACTTTG

	ACTN4
	Forward
	GCAGCATGGGCGACTACAT

	ACTN4
	Reverse
	TTGAGCCCGTCTCGGAAGT

	SLC7A5
	Forward
	CCGTGAACTGCTACAGCGT

	SLC7A5
	Reverse
	CTTCCCGATCTGGACGAAGC

	ARHGAP22-IT1
	Forward
	GGTGCAATGCCTTGGTTTT

	ARHGAP22-IT1
	Reverse
	GTTAGTCAGCGGTGGGTTCA

	SNHG8
	Forward
	TCCAAGTGGTAATGGGCGAA

	SNHG8
	Reverse
	AGGATATTATTCGGAACACCCGT

	miR-3202
	Forward
	GCGTGGAAGGGAGAAGAGC

	miR-3202
	Reverse
	GTGCAGGGTCCGAGGTATT

	miR-3202
	Reverse transcription
	GTCGTATCCAGTGCAGGGTCCGAGGTATTCGCACTGGATACGACATTAAA

	U6
	Forward
	CTCGCTTCGGCAGCACA

	U6
	Reverse
	AACGCTTCACGAATTTGCGT

	U6
	Reverse transcription
	AACGCTTCACGAATTTGCGT


Supplementary Table 3. GO and KEGG analysis of down-regulated genes.

	Ontology
	ID
	Description
	Gene ratio
	Bg ratio
	p-value
	padjust
	qvalue

	BP
	GO:0003012
	muscle system process
	25/160
	465/18670
	2.16e-13
	4.71e-10
	4.19e-10

	BP
	GO:0006936
	muscle contraction
	21/160
	360/18670
	4.57e-12
	4.97e-09
	4.42e-09

	BP
	GO:0055001
	muscle cell development
	15/160
	186/18670
	6.81e-11
	4.94e-08
	4.40e-08

	BP
	GO:0006937
	regulation of muscle contraction
	14/160
	171/18670
	2.47e-10
	1.23e-07
	1.09e-07

	BP
	GO:0055002
	striated muscle cell development
	14/160
	173/18670
	2.89e-10
	1.23e-07
	1.09e-07

	CC
	GO:0044449
	contractile fiber part
	22/171
	221/19717
	2.87e-17
	8.07e-15
	6.02e-15

	CC
	GO:0030017
	Sarcomere
	21/171
	204/19717
	7.93e-17
	9.15e-15
	6.82e-15

	CC
	GO:0043292
	contractile fiber
	22/171
	234/19717
	9.77e-17
	9.15e-15
	6.82e-15

	CC
	GO:0031674
	I band
	18/171
	143/19717
	3.90e-16
	2.74e-14
	2.04e-14

	CC
	GO:0030016
	Myofibril
	21/171
	224/19717
	5.38e-16
	3.03e-14
	2.26e-14

	MF
	GO:0044325
	ion channel binding
	8/158
	124/17697
	1.55e-05
	0.005
	0.004

	MF
	GO:0008307
	structural constituent of muscle
	5/158
	46/17697
	5.43e-05
	0.009
	0.008

	MF
	GO:0004865
	protein serine/threonine phosphatase inhibitor activity
	3/158
	11/17697
	1.09e-04
	0.011
	0.009

	MF
	GO:0003779
	actin binding
	13/158
	431/17697
	1.34e-04
	0.011
	0.009

	MF
	GO:0004935
	adrenergic receptor activity
	3/158
	17/17697
	4.33e-04
	0.028
	0.024

	KEGG
	hsa05414
	Dilated cardiomyopathy
	8/70
	96/8076
	1.53e-06
	2.22e-04
	2.01e-04

	KEGG
	hsa04020
	Calcium signaling pathway
	10/70
	201/8076
	7.88e-06
	5.53e-04
	5.02e-04

	KEGG
	hsa05410
	Hypertrophic cardiomyopathy
	7/70
	90/8076
	1.14e-05
	5.53e-04
	5.02e-04

	KEGG
	hsa04270
	Vascular smooth muscle contraction
	8/70
	135/8076
	1.96e-05
	7.09e-04
	6.43e-04

	KEGG
	hsa04261
	Adrenergic signaling in cardiomyocytes
	8/70
	150/8076
	4.19e-05
	0.001
	0.001


Abbreviations: GO,Gene ontology; KEGG, Kyoto Encyclopedia of Genes and Genomes; BP, Biological Process; CC, Cellular Component; MF, Molecular Function.

Supplementary Table 4. GO and KEGG analysis of up-regulated genes.

	Ontology
	ID
	Description
	Gene ratio
	Bg ratio
	pvalue
	p.adjust
	qvalue

	BP
	GO:0007059
	chromosome segregation
	21/154
	321/18670
	2.35e-13
	6.54e-10
	5.28e-10

	BP
	GO:0140014
	mitotic nuclear division
	19/154
	264/18670
	6.49e-13
	9.03e-10
	7.29e-10

	BP
	GO:0000280
	nuclear division
	22/154
	407/18670
	2.80e-12
	2.59e-09
	2.09e-09

	BP
	GO:0007088
	regulation of mitotic nuclear division
	15/154
	164/18670
	6.42e-12
	4.46e-09
	3.60e-09

	BP
	GO:0048285
	organelle fission
	22/154
	449/18670
	1.92e-11
	1.02e-08
	8.23e-09

	CC
	GO:0000793
	condensed chromosome
	16/158
	223/19717
	3.33e-11
	7.49e-09
	6.13e-09

	CC
	GO:0000779
	condensed chromosome, centromeric region
	12/158
	118/19717
	1.89e-10
	2.13e-08
	1.74e-08

	CC
	GO:0098687
	chromosomal region
	17/158
	349/19717
	3.19e-09
	2.39e-07
	1.96e-07

	CC
	GO:0000775
	chromosome, centromeric region
	13/158
	193/19717
	5.41e-09
	3.04e-07
	2.49e-07

	CC
	GO:0070820
	tertiary granule
	12/158
	164/19717
	8.45e-09
	3.80e-07
	3.11e-07

	MF
	GO:0030414
	peptidase inhibitor activity
	8/150
	182/17697
	1.63e-04
	0.061
	0.054

	MF
	GO:0061134
	peptidase regulator activity
	8/150
	219/17697
	5.66e-04
	0.087
	0.076

	MF
	GO:0004866
	endopeptidase inhibitor activity
	7/150
	175/17697
	7.37e-04
	0.087
	0.076

	MF
	GO:0061135
	endopeptidase regulator activity
	7/150
	182/17697
	9.28e-04
	0.087
	0.076

	KEGG
	hsa04978
	Mineral absorption
	7/87
	59/8076
	2.86e-06
	4.95e-04
	4.42e-04

	KEGG
	hsa04110
	Cell cycle
	9/87
	124/8076
	6.64e-06
	5.74e-04
	5.13e-04

	KEGG
	hsa04668
	TNF signaling pathway
	8/87
	112/8076
	2.50e-05
	0.001
	0.001

	KEGG
	hsa04114
	Oocyte meiosis
	8/87
	129/8076
	6.92e-05
	0.003
	0.003

	KEGG
	hsa04115
	p53 signaling pathway
	5/87
	73/8076
	0.001
	0.038
	0.034


Abbreviations: GO,Gene ontology; KEGG, Kyoto Encyclopedia of Genes and Genomes; BP, Biological Process; CC, Cellular Component; MF, Molecular Function.
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Protein-protein interaction network visualized by STRING
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Validation with RT-PCR and  GSE DataSets for mRNA





Correlation analysis between mRNA and lncRNA





Gene Set Enrichment Analysis (GSEA) 








