SUPPLEMENTARY TABLES

Supplementary Table 1. Characteristics of the top 10 up- and downregulated circular (circ)RNAs.

GircRNA Alias CircRNA log, fold P.val FDR Chrom  Stra Start End Host Re_gulat
type change ue osome nd Gene ion

hsa_circRNA_0 hsa_circ_005 . 0.000 0.1 362454 362479

50649 0649 exonic 2.50 5 0 chr19 69 30 HSPB6 up

hsa_circRNA_4 hsa_circ_011 . . 0.002 0.1 135325 135812

06083 4695 intronic 243 1 5 chr20 33 64 TASP1 up

hsa_circRNA_1 hsa_circ_000 . 0.005 0.1 964851 964894

01287 8074 exonic 2.32 3 6 chrl3 - 80 56 UGGT2 up

hsa_circRNA_1 hsa_circ_000 exonic 232 0.002 0.1 chri6 ) 119403 119407  RSL1D u

01707 0673 ' 1 2 57 00 1 P

hsa_circRNA_1 hsa_circ_000 exonic 293 0.000 0.1 chrl6 + 196274 196634  Cl6orf6 u

01744 5699 ' 3 0 35 12 2 P

hsa_circRNA_0 hsa_circ_005 . 0.000 0.1 362454 362467

50648 0648 exonic 222 3 0 chr19 - 69 95 HSPB6 up

hsa_circRNA_0 hsa_circ_002 exonic 220 0.004 0.1 chri2 + 662217 662323 HMGA u

27446 7446 : 9 5 80 49 2 P

hsa_circRNA_0 hsa_circ_002 . 0.029 0.2 108658 108683

25460 5460 exonic 2.18 0 8 chrl2 09 82 YBX3 up

hsa_circRNA_0 hsa_circ_000 . . 0.006 0.1 737751 737752

92426 0803 intronic 2.16 1 6 chrl7 - 50 65 H3F3B up

hsa_circRNA_4 hsa_circ_009 exonic 215 0.002 0.1 chri2 + 730156 730365 CLSTN u

04959 9201 ' 4 3 7 9 3 P

hsa_circRNA_0 hsa_circ_003 . 0.009 0.1 240467 240468

38651 8651 exonic 3.13 5 9 chrlé + 39 68 PRKCB down

hsa_circRNA_0 hsa_circ_000 . 0.006 0.1 366881 366894

01226 1226 antisense 242 5 6 chr22 + 87 61 MYH9 down

hsa_circRNA_0 hsa_circ_001 . 0.002 0.1 210970 211192

16346 6346 exonic 2.27 1 5 chrl 849 598 KCNH1 down

hsa_circRNA_1 hsa_circ_000 exonic 220 0.048 0.3 chr2 ) 406556 406574  SLC8A down

02700 0994 ' 7 4 12 44 1

hsa_circRNA_0 hsa_circ_000 exonic 219 0.045 0.3 chr2 i 406556 406574  SLC8A down

05232 5232 ' 7 4 12 41 1

hsa_circRNA_0 hsa_circ_001 . 0.004 0.1 221511 221999

10553 0553 exonic 2.00 8 5 chrl 9 17 HSPG2 down

hsa_circRNA_4  hsa_circ_009 sense 179 0020 0.2 chrl2 ) 294927 294941  ERGIC down

04987 8305 overlapping ' 1 6 83 51 2

hsa_circRNA_0 hsa_circ_000 . 0.001 0.1 728615 728848

01714 1714 exonic 153 3 1 chr7 - 93 13 BAZ1B down

hsa_circRNA_4  hsa_circ_013 . 0.018 0.2 982310 982322

07202 9402 exonic 143 3 5 chr9 32 13 PTCH1 down

hsa_circRNA_1 hsa_circ_006 . 0.002 0.1 514542 514563

03384 5893 exonic 1.34 6 3 chr3 - 20 30 VPRBP down
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Supplementary Table 2. Primers of real-time quantitative polymerase chain reaction.

Gene

Primer (5'—3’)

B-actin

hsa_circ_0000673

hsa_circ_0008274

hsa_circ_0060144

has_circ_0072088

hsa_circ_0139402

hsa_circ_0001714

F:5GTGGCCGAGGACTTTGATTG3’
R:5’CCTGTAACAACGCATCTCATATT3’

F:5’TCTGTAAACCTTCTGTCCAAGA3’
R:5’TTTATATTCCTTCTTTAGAGTTTGG3’
F:5>CTGCCAGAATTGTCCCAGAA3’

R:5>CCACAGCCAGTCTTGAGGAA3’
F:5>TGTGGAATTACAAGAGATTTCGAZ’
R:S’TTTGTCATTTTCAGTCATCAACG3’
F:5GGCTTGCGGTATCCACTGTCT3’
R:5>TCCTCATGGCTGCAATTTTCC3’
F:5>GCACTATGCTCCTTTCCTCTTG3’
R:5’CTGACGCAGGGGCTTGTA3’
F:5>GATTATGAGGTGGCTGGTTTGC3’
R:5’GCTGCTTTGTGCTTCCGTATTC3’

F: forward primer, R: reverse primer.
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http://www.circbase.org/cgi-bin/singlerecord.cgi?id=hsa_circ_0139402

