150

100-

Dim2(11%)

50~

Individuals - PCA

Dim1(17.1%)

Group

Longissimus

|Z| postnatal SkMuscle
El embryonic SkMuscle

Figure S1. The PCA analyse among postnatal skeletal muscle, embryoic skeletal
muscle and longissimus dorsi.
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Figure S2. The GO analyse of tissue-specific circRNA’s parental genes.
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Figure S3. The KEGG analyse of tissue-specific circRNA’s parental genes.

GPR15LG

37 177-1 79376 Aewmko20003 7883 657686
77 X

== AEMK0200066 73511464741
- 1561 226 ENssscqmooomsma || ENSSSCG00000051040

M
NEURL2 ssc‘@ﬁ S e
' ssoifor

N ssepliggit mﬁa,z « A p— s & "W15§13 ‘_342 wmﬁ-zm 586171
sscpilfg334 “"‘W N\ ‘M‘am “431 \. s;c,*&a;g :
TMEM3EA s“‘m “"4‘8’9 & ss‘c‘m AEMKozoooe-sscﬁia%ez S
/ sscfl20t 2\ \ AEMKOZOOOB-CW:M 215913 Wfs-’mm
10;2354-54927“ cofilasts 52173 esess  NRIDI s '&Sﬁ/ss &Ey:(ozooms-smg 3335057
Longissimus Lung i

¥ | o 9:10212{fB301245

‘224_ X5 550701 '
X “5‘221-52“141 > = X:106092-61 o3ads, 20823 i o
ss; 1-: ' : 7.2 9 13174 1766259
X13482-49615 \ \ss* 2-

x: 114200 il 4315775 |
S5/ 157

x:13482 B 506838'
x:112030§il 2077442 ‘79750- \ -
xe7002f 091944 "L “‘C :
RD3 /850 2 ol
- i RcVﬁW*—*—Hx"xsn&wH% x;moae-ietiﬁﬁ

x: 57335-379977 ENSSSCG00000049531

Pituitary

DMRT1

Figure S4. The ceRNA network between tissue-specific circRNAs and tissue-specific
genes in longissimus dorsi, lung, pituitary and ovary.
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Figure S5. The weighted gene co-expression network analyse of circRNAs. (a) The
determination of the soft threshold (5). (b) The clustering relationship among modules.
(c) The correlation among modules. (d) The correlation among circRNAs.
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Figure S6. The location of conserved circRNAs between human and pigs



