Figure S1. Flow chart of the screening of candidate circRNAs.
AF, atrial fibrillation; circRNA /circ, circular RNA; FDR, false
discovery rate.
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Figure S2. Diagram of dual-luciferase reporter gene experiment vector sequence of mmu_circ_0010297-WT and mmu_
circ_0010297-MUT. circ, circular RNA; miR, microRNA; MUT, mutant; WT, wild-type.
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Figure S3. Sequence alignment of hsa_circ_0000118 and mmu_circ_0010297. The query is the sequence of hsa_circ_0000118
and the Sbjct is the sequence of mmu_circ_0010297. circ, circular RNA; NW, Needleman-Wunsch; Sbjct, subject.

mmu_circ_0010297
Sequence ID: Query_57029 Length: 553 Number of Matches: 1
Range 1:1to 553

NW score Identities Gaps Strand Frame
750 484/554 (87%) 2/554 (0%) Plus/Plus

Query 1 GGAAGAGGAAGAACGTCTGAGAAATAAAATTCGAGCTGATC&TGAGAAGGCCTTGGAAGA 60

Sbjct 1 GGAAG!AGAAG\GCGTCTGAGAAATAAG\TTAGAGCTGACC%TGAGAAAGCCCTGGAAGA 60

Query 61 AGCAAAAGAAAAATTAAGAAAGTC\AGAGAGG\AATTCG&GCAGAA?TTCAGA?&?&G&A 120
Sbjct 61  AGCAAAAGAAAAATTAAGAAAGTCAAGAGAGGAAATCCGTGCAGAAATTCAGACAGAGAA 120
Query 121 AAATAAGGTRGTCCA%G\AATG\AGATAAAAG%G&AC\AGCCACTGCCACC%GTCCCTAT 180
Sbjct 121 AAACAAAGTAGCCCAAGCAATG\AGACAAAAG%G%CCAGGGTACTGCCGCCTGTCCCTGT 180
Query 181 TCCCAACCTTGTAGG%ATACGTGGTGGAGACCCAGAAGATAATGACAT &AGAG&G\AAA 239
Sbjct 181 CCCAC\ACGTGTAGGGGTCAGTGGTGGGGATCCAGAAGACATGGAGATC\AGA AG&AAA 239
Query 240 GGGAAAAAATTAAAG\G\TG\TGAAACATGCTTGGGATA\CTATAGGACATATGGGTGGG 299
Sbjet 240 GAGAC\AAATTAAAG\G\TC\TGAAACATGCCTGGGATAATTACAGAAC\TACGGATGGG 299
Query 300 GACATAATGAACTCAGACCTATTGCAAGGAAAGG\CACTCCCCTAACATATTTGGAAGTT 359
Sbjct 300 GACATAATG\ACTAAGGCCTATTGCAAGGAAAGGCCATTCC%CTAAC%T&TTCGGAAGCT 359
Query 360 CACAAATGGGTGCTACCATAGTAGATGCTTTGGATACCCTTTATATCATGGGACTTCATG 419
Sbjct 360 CACAGATGGGTGCCACC\TAGTGG\TGCTTTGGATA&CCTTTATATCA%GGGGéTTCATG 419
Query 420 ATG%ATTCCTAGATGGGCAAAGATGGATTGA*GACA?CCTTGATTT?A?T?TG?ATTCAG 479
Sbjct 420 ATGAATTCATGGATGGGCAAAGATGGATTGAAGAAAACCTTGATTTCAGTGTGAATTCAG 479
Query 480 AGGTGTCTGTGTTTG\AGTCAACATTCG\TTTATTGGAGGCCTACTTGCAGCATATTACC 539
Sbjet 480 AAGTGTCTGTCTTTGAAGTTAACATTCGCTTTATTGGAGGGCTCCTCGCTGCATATTACC 539
Query 540 TAT?AGGAGAGGAG 533

Sbjct 540 TGTCAGGAGAGGAA 553



Figure S4. MANI1A2 expression was determined by RT-qPCR
when mmu_circular RNA_0010297 was knocked down using
si3 or si5 (one-way ANOVA and the Sidak method). MAN1A2,
mannosidase a class 1A member 2; NC, negative control;
si, small interfering RNA, RT-qPCR, reverse transcription-
quantitative polymerase chain reaction.
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Figure S5. Transfection efficiency of miR-34a-5p mimics in
mouse cardiac fibroblasts. miR, microRNA; NC, negative
control.
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