
Supplementary Table 3:  The 8 m6A site abundance hypomethylated m6A cluster between NPRA-/- vs NPRA+/+.

Trans ID Fold change P value Peak Sequence
Gene 
Symbol

m6A motif Sequence

NM_0012

94279
0.402086081 0.001293019

1..4251 

gcgcctcccagcatcccctcacccaaacactccttccttgcctatcttggACTAAGAGAAAGAGCAGGGACTGT

CTGAGGACAGCCGCGTTCTGTACCAAAAACCAAGAGACAGAGACAGGAACAGA

CAAAAACCCACAAAACTTAAAACACAACCCCAGCAGGTGTATGTTGCTGCAAAA

CCTTCAGACCCCAGGGGTCTGGAccatgtgtactgtatatctttagtaaggaatagagaattggctctgtatg 

4506..7609

Zfp827 GGACA

NM_0013

55499
0.57499309 0.04486493

1..1171 

gattcctcgatccttatacaccacaacggaggcatcccagccaacaaaaaACTGTCCACAACGTTGCCAGAGA

TAGAATATCGAGAAAAAGGGAAAGAGAAGGACAAGGATGCCAAGAAACACAA

CCTTGGAATAAATAACAACAACATTCTACAACCTGTAGACTCTAAGATACAAGA

GATTGAGTATATGGAAAACCATATCAATAGTAAAAGATTAAACAATGATCTTGT

GGGAAGTACAGAAAATCTCTTAAAAGAGGActcatgcactgcttcctcaaaaaattacaaaaatgccagt

ggagttgtga 1485..4092

Maco1
GGACA;AAACA;TAACA;

GGACA;AAACA;TAACA

NM_0013

57952
0.514332853 0.038567165

1..2865 

gcagcaagatggggacaacggagacagcagcaaaagcactgagacaagtgACTTTGAAAATATTGAATCCC

CTCTCAATGAGAGGGGCTCTTCCACCTCTGTGGATAATCGAGAACTTGAACAGC

ACATTCAGACTTCTGACCCAGAAAACTTTCAGTCTGAGGAACGCTCGGACTCAG

ATGTGAATAATGACCGGAGTACAAGTTCGGTAGACAGTGATATTCTTAGCTCCA

GTCACAGCAGTGACACTTTGTGCAATGCAGACAGCGCTCAGATTCCTCTGGCCA

ATGGACTTGACTCTCACAGTATCACAAGTAGTAGAAGAACTAAAGCAAACGAGG

GGAAAAAGGAGACCTGGGACACAGCTGAAGAAGACTCTGGGActgacagtgaatatgacg

agagtggcaagagcaggggggacatgcagtac 3299..5600

Usp47 GGACA
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NM_0013

60003
0.536567779 0.016043736

1..3637 

tccagacttctgtttgaaatgtcgggtatcaaagtagaaaggaaaaagagagACAGAAAAAGATCTCAGAAGAA

AAAAAAATAAGTCTTTGGGACCCGAAGAAATCACCCAGGTTCAGAGCGGACTGC

TAATAATAATGTGTGTATTGATCGAGGAAAAAGTGCGGAGGGGGGAGGGGCGG

TGTGAAAAATGGCAGAAGGACCAGAGCCTTGCAAGCCACAGActttgccactttactctgctt

aagttctctggtcttgagtacgtggcatt 3911..4168

Ppp2r2c AGACA

NM_0073

96
0.620338065 0.014993512

1..2126 

cattactacagaggacattgtaacagtggtcacaatggtgacaaatgttgACTTTCCTCCCAAAGAATCTAGTC

TATGATGGTGGCACCGTCTGTACACACTGAGGACTGGGACTCTGAACTGGAGCT

GCTAAGCTAAGGAAAGTGCTTAGTTGATTTTCTGTGTGAAATGAGTAGGATGCCT

CCAGGACATGTACGCAAGCAGCCCCTTGTGGAAAGCATGGATCTGGGAGATGGA

TCTGGGAAACTTACTGCATCGTCTGCAGCACAGATATGAAGAGGAGTCTAAGGG

AAAAGCTGCAAACTGTAAAGAActtctgaaaatgtactcgaagaatgtggccctctccaaatcaaggatctt 

2490..5681

Acvr2a GGACA

NM_0137

20
0.542535064 0.016826099

1..6591 

tctaactcacaggcagaggccaagaaggattgtgaagattctctggggaaggACAGTCTTAGAGAGAGATGGA

GAAAACACCTAAAGGGCCCCTTAACTCAGAAGTACATTGGAATTTCACAGAACT

TTAACAAAGAGGCAAACGTTCAGTTCTTTACAGAAATGAAGCCATGTCAAGAAA

ATTCTGAACAGGATATCTCTGAATTACTTGGAAAAAGTGGAActattgagagtggtggagttc

taaaaactgaggatggttcttggagtggc 6865..13931

Mga GGACA

NM_1770

77
0.463373718 0.002624413

1..4124 

gaatacacaaaacttactagccagcagagagcccaggcctgtggaagagaagACAAGGAGATCTCTCGAAGCC

CTCAGTCTGTGACCAGTGAGAAGTGACTCCACAAACCTGACTGACTGAGAAGGA

AGGAAAGGCCCTTTCTTCACCAGGGCTTGTCAGCCTTCAGTGTAGAGAGTGGGC

TGTCACAACATTTGTCCTTTGGGGAcacttttaatcactccatcttgctgcctgtctagttgccacctctgtccc 

4381..5440

Exoc6b AGACA



NR_1564

45
0.321254734 0.000264501

1..530 

aaccatcaagaaccaaccaccaactgaagaaagaggcagtcgttttggaaagACATTAACTCTGAACACAGAC

TTTGTTTCATTAAGACAAGTTCCCTATAAATATGATTTATATGAAAAAACTTTGA

AGTACAATTCAGACTTACTTAGCAGTAGAAACTGTGTAAGAAAGAAAGGAGACG

GGTGTGGTGGATTTGGGGAACCACTTCTGTACCTGAAGCAAGAGAAACCCCACG

CTGGActggaatactcagaatataatggaaacggaagggctctcagccataagga 822..1981

Zfp1 AGACA;GAACA


