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Supplementary Table 1. Differential expression miRNAs between PC and AD6d

miRNA Sequence (5' to 3") ADG6d_readcount PC readcount log2FoldChange  pval padj Regulated
bta-miR-210 ACUGUGCGUGUGACAGCGGCUGA 961.3401 22.9834 4.798 3.15E-40 8.38E-38 up
bta-miR-451 AAACCGUUACCAUUACUGAGUUU 294.7757 28.5779 3.040 1.41E-18 1.88E-16 up
bta-miR-181a AACAUUCAACGCUGUCGGUGAGUU 15838.0904 1757.2860 2.868 1.06E-16 7.02E-15 up
bta-miR-378b ACUUGACUUGGAGUCAGAAGGC 113.1947 6.0468 3.498 6.60E-16 3.51E-14 up
bta-miR-27a-5p AGGGCUUAGCUGCUUGUGAGCA 258.2236 1590.5530 -2.425 5.40E-15 2.40E-13 down
bta-miR-222 AGCUACAUCUGGCUACUGGGU 1846.8565 7900.2479 -1.974 8.32E-13 3.16E-11 down
bta-miR-221 AGCUACAUUGUCUGCUGGGUUU 4601.2870  23089.2700 -2.158 1.44E-12 4.78E-11 down
bta-miR-218 UUGUGCUUGAUCUAACCAUGUG 259.4379 890.6486 -1.664 8.86E-09 2.62E-07 down
bta-miR-30a-5p UGUAAACAUCCUCGACUGGAAGCU 10760.6547 2789.7385 1.795 1.29E-08 3.43E-07 up
bta-miR-181b AACAUUCAUUGCUGUCGGUGGGUU 3947.4816 804.3246 2.051 1.45E-08 3.51E-07 up
bta-miR-29b UAGCACCAUUUGAAAUCAGUGUU 192.1425 37.1852 2.068 1.28E-07 2.83E-06 up
bta-miR-184 UGGACGGAGAACUGAUAAGGGU 580.1123 3890.1042 -2.230 1.09E-06 2.22E-05 down
bta-miR-2484 GAGCUAUGAUGACUUUGAUUGCAU 95.5910 16.2280 2.125 1.28E-06 2.43E-05 up
bta-miR-17-5p CAAAGUGCUUACAGUGCAGGUAGU 1426.1395 3913.7098 -1.366 1.55E-06 2.74E-05 down
bta-miR-101 UACAGUACUGUGAUAACUGAA 11408.2645 3591.5055 1.515 7.71E-06 1.21E-04 up
bta-miR-129-3p AAGCCCUUACCCCAAAAAGCAU 124.4540 32.2174 1.714 7.51E-06 1.21E-04 up
bta-miR-122 UGGAGUGUGACAAUGGUGUUUG 732.1834 152.8711 1.904 8.29E-06 1.23E-04 up
bta-miR-2344 GCACGAUGAUGGCGGAUCUGAGUU 64.8159 204.0588 -1.503 8.93E-06 1.25E-04 down
bta-miR-582 UUACAGUUGUUCAACCAGUUACU 39.9004 4.8253 2.256 9.74E-06 1.30E-04 up
bta-miR-145 GUCCAGUUUUCCCAGGAAUCCCU 35358.8084 9485.1062 1.667 1.46E-05 1.85E-04 up
bta-miR-1839 AAGGUAGAUAGAACAGGUCUUGUU 1693.4533 522.3004 1.526 1.61E-05 1.94E-04 up
bta-miR-1260b ~ AUCCCACCACUGCCACCA 34.3896 119.5536 -1.586 2.59E-05 2.99E-04  down
bta-miR-23a AUCACAUUGCCAGGGAUUUCCA 4365.0607  12387.0881 -1.372 3.79E-05 4.20E-04 down
bta-miR-15b UAGCAGCACAUCAUGGUUUACA 165.4260 472.5806 -1.370 7.21E-05 7.67E-04 down
bta-miR-378 ACUGGACUUGGAGUCAGAAGGC 3275.5241 9318.5380 -1.361 9.71E-05 9.93E-04 down
bta-miR-30e-5p UGUAAACAUCCUUGACUGGAAGCU 4124.7910 1326.0284 1.450 1.09E-04 1.07E-03 up
bta-miR-1 UGGAAUGUAAAGAAGUAUGUAU 568.7828 1410.3885 -1.200 2.41E-04 2.29E-03 down
bta-miR-132 UAACAGUCUACAGCCAUGGUCG 184.3550 31.2416 1.883 2.65E-04 2.37E-03 up
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Supplementary Table 2. Sequences of Primers

RT primers and specify primers for miRNAs stem-loop qRT-PCR

Name Primer sequence(5°-3”)

U6 Forward Primer GCTTCGGCAGCACATATACTAAAAT

U6 RT & Reverse Primer CGCTTCACGAATTTGCGTGTCAT

miR-23a RT Primer CTCAACTGGTGTCGTGGAGTCGGCAATTCAGTTGAGTGGAAATC
miR-23a Forward Primer CCGAGTCAG-ATCACATTGCCAGG

miR-181a RT Primer CTCAACTGGTGTCGTGGAGTCGGCAATTCAGTTGAGAACTCACC

miR-181a Forward Primer CGAGTCAGAACATTCAACGCTGTC
Universal Reverse Primer CTCAACTGGTGTCGTGGAGTCG

Primers for mRNA qPCR

Name Primer sequence(5°-3”)

PPARy Forward TGGAGACCGCCCAGGTTTGC

PPARYy Reverse AGCTGGGAGGACTCGGGGTG

C/EBPo Forward TGCGCAAGAGCCGGGACAAG

C/EBPa Reverse AGCTGGGAGGACTCGGGGTG

FABP4 Forward GGATGATAAGATGGTGCTGGA

FABP4 Reverse ATCCCTTGGCTTATGCTCTCT

Zfp423 Forward GGATTCCTCCGTGACAGCA

Zfp423 Reverse TCGTCCTCATTCCTCTCCTCT

18S Forward GTAACCCGTTGAACCCCATT

18S Reverse CCATCCAATCGGTAGTAGCG

Primers for plasmids construction and mutagenesis

Name Primer sequence(5°-3”)

Zfp423-Xhol ACTCTCGAGTAGAGAAACCCGCTTTTGGA
Z{p423-Notl ATAGCGGCCGCCTGCAGTCAGATTAAGTCACA
Zfp423-mut Forward GGATGGTCTGCTTTTACTTAATCTGACTGCAG

Z{p423-mut Rewerse CTGCAGTCAGATTAAGTAAAAGCAGACCATCC
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Supplementary Figure S1. Original immunoblotting data for Fig. 1. The blots of
target protein were indicated with arrows. The cropped blots, displayed in the Figure

1C, were shown in blue rectangle.
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Supplementary Figure S2. Original immunoblotting data for Fig. 5 and Fig. 6. The

blots of target protein ZNF423 and {-actin were indicated with arrows. The cropped

blots, displayed in the Fig. 5C and Fig.6C, were shown in blue rectangle. (M, mimics;

C, negative control; I, inhibitors)



	Supplementary information 0
	Supplementary Table 1
	Supplementary Table 2
	Supplementary Figures

