Supplementary Table 1 The primers of five specific genes and reference gene

CircRNAs

primers

length (bp)

hsa_circRNA_000957

hsa_circRNA_ 402437

hsa_circRNA_ 091420

hsa_circRNA_ 101798

hsa_circRNA_ 403250

B-actin

F:5'CTGGATCAGCTAGACTGGATAGT 3’
R:5’CCAAACCATAAAGCACAATGTT 3°
F:5'CTGGATCAGCTAGACTGGATAGT 3’
R:5’CCAAACCATAAAGCACAATGTIT 3°
F:5'TTATGAACACGTTGGTTGGCTG3’
R:5>GGAGAAAGGAAGAGGAGGGAAGY’
F:5' GACTTCTCATTTCATTTCCCG 3’
R:5* CACTCCACTTCATGCACTGG 3’
F:5' CCCTTGATTCGAAATCAGCT 3’
R:5> ATTGTCACCTTCCAAAACCTT 3’
F:5' GTGGCCGAGGACTTTGATTG3'
R:5* CCTGTAACAACGCATCTCATATT3’

133

182

88

96

96

73

Supplementary Table 2 Microarray analysis of differentially expressed circRNAs in
lesional skins of patients with vitiligo compared with healthy skin tissues

CircRNAs Alias Source Regulation P-value FC
hsa_circRNA 021714 hsa_circ 0021714 circBase up 0.03712984 4.1985018
hsa_circRNA_406821 25070500 up 0.046288172 4.1444143
hsa_circRNA_000320 hsa_circ_0000320 circBase up 0.015848002 4.0351738
hsa_circRNA_404643 25070500 up 0.046711582 3.6513868
hsa_circRNA_ 104853 hsa_circ_ 0087861 circBase up 0.039935583 3.5843878
hsa_circRNA 104852 hsa_circ_0006174 circBase up 0.03736246 3.2505596
hsa_circRNA_104052 hsa_circ_0008285 circBase up 0.045260345 2.9990355
hsa_circRNA_102762 hsa_circ_0001030 circBase up 0.014262897 2.873578
hsa_circRNA_024600 hsa_circ_0024600 circBase up 0.036434078 2.5701027
hsa_circRNA_101319 hsa_circ_0000524 circBase up 0.03456983 2.5321638
hsa_circRNA_001795 hsa_circ_0001795 circBase down 0.042259686 2.4232286
hsa_circRNA_104745 hsa_circ_0005572 circBase down 0.008380619 2.3879448
hsa_circRNA_067327 hsa_circ_0067327 circBase down 0.047460972 2.3489956
hsa_circRNA_091420 hsa_circ_0091420 circBase down 0.027142665 2.1288496
hsa_circRNA 102009 hsa circ 0042498 circBase down 0.012632069 2.1119620
hsa_circRNA_404971 25070500 down 0.00028042 2.0930852
hsa_circRNA_405629 25070500 down 5.67309E-05 2.0620139
hsa_circRNA 104974 hsa circ 0002818 circBase down 0.000294079 2.0290276
hsa_circRNA_400732 25242744 down 0.011282129 2.0251817
hsa_circRNA_ 001741 hsa_circ_0001286 circBase down 0.025836371 1.9358107

Notes: "up" and "down" indicate the upregulated and downregulated circRNAs.



Supplementary Table 3 Microarray analysis of differentially expressed circRNAs in

nonlesional skins of patients with vitiligo compared with healthy skin tissues

CircRNAs Alias Source Regulation P-value FC
hsa_circRNA 034642 hsa_circ_0034642 circBase up 0.037375607 3.2988179
hsa_circRNA_ 406821 25070500 up 0.037835632 3.0647001
hsa_circRNA 007507  hsa_circ_0007507 circBase up 0.021286277 2.9470356
hsa_circRNA 006349  hsa_circ_0006349 circBase up 0.024953348 2.6267721
hsa_circRNA_ 407249 25070500 up 0.023815484 2.6051557
hsa_circRNA 104193  hsa_circ_0077930 circBase up 0.038686085 2.4941544
hsa_circRNA 100239  hsa_circ_0012673 circBase up 0.043052412 2.3047306
hsa_circRNA_ 406325 25070500 up 0.007347538 2.2945010
hsa_circRNA 031968 hsa circ 0031968 circBase up 0.047928631 2.2828710
hsa circRNA 101128 hsa_circ_0000437 circBase up 0.044469492 2.2713816
hsa circRNA 091420 hsa circ_ 0091420 circBase down 0.02544576 2.2719836
hsa circRNA 103546 hsa circ_ 0006517 circBase down 0.008571479 2.0490085
hsa_circRNA_402437 25242744 down 0.028511703 2.0314534
hsa_circRNA_405629 25070500 down 0.003561857 1.9728884
hsa circRNA 006668 hsa circ_ 0006668 circBase down 0.03686326 1.9708273
hsa circRNA 103903  hsa circ_ 0008517 circBase down 0.037914034 1.9576399
hsa circRNA 102009 hsa circ 0042498 circBase down 0.020271167 1.9229992
hsa_circRNA_404905 25070500 down 0.043869591 1.8755044
hsa_circRNA 001226 hsa_circ_0001226 circBase down 0.009172512 1.8733108
hsa_circRNA 083913  hsa_circ_0083913 circBase down 0.019582053 1.8672073

Notes: "up" and "down" indicate the upregulated and downregulated circRNAs.



Supplementary Table 4 Microarray analysis of differentially expressed circRNAs in
lesional skins compared with nonlesional skins of patients with vitiligo

CircRNAs Alias Source Regulation P-value FC
hsa_circRNA 101604  hsa circ_0000638  circBase up 0.004894636 1.8246798
hsa_circRNA 103649  hsa circ 0001414  circBase up 0.017846321 1.7289010
hsa_circRNA_ 407302 25070500 up 0.012914132 1.6755376
hsa_circRNA 102859  hsa circ 0007967  circBase up 0.046753252 1.5888567
hsa_circRNA 102060  hsa circ 0007539 circBase up 0.023918784 1.5778724
hsa_circRNA_000458  hsa circ_0000458 circBase up 0.001735708 1.5694358
hsa_circRNA 101633  hsa circ 0036629 circBase up 0.016185331 1.5085626
hsa_circRNA 084861  hsa circ 0084861 circBase up 0.028376683 1.5017946
hsa_circRNA_ 402705 25242744 up 0.016572806 1.4996013
hsa circRNA 104570  hsa_circ_ 0004219  circBase up 0.019948587 1.4940891
hsa circRNA 000964  hsa circ 0001653  circBase down 0.023874165 1.522513
hsa_circRNA_407081 25070500 down 0.031216789 1.4299775
hsa_circRNA_404336 25242744 down 0.014559995 1.3917289
hsa circRNA 029409  hsa_circ 0029409 circBase down 0.043008286 1.3202556
hsa circRNA 047478  hsa circ 0047478  circBase down 0.04849399 1.3152305
hsa_circRNA_ 402353 25242744 down 0.044108607 1.3122114
hsa_circRNA_404689 25070500 down 0.013101564 1.3101354
hsa_circRNA_086760  hsa_circ_0086760  circBase down 0.040914429 1.2526927
hsa_circRNA 071095  hsa circ 0071095  circBase down 0.030447615 1.252526
hsa_circRNA 404517 25070500 down 0.015667077 1.2375248

Notes: "up” and "down" indicate the upregulated and downregulated circRNAs.









o 0013 sads o e o e i
b T st s
[ Coumn Ontls sads o h oo o GOID s

[coumarop -

ot o s o et o DE e it it the i GOID

o Lt Tow s for o ot b
o o ok s ek s o ot
o b

e e e e o

o Gone. R

ot pon T

b i o o eovry i f e GOID, g B & Hochbors199) el
o -WM S e Seut vt o b GOID. o ey

o GENES s o D s st o GOID

———

e e i it e e S W R
L 1 — — — T
Tt T 7 —r e T — T
T B £ oS T — T
T T 7 T S
e e i —
R T T L —
m_m_l— e —
o — T —y
T T i e e e — —
e T
—— T T 1 e e e e e

e




Supplementary Table 6 KEGG pathway analysis of the target mRNAs

Column "PathwayID" stands for Pathway identifiers used in KEGG.
‘olumn "Definition" stands for the definition of the PathwayID

tands for The map's

olumn
Column "p-value”
"Fisher-Palue" stands for the enrichment p-value of the PathwaylD used Fisher’s exact test

#Column "SelectionCounts” stands for the Count of the DE genes' entities directly associated with the listed PathwayID
Column "SelectionSize" stands for the total number of the DE genes' entities

‘olurmn "Count" stands for the count of the chosen background population genes' entites associated with the listed PathwayID.
Column "Size" stands for the total number of chosen background population genes' entities
[Column "FDR" stands for the false discovery rate of the PathwayID

‘olumn "Enrichment_Score" stands for the Enrichment Score value of the PathwayID, it equals log10(Pvalue)”

‘olumn "GeneRatio" stands for the Gene Ratio value of the PathwayID, it equals "SelectionCounts/SelectionSize”
Column "GENES" stands for the DE genes associated with the PathwayID

with red frame and red symbol are associated with the DE genes, green nodes have no significance

5100600 29+56848 | 0.000278937 4 s 4 7906 009316483 |3.554494 0074074 [ENPP7/GALISTI/GBA/SPHK2
nsa00565 Eiher lipid metsbolism - 137049 0003950351 3 st 4 7006 0602 [2a03367 005555 GALISTL/IMID?-PLAZGA PLAZGHE
a04370 0007477056 3 s 59 7906 083255 [2126209 005555 IMIDY-PLAXGHB/PLAXGAR/SPHK2
[nsa00592 Jpha-Linolenic cid metabolism - o 001242363 2 ) 25 7006 9615717190575 0037037 IMIDT-PLAXGIB/PLAXGE |
nsa00591 Linoleic acid metabolism - 9 001652159 2 st 2 7906 09645717 (1781896 0037037 IMIDY-PLAXGHB/PLAXGSE |
hsa0217 Necroptosis - Ho 3704927005 _]0.0242979 4 st 162 7006 09615717 1614431 007074 ST HBIPLAXGABIUSP2 1
sa0s66 Fe gamma R-medisted 002538077 3 s o 7906 09645717 [1.595495 0055556 IMIDY-PLAXGHB/PLAXGAR/SPHK2
[nsa04960 bsorpton - Hos 00218174 2 st 37 7006 os6isTr 150002 0037037 I
nsa00513 Various types of N-glycan biosynthesis - 002887939 2 ) 39 7906 09645717 [1.530412 0037037 MANIBI/RPNE I
[nsa0so16 001223288 n ) 193 7906 1 1378349 007074

nsa04913 9 004389962 2 ) m 7906 I 1357539 0037037 IMIDY-PLAXGHB/PLAXGE |
1201200 Carbon metabolism - o3 00154197 3 st 17 7006 1 1342756 005555 GPLIOGDHL/SDS I
200510 N-Gilycan biosynthesis 004553266 2 ) 50 1906 | 1341677 0037037 MANIBI/RPNI }



http://www.genome.jp/kegg-bin/show_pathway?hsa00600+339221+9514+2629+56848
http://www.genome.jp/kegg-bin/show_pathway?hsa00565+9514+8681+100137049
http://www.genome.jp/kegg-bin/show_pathway?hsa04370+8681+100137049+56848
http://www.genome.jp/kegg-bin/show_pathway?hsa00592+8681+100137049
http://www.genome.jp/kegg-bin/show_pathway?hsa00591+8681+100137049
http://www.genome.jp/kegg-bin/show_pathway?hsa04217+8335+8681+100137049+27005
http://www.genome.jp/kegg-bin/show_pathway?hsa04666+8681+100137049+56848
http://www.genome.jp/kegg-bin/show_pathway?hsa04960+53828+3291
http://www.genome.jp/kegg-bin/show_pathway?hsa00513+11253+6184
http://www.genome.jp/kegg-bin/show_pathway?hsa05016+1537+1639+5435+6875
http://www.genome.jp/kegg-bin/show_pathway?hsa04913+8681+100137049
http://www.genome.jp/kegg-bin/show_pathway?hsa01200+2821+55753+10993
http://www.genome.jp/kegg-bin/show_pathway?hsa00510+11253+6184
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