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	Participants
	Sex
	Age (Y)
	Age of onset (Y)
	Duration (Y)

	CK-1
	Male
	30
	-
	-

	CK-2
	Male
	19
	-
	-

	CK-3
	Male
	20
	-
	-

	CK-4
	Female
	22
	-
	-

	CK-5
	Female
	18
	-
	-

	LS-1
	Male
	29
	21
	8

	LS-2
	Male
	20
	17
	3

	LS-3
	Male
	21
	16
	5

	LS-4
	Female
	24
	16
	8

	LS-5
	Female
	21
	21
	2



	Supplementary Table 2 RNA Quality Assessment

	Sample
	Concentration (ng/μL)
	RIN

	CK-1
	126
	7.2

	CK-2
	70
	8.7

	CK-3
	203
	7.7

	CK-4
	198
	9.6

	CK-5
	82
	8.8

	LS-1
	117
	9.7

	LS-2
	53
	9.7

	LS-3
	111
	9.7

	LS-4
	117
	9.9

	LS-5
	96.3
	9.8




	Supplementary Table 3 Sequencing Base Information Statistics Table

	Sample
	RawData(bp)
	BF_Q20(%)
	BF_Q30(%)
	BF_N(%)
	BF_GC(%)
	CleanData(bp)
	AF_Q20(%)
	AF_Q30(%)
	AF_N(%)
	AF_GC(%)

	CK-1
	9729241500
	9513014815 (97.78%)
	9124009812 (93.78%)
	256208 (0.00%)
	4467827255 (45.92%)
	9630268690
	9426604159 (97.89%)
	9045151418 (93.92%)
	249638 (0.00%)
	4415042254 (45.85%)

	CK-2
	9454173000
	9140975374 (96.69%)
	8722716573 (92.26%)
	122798 (0.00%)
	5506759762 (58.25%)
	9050158208
	8787496116 (97.10%)
	8397888157 (92.79%)
	116408 (0.00%)
	5284182779 (58.39%)

	CK-3
	9739463700
	9527649922 (97.83%)
	9141405262 (93.86%)
	267027 (0.00%)
	4270545692 (43.85%)
	9601694320
	9404285578 (97.94%)
	9028154093 (94.03%)
	258276 (0.00%)
	4196111575 (43.70%)

	CK-4
	9665381100
	9433719456 (97.60%)
	9018305488 (93.31%)
	29821 (0.00%)
	4329356742 (44.79%)
	9589381129
	9370105525 (97.71%)
	8961320224 (93.45%)
	29520 (0.00%)
	4287962872 (44.72%)

	CK-5
	10541155200
	10260125519 (97.33%)
	9798575316 (92.96%)
	435399 (0.00%)
	5286983923 (50.16%)
	10425599118
	10165791108 (97.51%)
	9714021589 (93.17%)
	184188 (0.00%)
	5222377525 (50.09%)

	LS-1
	10598883600
	10333929619 (97.50%)
	9901742719 (93.42%)
	441302 (0.00%)
	5389187034 (50.85%)
	10376632032
	10138688918 (97.71%)
	9722956282 (93.70%)
	184719 (0.00%)
	5267282389 (50.76%)

	LS-2
	9786415200
	9538599285 (97.47%)
	9135647876 (93.35%)
	285250 (0.00%)
	5040938103 (51.51%)
	9653230121
	9426434104 (97.65%)
	9034573260 (93.59%)
	275912 (0.00%)
	4965083426 (51.43%)

	LS-3
	10734552000
	10451788186 (97.37%)
	9981758899 (92.99%)
	410570 (0.00%)
	5271067684 (49.10%)
	10606224507
	10342920356 (97.52%)
	9883574348 (93.19%)
	186567 (0.00%)
	5200658938 (49.03%)

	LS-4
	9713320800
	9454495024 (97.34%)
	9032768829 (92.99%)
	37355 (0.00%)
	4897300804 (50.42%)
	9568212155
	9332286595 (97.53%)
	8922361234 (93.25%)
	36763 (0.00%)
	4814937640 (50.32%)

	LS-5
	9500793300
	9302054449 (97.91%)
	8944800864 (94.15%)
	129207 (0.00%)
	4618754544 (48.61%)
	9361324805
	9181177242 (98.08%)
	8833687094 (94.36%)
	126167 (0.00%)
	4541873042 (48.52%)




	Supplementary Table 4 The circRNAs validated by qRT-PCR

	CircRNA
	log2(fc)
	PValue
	Symbol
	Chromosome
	Length

	hsa_circ_0071422
	15.7137061
	0.007345722
	SH3RF1
	4
	372

	hsa_circ_0071095
	15.4719976
	0.006380784
	SLC10A7
	4
	303

	hsa_circ_0006157
	3.845647396
	0.01430665
	RICTOR
	5
	388

	hsa_circ_0062802
	15.55541818
	0.002191979
	ASCC2
	22
	682

	hsa_circ_0008672
	14.87572555
	0.030735784
	RBBP4
	1
	902



	Supplementary Table 5 The primer sequence of circRNAs validated by qRT-PCR

	CircRNA
	Sequence

	hsa_circ_0006157-F
	TTGCAGTTGGAAATGATGGAC

	hsa_circ_0006157-R
	TCACAAAGAAGCTAGTTCACAGA

	hsa_circ_0071095-F
	TGGTGGAAATGAGGAGCTGAC

	hsa_circ_0071095-R
	TGCTGGGAAGAATGCAAGAGT

	hsa_circ_0071422-F
	AAACTGGGCTGAAGGAATGCT

	hsa_circ_0071422-R
	TGCTTTGGCACATGGTAACT

	hsa_circ_0062802-F
	AAAGGCAACTCACCACTGCT

	hsa_circ_0062802-R
	GGTCCTTGTGGGTGATCTGG

	hsa_circ_0008672-F
	TGTGGCAAATGAATTTGGAGGT

	hsa_circ_0008672-R
	TTCTGGGGCATATAACGGGC




