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Supplementary table 1 miRNAs primers sequence information

ClE7E s (5°-37)
Primer name Primer sequence (5°-3’)
F: AGAGAAGATTAGCATGGCCCCTG
R: ATCCAGTGCAGGGTCCGAGG
u6
RT: GTCGTATCCAGTGCAGGGTCCGAGGTATTCGCACTGGATACGACAAAATA
B R: GTGCAGGGTCCGAGGT
F: CGGGGCCGTAGCACTGT
miR-128-1
RT: GTCGTATCCAGTGCAGGGTCCGAGGTATTCGCACTGGATACGATCTCAG
F: TCAGTGCACTACAGAA
miR-148a
RT: GTCGTATCCAGTGCAGGGTCCGAGGTATTCGCACTGGATACGA ACAAAG
F: GAAGTTCTGTTATACACT
miR-148b
RT: GTCGTATCCAGTGCAGGGTCCGAGGTATTCGCACTGGATACGA AGCCTG
F: TACCACAGGGTAGAA
miR-140
RT: GTCGTATCCAGTGCAGGGTCCGAGGTATTCGCACTGGATACGACCGTGG
F: CGGGGTTTTGAGGGCG
miR-193b
RT: GTCGTATCCAGTGCAGGGTCCGAGGTATTCGCACTGGATACGAT CATC
F: CAGTGCAATGATGAAA
miR-130b
RT: GTCGTATCCAGTGCAGGGTCCGAGGTATTCGCACTGGATACGAATGCCC
F: CAGTGCAATGGTATT
miR-301b

RT: GTCGTATCCAGTGCAGGGTCCGAGGTATTCGCACTGGATACGAT TTGAC

MiZ 2 RT-gPCR 314551

Supplementary table 2 RT-gPCR primers sequence information

ClEvER i SIS (5°-3%)

Primer name Primer sequence (5°-3°)

F: GGATGCTCGTGCCAGTG

SCD-1

R: ACTCAGTGCCAGGTTAGAAG

F: TTGTGGAGCTCAAAGACCTG
SREBF1

R: TGCAAGAAGCGGATGTAGTC

F: GGCTGTTTCGTTGTCTTTTCATG
PPARy

R: ACTCAATCACTCCCTGGTCTTCAG

F: TGTCAGGCTAAGAGTTAGTGAGCA
FOXO01

R: GGGTGAAGGGCATCTTTG

F: ATTGGGTTGATTCCAAACTCC
LDLR

R: ATTCACATCTGAACCCGTGAG
FASN F: CGGAAACTTCAGGAAATGTCC




R: TCAGAGACGTGTCACTCCTGG

F: GCATGCCATGGGCAAGTAC
SREBP1C
R: CCACATAGATCTCTGCCAGTGTTG

Mz 3 /ERMAsKF
Supplementary table 3 The blood lipid-related components in mice
B{I: mg/dL

5 AL S H=mEa s e R IR A 1 O % P i 2 DR e
Group Total cholesterol Triglyceride High density lipoprotein Low density lipoprotein
content content cholesterol content cholesterol content
EXMA  140.17421.14° 52.5742.10° 196.2448.11° 21.0947.15
AL 262.16+16.34° 58.4513.53° 124.07+14.18° 49.7746.22°
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Supplementary table 4 miR-148a-3p sequences of different species
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MIMAT0000243
MIMAT00008041
MIMAT0006208
MIMAT0024141
MIMATO0000516
MIMAT0035725
MIMAT0003522
MIMAT0006622
MIMAT0035977
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mmu-miR-148a-3p

dataset: 1
Target: WK 010700, 3:2791-4549

length: 1759
MiRWA: mmu-wiR-148a-3p
length: 22

mfe: -22,9 keal/mol
p-value: undefined

Position: 847
target 5° U TUCCU GCA  ACCC AT
AC AcGUU CIG UGGUGCAUTGG
G UUCAL  GAC AUCACGUGACU

miRNA 3’ U 5

A: TargetScan HIBEESE S FHUMLER; B: RNAhybrid HiBE ST R
A: Target prediction results by TargetScan database. B: Target prediction results by RNAhybrid database
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Supplementary fig. 1 Prediction of target genes for miR-148a-3p



