Supplemental Table 2. Aligning sequences for three way alignments of full Orbld prediction set. The
aligning miR, mRNA, and TE sequences corresponding to each Orbld predicted target are provided in
FASTA format. The TE sequence orientations have been verified for alignment, and mRNA sequences

2% jdentifiers except for RF numbers

reverse complemented. All repeat annotations refer to RepBase
(e.g. “RFO0026 U6” or “RF00100 75K”) which refer to RFAM5***. ClustalW alignments can be obtained

at: http://www.genome.jp/tools/clustalw/ .

3pUTR Aligning Sequences

>hsamirl6l 3p
CCAGTATTAACTGTGCTGCTGA
>AAYZ01253455.1_1930x1824_RF00026_U6
AATTATCTCCAGTATTAACTGTGCTGCTGAA
>CASC1
AATTCTCTACCAGCAACAACTGTGCTGCTGAA

>hsamiR548g 5p
TGCAAAAGTAATTGCAGTTTTTG
>MADE1
TGCAAAAGTAATTGCAGTTTTT
>C8orf42
TGCAAAAGTAATTGCTGTTTTT

>hsamiR548x_5p
TGCAAAAGTAATTGCAGTTTTTG
>MADE1
TGCAAAAGTAATTGCAGTTTTT
>C8orf42
TGCAAAAGTAATTGCTGTTTTT

>hsamiR1277_3p
TACGTAGATATATATGTATTTT
>EnSpm-8_HM
TATACGTAGATATATATGTATTTTT
>BCORL1
TATATGTATATATATATGTATTTTT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
TATACGTAGATATATATGTATTTTT
>BCORL1



TATATGTATATATATATGTATTTIT

>hsamiR1277_3p
TACGTAGATATATATGTATTTT
>EnSpm-8_HM
TAGATATATATGTATTTTT
>WWP1
TAGATATATATGTATTTTT

>hsamiR548s
ATGGCCAAAACTGCAGTTATTTT
>MADE1
AAAACTGCAGTTATTTTT

>HPS5

AAAACTGCAGTAATTTTT

>hsamir7_5p
TGGAAGACTAGTGATTTTGTTGT
>L2_1b_Cis_CR1_Ciona_savignyi
GTGATTTTGTTGTTTT

>METTL16

GTGATTTTGTTGTTTT

>hsamir376b

ATCATAGAGGAAAATCCATGTT

>CER15_| _CE_LTR_Retrotransposon_Caenorhabditis_elegans
GAAAATCCATGTTTT

>C60rf130

GAAAATCCATGTTTT

>hsamiR548d_5p
AAAAGTAATTGTGGTTTTTGCC

>MADE1
TATTAGGTTGGTGCAAAAGTAATTGTGGTTTT
>ALG10B
TATTAGGTTGGTACAAAAGTAATTGTGGTTTT

>hsamiR548d_5p
AAAAGTAATTGTGGTTTTTGCC

>MADE1
TATTAGGTTGGTGCAAAAGTAATTGTGGTTTT
>ALG10
TATTAGGTTGGTAAAAAAGTAATTGTGGTTTT



>hsamiR548d_5p
AAAAGTAATTGTGGTTTTTGCC

>MADE1
TTAGGTTGGTGCAAAAGTAATTGTGGTTTT
>CD38
TTAGGTTGGTTCAAAAATAATTGTGGTTTT

>hsamiR548d_5p
AAAAGTAATTGTGGTTTTTGCC

>MADE1
TATTAGGTTGGTGCAAAAGTAATTGTGGTTTT
>CD38
TATTAGGTTGGTTCAAAAATAATTGTGGTTTT

>hsamiR548b_5p
AAAAGTAATTGTGGTTTTGGCC

>MADE1
TTAGGTTGGCGCAAAAGTAATTGTGGTTTT
>KATNAL1L
TTAGGCTGGTGCAAAAGTAATTGCGGTTTT

>hsamiR548b_5p
AAAAGTAATTGTGGTTTTGGCC
>MADE1
AGGTTGGCGCAAAAGTAATTGTGGTTTT
>ANKRD5
AGGTTGGAGCAAAAGTAATTGCGGTTTT

>hsamiR548w
AAAAGTAACTGCGGTTTTTGCCT
>MADE1
GGTTGGTGCAAAAGTAACTGCGGTTTT
>SETMAR
GGTTGGTGCAAAACTAACTGCGGTTTT

>hsamiR548d_3p
CAAAAACCACAGTTTCTTTTGC
>MADE1
TAATGGCAAAAACCACAGTTTCTTTT
>NWD1
TAATGGCGAAAACCACAGTTACTTTT

>hsamiR1289
TGGAGTCCAGGAATCTGCATTTT
>MERSA

AGGAATCTGCATTTT

>F2RL1

AGGAATCTGCATTTT



>hsamiR1289
TGGAGTCCAGGAATCTGCATTTT
>MERS5A
TGGAGTCCAGGAATCTGCATTTT
>NIPAL3
TGGGGTGCAGGAATCTGCATTTT

>hsamiR1289

TGGAGTCCAGGAATCTGCATTTT

>MERSA
GGTCCTAGTTAAAAAGGCACATTCCTAGACCCTGCCTCAGAACTACTGAACAGAGTCACTGGGTGTGGAGTCCAG
GAATCTGCATTTT

>NIPAL3
GGTACCAGTTAAGAATGCAGACCCGTGGGCCCCACTCCAGTCCCACTTAACAGTGTCTGCAGTTGGGGTGCAGGA

ATCTGCATTTT

>hsamiR548g _5p
TGCAAAAGTAATTGCAGTTTTTG
>MADE1
GTGCAAAAGTAATTGCAGTTT
>PGM3
GTGCAAAAGTAATTGCTGTTT

>hsamiR548x_5p
TGCAAAAGTAATTGCAGTTTTTG
>MADE1
GTGCAAAAGTAATTGCAGTTT
>PGM3
GTGCAAAAGTAATTGCTGTTT

>hsamir302f
TAATTGCTTCCATGTTT
>THER1_SINE_Mammalia
CACTTAATTGCTTCCATGTTT
>RAB8B
CACTTCATTGCTTCCATGTTT

>hsamir376b

ATCATAGAGGAAAATCCATGTT

>CER15_| _CE_LTR_Retrotransposon_Caenorhabditis_elegans
AGAGGAAAATCCATGTTT

>CCRL2

AGATGAAAATCCATGTTT

>hsamiR376a_3p

ATCATAGAGGAAAATCCACGT

>CER15_| _CE_LTR_Retrotransposon_Caenorhabditis_elegans
GGAAAATCCACGTTT



>MBTPS2
GGAAAATCCACGTTT

>hsamiR570_3p
CGAAAACAGCAATTACCTTTGC
>MADE1
GAAAACAGCAATTACCTTT
>BHLHB9
GAAAAAAGCAATTACCTTT

>hsamiR548x_3p
TAAAAACTGCAATTACTTTC
>MADE1
AAAAACTGCAATTACTTT
>SUMF1
AAAAACTGCAATTACTTT

>hsamiR548h_5p

AAAAGTAATCGCGGTTTTTGTC

>MADE1
TATTAGGTTGGTGCAAAAGTAATCGCGGTTTTTGTCATTACTTT
>MTMR6
TATTAGGTTGGTGCAAAAGTAATTGCGGTTTTTGTCATCACTTT

>hsamiR548q

GCTGGTGCAAAAGTAATGGCGG

>MADE1
TATTAGGCTGGTGCAAAAGTAATGGCGGTTTTTGCCATTACTTT
>MTMR6
TATTAGGTTGGTGCAAAAGTAATTGCGGTTTTTGTCATCACTTT

>hsamir376b

ATCATAGAGGAAAATCCATGTT

>CER15_| _CE_LTR_Retrotransposon_Caenorhabditis_elegans
AATCATAGAGGAAAATCCATGTT

>BCAT1

AATCATTGAGGAAAATCCCATGTT

>hsamiR582_5p
TTACAGTTGTTCAACCAGTTACT
>3
ATTACAGTTGTTCAACCAGTT
>PLEKHA1
ATTACAGTGTTCAACCAGTT

>hsamir302b_5p
ACTTTAACATGGAAGTGCTTTC
>THER1_SINE_Mammalia



CTTTAACATGGAAGTGCTT
>MAP3K8
CTTTAACATGGAAGTACTT

>hsamir302b_5p
ACTTTAACATGGAAGTGCTTTC
>THER1_SINE_Mammalia
CAACTTTAACATGGAAGTGCTT
>MAP3K8
CATCTTTAACATGGAAGTACTT

>hsamiR548g 3p
AAAACTGTAATTACTTTTGTAC
>MADE1
TAATTACTTTTGTACCAACATAATACTT
>MC2R
TAATTACTTTTGTACCTACCTAATACTT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCAGGGAGAG
TCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGTGTCAATAT
GGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATACAATATTTG
AGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGCAATCAAGG
AGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAAGAGAGGGG
TTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCAGGGAG
AGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGTGTCAA
TATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATACAATAT
TTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGCAATCA
AGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAAGAGAG
GGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AR



GTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCAGGGA
GAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGTGTCA
ATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATACAATA
TTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGCAATC
AAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAAGAGA
GGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCAGG

GAGAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGTGT
CAATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATACAA
TATTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGCAA
TCAAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAAGA
GAGGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCA

GGGAGAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGT
GTCAATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATAC
AATATTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGC
AATCAAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAA
GAGAGGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGT
CAGGGAGAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTG
GTGTCAATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAAT
ACAATATTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGA
GCAATCAAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGA
AGAGAGGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT



>hAT-N53_DR

GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAA

GTCAGGGAGAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAAC
TGGTGTCAATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCA
ATACAATATTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGA
GAGCAATCAAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTT
GAAGAGAGGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGC
AAGTCAGGGAGAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAA
ACTGGTGTCAATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACAT
CAATACAATATTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGA
GAGAGCAATCAAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTG
TTTGAAGAGAGGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GAGTGTGTGTGTGTTGGGGGGGGAGAGAGAGAGAGAGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTT

AGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCAGGGAGAGTCCTTCTGACTCTCACATGTGTG
TTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGTGTCAATATGGAAGCTATGGAGCAGAGAGA
GAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATACAATATTTGAGTCTGGCTTGGGAGAAGAAT
GAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGCAATCAAGGAGTGTGGCTACAGTAAGGCTA
GATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAAGAGAGGGGTTGGCTGGCTTCTTCTCCTGGA
GAAGCAGAAATCTGGTCCTTGTTTACTGAACTT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
AGTGTGTGTGTATGTGTGTGTGTGTGAGAGAGAGAGAGAGTGTGTGTGTGTTGGGGGGGGAGAGAGAGAGAGA
GCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAG
GCAAGTCAGGGAGAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAG
AAACTGGTGTCAATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGAC
ATCAATACAATATTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTG



AGAGAGCAATCAAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGT
GTTTGAAGAGAGGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGAGAGAGAGAGAGAGTGTGTGTGTGTTGGGGGGGGAGAGAGAGAGAGAGCGTGTGTGTGT

GTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCAGGGA
GAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGTGTCA
ATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATACAATA
TTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGCAATC
AAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAAGAGA
GGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTT

>hsamiR548v
AGCTACAGTTACTTTTGCACCA
>MADE1
TTACTTTTGCACCAGCCTAATATT
>SUMF1
TTACTTTTGCACCAACCTAATATT

>hsamiR548f

AAAAACTGTAATTACTTTT

>MADE1
TTTAATGGCAAAAACTGTAATTACTTTTGCACCAACCTAATATT
>SUMF1
TTTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAATATT

>hsamiR376a_5p

GTAGATTCTCCTTCTATGAGTA

>CER15_| _CE_LTR_Retrotransposon_Caenorhabditis_elegans
TCTCCTTCTATGAGTACATTATTTATGATT

>GTPBP10

TCTCCTTCTATGAGTTCAACTTAAGATT

>hsamiR548d_5p

AAAAGTAATTGTGGTTTTTGCC

>MADE1
TTAGGTTGGTGCAAAAGTAATTGTGGTTTTTGCCATT
>NWD1
TTAGGTTGATGCAAAATTAATTGTGGTTTTTGCCATT

>hsamiR548h_5p
AAAAGTAATCGCGGTTTTTGTC
>MADE1



GGTGCAAAAGTAATCGCGGTTTTTGTCATT
>KATNAL1
GGTGCAAAAGTAATTGCGGTTTTTGCCATT

>hsamiR548h_5p

AAAAGTAATCGCGGTTTTTGTC

>MADE1
TTAGGTTGGTGCAAAAGTAATCGCGGTTTTTGTCATT
>KATNAL1L
TTAGGCTGGTGCAAAAGTAATTGCGGTTTTTGCCATT

>hsamiR548q

GCTGGTGCAAAAGTAATGGCGG

>MADE1
TTAGGCTGGTGCAAAAGTAATGGCGGTTTTTGCCATT
>KATNAL1
TTAGGCTGGTGCAAAAGTAATTGCGGTTTTTGCCATT

>hsamiR548d_5p
AAAAGTAATTGTGGTTTTTGCC

>MADE1
GTTGGTGCAAAAGTAATTGTGGTTTTTGCCATT
>DENND4C
GTTGGTACAAAAATAATTGCGGTTTTTGCCATT

>hsamiR421
ATCAACAGACATTAATTGGGCGC
>MIR2_Repetitive_sequence_Mammalia
TCATCAACAGACATT

>CLASP1

TCATCAACAGACATT

>hsamiR325
CCTAGTAGGTGTCCAGTAAGTGT
>LINE2_Non_LTR_retrotransposon_Eutheria
TAGGTGTCCAGTAAGTGTTTGT

>MLL

TAGGTGTCCAGTAAATTTTTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>PPP2R1B
TGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT



>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>ARHGEF9
TGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>ZEB1
TGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>CYLC2
TGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>CHST11
TGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>STXBP6
TGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>AMOTL1
TGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>|GF1
TGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p



TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>KATNAL1
TGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>STXBP6
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NMNAT2
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CYLC2
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL020996.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>RAB3IP
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NRXN1
GTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ZEB1
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CREB3L2
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>LDB3
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>DCAKD
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ARHGEF9
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CHST11
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>THRA
GTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>BTBD9
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>C150rf57
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>RALGAPB
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AMOTL1
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>PPP2R1B
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>PAX5
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AR
GTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NDUFB5
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>KATNAL1L
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>RPH3A
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>XRCC1
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>|GF1
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>FOXN3
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>MGRN1
GTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CHRDL1
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>CYLC2
TGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>STXBP6
TGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>CHST11
TGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>ZEB1
TGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>PPP2R1B
TGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>AMOTL1
TGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>ARHGEF9
TGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>KATNAL1L
TGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>|GF1
TGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>STXBP6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NMNAT2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CYLC2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CREB3L2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NRXN1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ZEB1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>DCAKD
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ARHGEF9
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CHST11
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>THRA
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>BTBD9
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL020996.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>LDB3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>C150rf57
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AMOTL1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>PPP2R1B
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
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GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>PAX5
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NDUFB5
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>RAB3IP
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>RALGAPB
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>KATNAL1L
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>|GF1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
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GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
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GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
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GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CHRDL1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>STXBP6
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>ARHGEF9
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
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TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
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TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
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TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>AMOTL1
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>ZEB1
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>KATNAL1L
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>|GF1
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>STXBP6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
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GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CYLC2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CREB3L2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NRXN1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ZEB1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>DCAKD
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ARHGEF9
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CHST11
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>BTBD9
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL020996.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>LDB3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>C150rf57
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>THRA
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AMOTL1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>PPP2R1B
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>PAX5
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AR
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>RAB3IP
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>RALGAPB
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>KATNAL1L
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>|GF1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
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GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CHRDL1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
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GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>STXBP6
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>ARHGEF9
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
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TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
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TGTGAGTGTGTGTGTGTGAGTGTGTGT
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TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
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TGTGAGTGTGTGTGTGTGAGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
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TGTGAGTGTGTGTGTGTGAGTGTGTGT
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TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
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TGTGAGTGTGTGTGTGTGAGTGTGTGT
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TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
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TGTGAGTGTGTGTGTGTGAGTGTGTGT
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TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
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TGTGAGTGTGTGTGTGTGAGTGTGTGT
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TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
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GTGTGAGTGTGTGTGTGTGAGTGTGTGT
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GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
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GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
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GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
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GTGTGAGTGTGTGTGTGTGAGTGTGTGT
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GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
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GTGTGAGTGTGTGTGTGTGAGTGTGTGT
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GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
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GTGTGAGTGTGTGTGTGTGAGTGTGTGT
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GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
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GTGTGAGTGTGTGTGTGTGAGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
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GTGTGAGTGTGTGTGTGTGAGTGTGTGT
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GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
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>AR
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GTGTGAGTGTGTGTGTGTGAGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
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TGTGAGTGTGTGTGTGTGAGTGTGTGT
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TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
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TGAGTGTGTGTGTGTGAGTGTGT
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>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>KATNAL1L
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>|GF1
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CYLC2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CREB3L2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>NRXN1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>ZEB1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>DCAKD
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>BTBD9
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>LDB3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>C150rf57
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>THRA
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AMOTL1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NMNAT2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL020996.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>PPP2R1B
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CHST11
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>PAX5
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>|GF1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>KATNAL1L
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>XRCC1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>FOXN3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>AMOTL1
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>PPP2R1B
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>CHST11
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>CYLC2
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>ZEB1
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>|GF1
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>KATNAL1L
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CYLC2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>NRXN1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>ZEB1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>DCAKD
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>BTBD9
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>LDB3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>C150rf57
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>NMNAT2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL020996.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>THRA
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>PPP2R1B
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>|GF1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>KATNAL1L
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>FOXN3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>ZEB1
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>CYLC2
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>PPP2R1B
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>|GF1
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>KATNAL1L
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CYLC2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>NRXN1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>DCAKD
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>BTBD9
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>C150rf57
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>NMNAT2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>ZEB1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AL020996.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>PPP2R1B
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>LDB3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>KATNAL1L
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>CYLC2
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>ZEB1
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>PPP2R1B
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CYLC2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>DCAKD
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>BTBD9
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>C150rf57
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>NMNAT2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>NRXN1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>PPP2R1B
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>KATNAL1L
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>LDB3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>CYLC2
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>PPP2R1B
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CYLC2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>DCAKD
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>C150rf57
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>NMNAT2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>NRXN1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>BTBD9
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>KATNAL1L
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>LDB3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>CYLC2
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CYLC2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>DCAKD
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>C150rf57
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>NMNAT2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>KATNAL1L
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>LDB3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>BTBD9
CGGGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>BTBD9
CGGGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>DCAKD
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>NRXN1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>LDB3
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>C150rf57
GGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>NMNAT2
GGGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>BTBD9
CGGGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>NRXN1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>DCAKD
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>LDB3
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>C150rf57
GGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>NMNAT2
GGGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>BTBD9
CGGGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>NRXN1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AL020996.1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>DCAKD
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>LDB3
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>C150rf57
GGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>NMNAT2
GGGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>BTBD9
CGGGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>LDB3
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>DCAKD
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>THRA
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AL020996.1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>NRXN1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>FOXN3
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>C150rf57
GGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>NMNAT2
GGGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

AGTGTGTGTGTGTGAGTGTGTGT

>KATNAL1L
AGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GAGTGTGTGTGTGTGAGTGTGTGT

>NMNAT2
GAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGAGTGTGTGTGTGTGAGTGTGTGT

>|GF1
GTGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>BTBD9
CGGGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CREB3L2
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>THRA
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL020996.1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>NRXN1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>LDB3
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>DCAKD
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>XRCC1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>FOXN3
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>C150rf57
GGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>NMNAT2
GGGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

AGTGTGTGTGTGTGAGTGTGTGT

>KATNAL1L
AGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GAGTGTGTGTGTGTGAGTGTGTGT

>NMNAT2
GAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGAGTGTGTGTGTGTGAGTGTGTGT

>|GF1
GTGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>BTBD9
CGGGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL020996.1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>NRXN1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>DCAKD
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>LDB3
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>THRA
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CREB3L2
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>XRCC1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>FOXN3
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>C150rf57
GGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NMNAT2
GGGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

AGTGTGTGTGTGTGAGTGTGTGT

>KATNAL1L
AGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GAGTGTGTGTGTGTGAGTGTGTGT

>NMNAT2
GAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGAGTGTGTGTGTGTGAGTGTGTGT

>PAX5
GTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGAGTGTGTGTGTGTGAGTGTGTGT

>|GF1
GTGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>BTBD9
CGGGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>LDB3
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL020996.1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>DCAKD
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NRXN1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>THRA
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CREB3L2
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>XRCC1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>FOXN3
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CHRDL1
GCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>C150rf57
GGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NMNAT2
GGGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
AGTGTGTGTGTATGTGTGTGTGTGTGAGAGAGAGAGAGAGTGTGTGTGTGTTGGGGGGGGAGAGAGAGAGAGA

GCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AR



GTGTGTGTGTGTGAGAGAGAGAGAGAGTGTGTGTGTGTTGGGGGGGGAGAGAGAGAGAGAGCGTGTGTGTGT
GTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GAGTGTGTGTGTGTTGGGGGGGGAGAGAGAGAGAGAGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

AGTGTGTGTGTGTGAGTGTGTGT

>RAB3IP
AGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

AGTGTGTGTGTGTGAGTGTGTGT

>KATNAL1L
AGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GAGTGTGTGTGTGTGAGTGTGTGT

>NMNAT2
GAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GAGTGTGTGTGTGTGAGTGTGTGT

>RALGAPB
GAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGAGTGTGTGTGTGTGAGTGTGTGT

>PAX5
GTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR



GTGAGTGTGTGTGTGTGAGTGTGTGT
>IGF1
GTGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>BTBD9
CGGGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>THRA
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>DCAKD
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>LDB3
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL020996.1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CREB3L2
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT



>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NRXN1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>FOXN3
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>XRCC1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AR
GCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NDUFB5
GCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CHRDL1
GCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>C150rf57
GGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p



TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NMNAT2
GGGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
AGTGTGTGTGTATGTGTGTGTGTGTGAGAGAGAGAGAGAGTGTGTGTGTGTTGGGGGGGGAGAGAGAGAGAGA

GCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGAGAGAGAGAGAGAGTGTGTGTGTGTTGGGGGGGGAGAGAGAGAGAGAGCGTGTGTGTGT

GTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GAGTGTGTGTGTGTTGGGGGGGGAGAGAGAGAGAGAGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT

>RAB3IP
AGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT

>KATNAL1L
AGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTGTGT
>NMNAT2



GAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTGTGT

>RALGAPB
GAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGAGTGTGTGTGTGTGAGTGTGTGT

>PAX5
GTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGAGTGTGTGTGTGTGAGTGTGTGT

>|GF1
GTGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>BTBD9
CGGGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL020996.1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CREB3L2
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT



>THRA
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>DCAKD
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>LDB3
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NRXN1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>XRCC1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>MGRN1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>FOXN3
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR



GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AR
GCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NDUFB5
GCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CHRDL1
GCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>C150rf57
GGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NMNAT2
GGGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GAGTGTGTGTGTGTTGGGGGGGGAGAGAGAGAGAGAGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGAGAGAGAGAGAGAGTGTGTGTGTGTTGGGGGGGGAGAGAGAGAGAGAGCGTGTGTGTGT

GTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p



TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
AGTGTGTGTGTATGTGTGTGTGTGTGAGAGAGAGAGAGAGTGTGTGTGTGTTGGGGGGGGAGAGAGAGAGAGA

GCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT

>RAB3IP
AGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT
>KATNAL1L
AGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTGTGT
>RALGAPB
GAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGAGTGTGTGTGTGTGAGTGTGTGT

>PAX5
GTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGAGTGTGTGTGTGTGAGTGTGTGT

>|GF1
GTGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>MAP3K2
CGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>LDB3
CGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL020996.1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>DCAKD
CGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>THRA
CGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NRXN1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CREB3L2
CGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>XRCC1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>FOXN3
CGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>MGRN1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AR
GCGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NDUFB5
GCGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CHRDL1
GCGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>C150rf57
GGCGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NMNAT2
GGGCGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GAGTGTGTGTGTGTTGGGGGGGGAGAGAGAGAGAGAGCGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGAGAGAGAGAGAGAGTGTGTGTGTGTTGGGGGGGGAGAGAGAGAGAGAGCGTGTGTGTGT

GTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
AGTGTGTGTGTATGTGTGTGTGTGTGAGAGAGAGAGAGAGTGTGTGTGTGTTGGGGGGGGAGAGAGAGAGAGA

GCGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT
>RAB3IP
AGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT
>KATNAL1L
AGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTGTGT
>RALGAPB
GAGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTGTGT



>NMNAT2
GAGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGAGTGTGTGTGTGTGAGTGTGTGT

>PAX5
GTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGAGTGTGTGTGTGTGAGTGTGTGT

>|GF1
GTGAATGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT
>RAB3IP
AGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT
>KATNAL1L
AGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTGTGT
>RALGAPB
GAGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTGTGT
>NMNAT2
GAGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR



GTGAGTGTGTGTGTGTGAGTGTGTGT
>PAX5
GTGAGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGAGTGTGTGTGTGTGAGTGTGTGT
>|GF1
GTGAATGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT
>RAB3IP
AGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT
>KATNAL1L
AGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTGTGT
>NMNAT2
GAGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTGTGT
>RALGAPB
GAGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGAGTGTGTGTGTGTGAGTGTGTGT
>PAX5
GTGAGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT



>hAT-N53_DR
GTGAGTGTGTGTGTGTGAGTGTGTGT
>IGF1
GTGAATGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT
>KATNAL1L
AGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTGTGT
>RALGAPB
GAGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTGTGT
>NMNAT2
GAGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGAGTGTGTGTGTGTGAGTGTGTGT
>GABRB2
TGAGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGAGTGTGTGTGTGTGAGTGTGTGT
>PAX5
GTGAGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>LRTM?2
CGTGTGAGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p



TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGAGTGTGTGTGTGTGAGTGTGTGT
>IGF1
GTGAATGTGTGTGTGTGTGTGTGTGT

>hsamiR3149

TTTGTATGGATATGTGTGTGTAT

>Chapaev_8 HM_Chapaev_Hydra_magnipapillata
GATATGTGTGTGTATGTGTGTGT

>SIGMAR1

GATATGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTGT
>TRDN
TGTGTGTGTGTGAGTGTGTGTGT

>hsamiR3149

TTTGTATGGATATGTGTGTGTAT

>Chapaev_8 HM_Chapaev_Hydra_magnipapillata
TATGGATATGTGTGTGTATGTGTGTGT

>EDA2R

TATGTATATGTGTGTGTATGTGTGTGT

>hsamiR3149

TTTGTATGGATATGTGTGTGTAT

>Chapaev_8 HM_Chapaev_Hydra_magnipapillata
TGTATGGATATGTGTGTGT

>AR

TGTATGGATATGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>NMNAT2
GTGTGTGTGTGTGCGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CD22
GTGTGTGTGTGTGTGTGTGCGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTGT
>TRDN
TGTGTGTGTGTGAGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>AFF2
GTGTGTGTGTGTGAGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NAA11l
GTGTGTGTGTGTGAGTGTGAGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>GABRB2
GTGTGTGTGTGTGTGTGTGACTGTGTGT

>hsamiR3149

TTTGTATGGATATGTGTGTGTAT

>Chapaev_8 HM_Chapaev_Hydra_magnipapillata
TATGTGTGTGTATGTGTGT

>KATNAL1L

TATGTGTGTGTATGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGAGTGTGTGTGTGTGAGTGTG

>CD22
GTGAGTGTGTGTGTGTGTGTGTGCGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTG

>NAA11l
GAGTGTGTGTGTGTGAGTGTGAGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTG
>GABRB2
GTGTGTGTGTGTGTGTGTGTGACTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGAGTGTGTGTGTGTGAGTGTGTGT

>GABRB2
TGAGTGTGTGTGTGTGTGTGTGTGTGACTGTGT

>hsamiR3149

TTTGTATGGATATGTGTGTGTAT

>Chapaev_8 HM_Chapaev_Hydra_magnipapillata
TATGTGTGTGTATGTGT

>BRWD3

TATGTGTGTGTATGTGT

>hsamiR297
ATGTATGTGTGCATGTGCATG
>ERV1_N6_| _DR_ERV1_Danio_rerio
TGTATGTGTGCATGTGCATGTATGTGT
>SCARA3
TGTATGTGTGCATGTGCGTGTATGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AR

GTGTGTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCA
GGGAGAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGT
GTCAATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATAC
AATATTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGC
AATCAAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAA
GAGAGGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AR

GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGT
CAGGGAGAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTG



GTGTCAATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAAT
ACAATATTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGA
GCAATCAAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGA
AGAGAGGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAA
GTCAGGGAGAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAAC
TGGTGTCAATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCA
ATACAATATTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGA
GAGCAATCAAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTT
GAAGAGAGGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGC
AAGTCAGGGAGAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAA
ACTGGTGTCAATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACAT
CAATACAATATTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGA
GAGAGCAATCAAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTG
TTTGAAGAGAGGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GAGTGTGTGTGTGTTGGGGGGGGAGAGAGAGAGAGAGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTT
AGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCAGGGAGAGTCCTTCTGACTCTCACATGTGTG
TTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGTGTCAATATGGAAGCTATGGAGCAGAGAGA
GAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATACAATATTTGAGTCTGGCTTGGGAGAAGAAT
GAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGCAATCAAGGAGTGTGGCTACAGTAAGGCTA
GATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAAGAGAGGGGTTGGCTGGCTTCTTCTCCTGGA
GAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR



GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AR
AGTGTGTGTGTATGTGTGTGTGTGTGAGAGAGAGAGAGAGTGTGTGTGTGTTGGGGGGGGAGAGAGAGAGAGA

GCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAG
GCAAGTCAGGGAGAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAG
AAACTGGTGTCAATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGAC
ATCAATACAATATTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTG
AGAGAGCAATCAAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGT
GTTTGAAGAGAGGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGAGAGAGAGAGAGAGTGTGTGTGTGTTGGGGGGGGAGAGAGAGAGAGAGCGTGTGTGTGT

GTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCAGGGA
GAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGTGTCA
ATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATACAATA
TTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGCAATC
AAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAAGAGA
GGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCAGGGAGAG
TCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGTGTCAATAT
GGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATACAATATTTG
AGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGCAATCAAGG
AGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAAGAGAGGGG
TTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCAGGGAG
AGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGTGTCAA
TATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATACAATAT
TTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGCAATCA



AGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAAGAGAG
GGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCAGGGA

GAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGTGTCA
ATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATACAATA
TTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGCAATC
AAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAAGAGA
GGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCAGG

GAGAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGTGT
CAATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATACAA
TATTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGCAA
TCAAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAAGA
GAGGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCTGT

>hsamiR1303
TTTAGAGACGGGGTCTTGCTCT
>PB1D11
TTTTAGAGACGGGGTCTTGCTCTGT
>PDCD7
TTTTTGAGACGGAGTCTTGCTCTGT

>hsamiR493_3p
TGAAGGTCTACTGTGTGCCAGG
>L2B
CTACTGTGTGCCAGGCCCTGT
>LIMCH1
CTACTGTGTGCCAGGCACTGT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTACGTATGT
>BVES
ATATATATATATATGTATGTATGT



>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
TATATATATATATGTACGTATGT
>SPPL3.1
TATATATATATATGTACGTATGT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
CCAAATATATATATATAT
>MYADM
CCAAATATATATATATATATGT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AATATATATATATATGT
>MARCH3
AATATATATATATATGT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AAATATATATATATATGT
>CACNA1I
AAATATATATATATATGT

>hsamiR1321
CAGGGAGGTGAATGTGAT
>MIRc
CAGGGAGGTGAATGT
>CBX5
CAGGGAGGTGAATGT

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
CAGGCACGGTGGCTCACGCCTGTAATTCCAGCACTTTGGGAGGCTGAGGTGGGTGGATCACCTGAGGTCAGGAG
TTCGAAACCAGCCTGGCCAACATGGAGAAACACCGACTCTACTAAA

>ADAMTS4
CAGGCACGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGATGAAGGCGAGTGGATCACCTAAGGTCAGGAG

TTCGAGACCAGCCTGGCCAACATGGTGAAACCCCGTCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGT

>hsamiR3689b_3p
CTGGGAGGTGTGATATTGTGGT
>Copia_131 _SB_|_Copia_Sorghum_bicolor
AGGTGTGATATCGTGGT



>GXYLT1
AGGTGTGATATCGTGGT

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
GCTGTGGCTCACACCTGTAATCCTAGCACTTTGGGAGACTGAGGTGGGCGGATCATATGAGGTCAGGAGTTTGAG
ACCAGCCTGGCCTACATGGTGAAACCCTGTCTCTACTAATAATACAAAAATTACCCGGGC

>USP33
GGCTGAGGCAGGAGAATCGCTTGAACCCAGGAGGTGGAGGCTGCAGTGAGCTGAGGTAACACCACAGCACTCCA

GCCTGGGTGACAAAGCAAGACTCTGTCTCAAAAAAAAATTACACTGAAAGACTTTATGGT

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
GCTGAGGTAGGAGAATCGCTTGAACCCATGAGGTTGAGGCTGCAGTGAGCCAAGATCGTGCCACTGCACTTCAGC
CTGGGT

>GPR157
GCTGAGGTGGGAGGATCGCTTGAGCCTGGGAGGTGGAGGCTGCAGTGAGCCATGATTGCATCACTGCACTCCAG

ACTGGGT

>hsamirl5la_5p
TCGAGGAGCTCACAGTCTAGT
>L2_Platlo/MdoRepl_SINE_Metatheria
GAGGAGCTCACAGTCTAGT

>MDGA1

GAGGAGCTCACAGTCTAGT

>hsamirl5la_5p
TCGAGGAGCTCACAGTCTAGT
>L2_Platlo/MdoRepl_SINE_Metatheria
TCCTGCCCTCGAGGAGCTCACAGTCTAGT
>LPPR5.1
TCCTGCCCTCGAGGAGCTCACAGTCTAGT

>hsamirl5l1a_5p
TCGAGGAGCTCACAGTCTAGT
>L2_Platlo/MdoRepl_SINE_Metatheria
GCCCTCGAGGAGCTCACAGTCTAGT
>ATPAF1
GCCCTCAAGGAGCTCACAGTCTAGT

>hsamiR376a_5p

GTAGATTCTCCTTCTATGAGTA

>CER15_| _CE_LTR_Retrotransposon_Caenorhabditis_elegans
TCTCCTTCTATGAGT

>GTPBP10

TCTCCTTCTATGAGT



>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
TAGCCGGGCGTGGTGGTGGGGGCCTGTGGTCCCAGCTACTTTGGAGGCTGAGGTGGAAGGATCACCTGAGCCCA
GGAGGTGGAGGCTGCAGT

>MAGT1
TAGCCAGGCGTGGTGGTGGGCACCTGTAATTCCAGCTATTCAGGAGGCTGAGGCAGAAGAATCACTTGAATCCAG

GAGGCAGAGGTTGCAGT

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
TGTTATTAGGTCGGTGCAAAAGTAATTGCGAGTTTTACCATTACTTTCAATGGCAAAACTGGCAATTACTTTTGCAC
CAACGTAATACTTCT

>ALG10
TGTTATTAGGTTGGTAAAAAAGTAATTGTGGTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACT

AACCTAATATTTCT

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
TGTTATTAGGTCGGTGCAAAAGTAATTGCGAGTTTTACCATTACTTTCAATGGCAAAACTGGCAATTACTTTTGCAC
CAACGTAATACTTCT

>ALG10B
TGTTATTAGGTTGGTACAAAAGTAATTGTGGTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACT

AACCTAATAGTTCT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
AGTGTGTGTGTATGTGTGTGTGTGTGAGAGAGAGAGAGAGTGTGTGTGTGTTGGGGGGGGAGAGAGAGAGAGA
GCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAG
GCAAGTCAGGGAGAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAG
AAACTGGTGTCAATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGAC
ATCAATACAATATTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTG
AGAGAGCAATCAAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGT
GTTTGAAGAGAGGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGAGAGAGAGAGAGAGTGTGTGTGTGTTGGGGGGGGAGAGAGAGAGAGAGCGTGTGTGTGT

GTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCAGGGA



GAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGTGTCA
ATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATACAATA
TTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGCAATC
AAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAAGAGA
GGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCAGGGAGAG
TCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGTGTCAATAT
GGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATACAATATTTG
AGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGCAATCAAGG
AGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAAGAGAGGGG
TTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCAGGGAG
AGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGTGTCAA
TATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATACAATAT
TTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGCAATCA
AGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAAGAGAG
GGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCAGGGA
GAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGTGTCA
ATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATACAATA
TTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGCAATC
AAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAAGAGA
GGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR



GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AR
GTGTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCAGG

GAGAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGTGT
CAATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATACAA
TATTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGCAA
TCAAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAAGA
GAGGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCA
GGGAGAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGT
GTCAATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATAC
AATATTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGC
AATCAAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAA
GAGAGGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGT

CAGGGAGAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTG
GTGTCAATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAAT
ACAATATTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGA

GCAATCAAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGA
AGAGAGGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAA
GTCAGGGAGAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAAC
TGGTGTCAATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCA
ATACAATATTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGA
GAGCAATCAAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTT
GAAGAGAGGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGC
AAGTCAGGGAGAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAA
ACTGGTGTCAATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACAT
CAATACAATATTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGA
GAGAGCAATCAAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTG
TTTGAAGAGAGGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GAGTGTGTGTGTGTTGGGGGGGGAGAGAGAGAGAGAGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTT

AGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCAGGGAGAGTCCTTCTGACTCTCACATGTGTG
TTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGTGTCAATATGGAAGCTATGGAGCAGAGAGA
GAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATACAATATTTGAGTCTGGCTTGGGAGAAGAAT
GAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGCAATCAAGGAGTGTGGCTACAGTAAGGCTA
GATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAAGAGAGGGGTTGGCTGGCTTCTTCTCCTGGA
GAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCT

>hsamiR2054
CTGTAATATAAATTTAATTTATT
>EnSpm2_SB_EnSpm_Sorghum_bicolor
TATAAATTTAATTTATTCTCT

>ZNF7

TATAGATTTAATTTATTGTCT

>hsamiR1285 5p

GATCTCACTTTGTTGCCCAGG

>Alu)
TCCTCCTGCCTCAGCCTCCCAAGTAGTTGGGACTACAGGCATATGCCACCACACCCAGCTAATTTTTTTATTATTTGT
AGAGATAGGATCTCACTTTGTTGCCCAGGCTGGTCT

>0PA3
TCCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTACAGGCATGCATCACCGCACCTGGCTAATTTTTTATTTTACTTT

TGTAGAGATGGGGTCTCACTATGTTGCCCAGGCTGGTCT

>hsamirl5la_5p
TCGAGGAGCTCACAGTCTAGT
>L2_Platlo/MdoRepl_SINE_Metatheria
CCTGCCCTCGAGGAGCTCACAGTCT
>RUNDC3A



CCTGCCCTCATGGAGCTCACAGTCT

>hsamiR28 5p
AAGGAGCTCACAGTCTATTGAG
>L2_Platlo
GGTCCTTGCCCTCAAGGAGCTCACAGTCT
>RUNDC3A
GGTCCCTGCCCTCATGGAGCTCACAGTCT

>hsamirl5la_5p
TCGAGGAGCTCACAGTCTAGT
>L2_Platlo/MdoRepl_SINE_Metatheria
CCTGCCCTCGAGGAGCTCACAGTCT
>URGCP
CCTGCCCTCAAGGAGCTCACAGTCT

>hsamiR28 5p
AAGGAGCTCACAGTCTATTGAG
>L2_Platlo
GTCCTTGCCCTCAAGGAGCTCACAGTCT
>URGCP
GTCCCTGCCCTCAAGGAGCTCACAGTCT

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
GCTCTTGGCTGGGCTTGGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGT
CAGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGG
TGGCGCTCGCCTATAATCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTG
CAGTGAGCCAAGATTGCGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTCT

>TMEM136
GCTCATGGCTGGGCACGGTGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGTGGGTCATGAAG

TCAGGAGTTCAAGACCAGCCTGGCCAACATGGTGAAACCCCGTCTCTACTAAAAATACAAAAAGTAGCCAGGCAT
GGTGGCACACGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATCACTTGAACACAGAAGGCGGAGG
TTGCAGTGAGTTGAGATCACACCACTGCACTCCAGCCTGGGCGACAGAGCAAGACTCT

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
TGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTCGAGACCAGC
CTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCGCCTATAATCC
CAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATTGCG
CCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTCT

>GNG4
TGGCTCACACCTGCAATCCCAGCACTTTGGGAGGCCAAGGTGGGCAGATCACTCGAGGCCAGTAGTTGGAGACCA

GCCTGGCCGACATGGTGAAACCCCGTCTCTACTAAAAATACAAAAATGAGCCAGGCATGTTGGCGTGTGCTTGTC



ATCCCAGCTACTAGGGAGGCTGAGACATGAGGATCACTTGAACCTGCGAGTGGAGGTTGCGGTGAGCTGAGATT
GTGCCATTGCATTCCAGCCCGGGCGACAGAGCAAGACTCT

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
GTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTCGAGACCA
GCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCGCCTATAAT
CCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATTG
CGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTCT

>USP33
GTGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCCGAGGTGGGTGGATCACCTGAGGTCAGGAGTTTGAGACT

AGCCTGGCCAACATGGTGAAACCCCATCTCTACTAAAATACAAAAATTAGCCGGGCATGGTGGCAGGTGCCTGTA
ATCCCAGCTACTCGAGAGGCTGAGGCAGGAGAATCGCTTGAACCCAGGAGGTGGAGGCTGCAGTGAGCTGAGGT
AACACCACAGCACTCCAGCCTGGGTGACAAAGCAAGACTCT

>hsamiR1271 3p
AGTGCCTGCTATGTGCCAGGCA
>L2B
CTATGTGCCAGGCATTGTGCT
>EIF3M
CTATGTGCCAGGCACTGTGCT

>hsamiR1271 3p
AGTGCCTGCTATGTGCCAGGCA
>L2B
CTATGTGCCAGGCATTGTGCT
>MBD2
CTATGTGCCAGGCACTGTGCT

>hsamiR3118

TGTGACTGCATTATGAAAATTCT

>L1PA13_5
AATCTCATATTTCTTGGATGTTTTGTTCATTCATTTTCCTTCTTTTTTCCCCCATTCTTGTCTGCCTGTTTTATTTCAGAA
AGCCAGTTTTCAAGCTCTGGGATTCTTTCCTCTGCTTGGTCTATTCTGCTGGGTGGTCTTGCACATGAGATGGAGCT
GGTGTGACCTCAGCCCTCCTTAGTCTGCTTGCCTCTCCCAGGACCCCAGCCTGGCCACACCTGCTTACAGGGCAATC
TCGGGTGCCCACAAACACTACAATAATTTTCATAATGCAATCACACATAATCACTATGTGACTGCATTATGAAAATT
CTTGTAGTGTGCTTTTCAGCTCTATTAGGTCGGTTATGTCTTCTTTATACTTGCTATTTTGTCTGTTAGCTCCTACAAT
GTTTTACAATGATTTTTAGCTCTGTTGTATTGCATGACAACATACTTCTTTCACTCAGTGAACTTTGTTCCTACGCATA
TCCTGAACCCTGCTTGTATCATTCCAGACATCTCAGCCTCAGCCCAGTTCTGAACACTTGCTGGAGAGTTGATACAG
TCATTTGGAGGAAAGAAGGCATGCT

>POTEC
AATCCCATATTTCTCGGATGTTTTGTTCATTCCCTTTCATTCTTTTTTCCCCCATTCTTGTTTGCCTGTTTTATTTCAGA

AAGCCAGTTTTCAAGCTCTGGGATTCTTTCCTCTTCTTGGTCTATTCTGTTAGATGGTCTTGCACATGAGATGGAGC
TGGTCTGACCTCAGCCCTCCCTAGTCTGCTTGCCTCTCCCAGGACCCCAGCCTGGCCACACCTGCTTACAGGGCACT
CTCAGGTGCCCACACATACTACAATAATATTCATAATGCAATCACACACAATCACCATGTGACTACATTATGAAAAT
TCTTCTAGTGTGATTTACAGCTCTGTCAGGTCAGTTATTTTCTTCTTTATACTCACTATTTTGTCTGTTAGTTCCTGCA




ATGTTTTACAATGATTTTTAGCTTCCTTGTATTGGATTACAACATACTTCTTTCACTCAATGAACTTTGTTCCTACCCA
TATCCTGAACTCTGCTTGTATCATTTCAGACATCTCAGCCTCAGCCCAGTTCTGAACACTTGCTGGAGAGTTGATGC
AGTCATTTGGAGAAAAGAAGGTATGCT

>hsamiR1268a

CGGGCGTGGTGGTGGGGG
>AluYc2_Repetitive_sequence_Homo_sapiens
TAGCCGGGCGTGGTGGTGGGGGCCTGTGGTCCCAGCTACTTTGGAGGCT
>RBM7
TAGCCAGGCGTGGTGGTGGGTGCCTGTAATCCCAGCTACTCGGGAGGCT

>hsamiR582_5p
TTACAGTTGTTCAACCAGTTACT

>3
TTTGATTACAGTTGTTCAACCAGTTACT
>KHDRBS3
TTTGCTTCAGGTGTTCAACCAGTTCCT

>hsamiR28 3p
CACTAGATTGTGAGCTCCTGGA
>L2_Platlo
CTAGATTGTGAGCTCCT
>RNF165
CTAGATTGTGAGCTCCT

>hsamiR493_3p
TGAAGGTCTACTGTGTGCCAGG
>L2B
GTCTACTGTGTGCCAGGCCCT
>CELF5
GTCTACTCTGTGCCAGGCCCT

>hsamiR548aa
AAAAACCACAATTACTTTTGCACCA
>MADE1
AAAACCACAATTACTTTTGCACCAACCT
>NWD1
AAAACCACAGTTACTTTTTGCACCAACCT

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
AATGGCAAAAACCACAATTACTTTTGCACCAACCT
>NWD1
AATGGCGAAAACCACAGTTACTTTTTGCACCAACCT

>hsamiR548d_3p
CAAAAACCACAGTTTCTTTTGC



>MADE1
TAATGGCAAAAACCACAGTTTCTTTTGCACCAACCT
>NWD1
TAATGGCGAAAACCACAGTTACTTTTTGCACCAACCT

>hsamiR548t_3p

AAAAACCACAATTACTTTTGCACCA

>MADE1
TTTTTAATGACAAAAACCACAATTACTTTTGCACCAACCT
>NWD1
TTTTTAATGGCGAAAACCACAGTTACTTTTTGCACCAACCT

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
GCAATTACTTTTGCACCAACGTAATACT
>AL591684.1
GCAATTACTTTTGCACCAACCTAATACT

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
GCAATTACTTTTGCACCAACGTAATACT
>AL603965.1
GCAATTACTTTTGCACCAACCTAATACT

>hsamiR603
CACACACTGCAATTACTTTTGC
>MADE1
GCAATTACTTTTGCTCCAACTTAATACT
>AL591684.1
GCAATTACTTTTGCACCAACCTAATACT

>hsamiR603
CACACACTGCAATTACTTTTGC
>MADE1
GCAATTACTTTTGCTCCAACTTAATACT
>AL603965.1
GCAATTACTTTTGCACCAACCTAATACT

>hsamiR548h_3p
CAAAAACCGCAATTACTTTTGCA

>MADE1
CAAAAACCGCAATTACTTTTGCACCAACCTAATACT
>AL591684.1
CAAAAACCGCAATTACTTTTGCACCAACCTAATACT

>hsamiR548h_3p



CAAAAACCGCAATTACTTTTGCA

>MADE1
CAAAAACCGCAATTACTTTTGCACCAACCTAATACT
>AL603965.1
CAAAAACCGCAATTACTTTTGCACCAACCTAATACT

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952 RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATT
GCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGACT

>WNK4
AGGCCAGGCACGGTGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCCGAGGAGGGCGGATCACGAGGTCAGG

AGATCGAGACCAGCCTGGCTAACACGGTGAAACCCTGTCTCTACTAAAAATACAAAAAAAATTAGCCGGGTGTGG
TGGCGAGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGGGACAGGAGAATGGCGTGAACCCGGGAGGCGGAGCT
TGCAGTGAGCCGAGATCGTGCCACTGCACTCCAGCCTGGGCGACAGAGTGAGACT

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATT
GCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGACT

>HCAR1
AGGCCAGGCACGGTGGCTCACGCCTGTGATCCCACCACTTTGGGAGGCCAAGGCAGGCGGATCACCTGAGGTCA

GGAGCTCGAGACCAGCCTGGCCAACATGGCAAAACCCTGTCTCTACTAAAAATACAAAAATTAGCCGGGTGTGTT
GGCTGGCGCCTCTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATTGCTTGAACCCGGGAGGCAGAGGTTG
CAGTGAGCCGAGACTGTGCCACTGCACTCCAGCCTGGGACACAGAGTGAGACT

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATT
GCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGACT

>0R7D2
AGGCCAGGCACAGTGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCCGAGGTGGGCGTATCACCTGAGGTCA

GGAGTTCAAGACCAGCCTGGCCAACATGGTGAAACCCTGTCTCTACTAAAAATAGAAGAATTAGCTGGGTGGGGT
GGCAGGTGCCTGTAGTCCCAGCTACTCAGGAGGTTGAGGCAGGAGAATCGCTTGAACCTGGGAGGTGGAGGTTG
CAGTGAGATGAGATCGCGCCACTGCACTCCAGCCTGGGCAACAGAGTGAGACT

>hsamiR1972
TCAGGCCAGGCACAGTGGCTCA



>AANUO01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATT
GCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGACT

>TMEM192
AGGCCGGGCACAGTGGCTCATGCCTGTAATCCCAACACTTTGGGAGGCCAAGGAGGGCGGATCAAAAGGTCAGG
AGTTTGAGACCAGCCTGGCCAGCATGGTGAAACCCCGCCTGTACTAAAAATACAAAAATTAGCCAGGCATGGTGG
CATGTGCCTGTAATCCCAGCTACTCAGCAGGCTGAGGTAGGAGAATTTCTTAATCCCGGGAGGCGGAGGTTGCAG

TGAGCCGAGATCATGCTACTGCGCTCCAGCCTGGGCAACAGAGCGAGACT

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
GGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTCGAGACC
AGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCGCCTATAA
TCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATT
GCGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACT

>PTCD2
GGTGGCTCACTCCTATAATCCCAGCACTTTGGGAGGCCGAGGCGGGTGGACCACGAGGTCAGGAGTTCGAAACC

AGCCTGGCCAACATAGTGAAACCCGTCTCTACTAAAAATACAAAAAATTACCCGGGCGTGGTGGCGCACGCCTGT
AGTCCCAACTACTCGGAAAGCTGAGGCAGGAGAATCGCTTGAACCCGGGAGGCGGAGGCTGCAGTGAGCCGAG
ATCGCGCCACCGCACTCCAGCTTGGGCGACAGAGCAAGACT

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
TCTTGGCTGGGCTTGGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTG
GCGCTCGCCTATAATCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCA
GTGAGCCAAGATTGCGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACT

>ZKSCAN3
TCTTGGCCGGGCATGGTGGCTCATGCCTGTAATCCCAGCACTTTGGTAGGCTGAGGCAGGAGGATCATGAGGTTA

GGAGATCGAGACCATCCTGGCTAACACGGTAAAATCCCGTCTCTACTAAAAACATAAAAAATTAGCCGGGCATGG
TGGCACACACCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATCGCTTGAACCCAGGAGGTGGAGGTT
GCAGTGAGCCAAGATTGTGCCACTGCACTCCAGCCTGGGCGACAGAGCAAGACT

>hsamiR544a

ATTCTGCATTTTTAGCAAGTTC

>MER5A1
GGGACCAAGATTCTGCATTTTTAGCAAGTTCTCAAGTGATGCTAATACCGCCGGTCTGTGGACAACACT
>CXorf23
GGGGCCAAGAATCTGCATTTTTAACAAGTTCTCAGGTGATGCTGATGTTGCTGGTCTGGGACCACACT

>hsamiR2054
CTGTAATATAAATTTAATTTATT
>EnSpm2_SB_EnSpm_Sorghum_bicolor



ATAAATTTAATTTAT
>RASGRP4
ATAAATTTAATTTAT

>hsamiR3149

TTTGTATGGATATGTGTGTGTAT

>Chapaev_8 HM_Chapaev_Hydra_magnipapillata
TGTGTGTGTATGTGTGTGTAT

>CDH6

TGTGTGTGTATGTGTGTGTAT

>hsamiR3149

TTTGTATGGATATGTGTGTGTAT

>Chapaev_8 HM_Chapaev_Hydra_magnipapillata
TGTGTGTGTATGTGTGTGTAT

>BRWD3

TGTGTGTGTATGTGTGTGTAT

>hsamiR3149

TTTGTATGGATATGTGTGTGTAT

>Chapaev_8 HM_Chapaev_Hydra_magnipapillata
TGTGTGTGTATGTGTGTGTAT

>KATNAL1L

TGTGTGTGTATGTGTGTGTAT

>hsamiR3149

TTTGTATGGATATGTGTGTGTAT

>Chapaev_8 HM_Chapaev_Hydra_magnipapillata
TGTGTGTGTATGTGTGTGTAT

>CDH6
TGTGTGTGTGTGTGTGTGTATGTGTGTGTAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTACGTATGT
>BVES
ATATATATATATATGTATGTATGTAT

>hsamiR1277_5p

AAATATATATATATATGTACGTAT

>EnSpm-8_HM
TGTATATAAATGTATACGTAGATATATATGTAT

>BVES
TGTATATATATGTATATATATATATATATGTATGTATGTAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT



>EnSpm-8_HM
ATATATATATATATGTACGTAT
>CACNA1I
ATATATATATATATGTATGTAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT

>EnSpm-8_HM
TGTATATAAATGTATACGTAGATATATATGTAT
>BVES
TGTATATATATGTATATATATATATATATGTATGTAT

>hsamiR1277_5p

AAATATATATATATATGTACGTAT

>EnSpm-8_HM
ATATATATATATATGTACGTATGTGTATATAAATGTATACGTAGATATATATGTAT
>ZBED3
ATATATATGTATATGTATATATGTATATATATATGTATATATGTATATATATATGTAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
TGTATATAAATGTATACGTAGATATATATGTAT
>BVES
TGTATATATATGTATATATATATATATATGTAT

>hsamiR568

ATGTATAAATGTATACACAC
>EnSpm_7_HM_EnSpm_Hydra_magnipapillata
TATTATGTATAAATGTAT

>PLSCR4

TATTATGTATAAATGTAT

>hsamiR3673

ATGGAATGTATATACGGAATA

>DNA_2 12 _DR_DNA_transposon_Danio_rerio
ATATATATATGGAATATATATACAGAATATATATATATGTGGAATAT
>ZNF571
ATGGAATATATATATGGAATACATATGTGGAATATATACATATATGGTATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTACGTATGTGTATAT
>PPP4R2
ATATATATATATATATATGTATGTATATAT

>hsamiR1277_5p



AAATATATATATATATGTACGTAT

>EnSpm-8_HM
TATATATATATGTACGTATGTGTATATAAATGTATACGTAGATATATAT
>ZNF608
TATATATATATATATGTATATATACAGATATGTATACGTATATATATAT

>hsamiR1277_5p

AAATATATATATATATGTACGTAT

>EnSpm-8_HM
ATATATATATATATGTACGTATGTGTATATA

>GADL1
ATATATATATATATGTGTGTGTGTGTATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATGTACGTATGTGTATATA
>ELF2
ATATATATATATGTATGTATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA

>CREBZF
ATATATATATATATGTATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AATATATATATATATGTA

>ZIC5
AATATATATATATATGTATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AAATATATATATATATGTA

>IKZF4
AAATATATATATATATGTATATATATATAT

>hsamiR1277_5p

AAATATATATATATATGTACGTAT

>EnSpm-8_HM
ATATATATATATATGTACGTATGTGTATATA

>GADL1
ATATATATATATATGTGTGTGTGTGTATATATATATATAT



>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATGTACGTATGTGTATATA
>ELF2
ATATATATATATGTATGTATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM

AATATATATATATATGTA

>ZIC5
AATATATATATATATGTATATATATATATAT

>hsamiR1277_5p

AAATATATATATATATGTACGTAT

>EnSpm-8_HM
ATATATATATATATGTACGTATGTGTATATA

>GADL1
ATATATATATATATGTGTGTGTGTGTATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATGTACGTATGTGTATATA
>ELF2
ATATATATATATGTATGTATATATATATATATAT

>hsamiR1277_5p

AAATATATATATATATGTACGTAT

>EnSpm-8_HM

ATATATATATATATGTACGTATGTGTATATA

>GADL1
ATATATATATATATGTGTGTGTGTGTATATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATGTACGTATGTGTATATA

>ELF2
ATATATATATATGTATGTATATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT

>EnSpm-8_HM
ATATATATATATGTACGTATGTGTATATA

>ELF2
ATATATATATATGTATGTATATATATATATATATATAT



>hsamiR1277_5p

AAATATATATATATATGTACGTAT

>EnSpm-8_HM
ATATATATATATGTACGTATGTGTATATA

>ELF2
ATATATATATATGTATGTATATATATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
CAAATATATATATATAT

>SHOX2
CAAATATATATATATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
CAAATATATATATATAT

>SHOX2
CAAATATATATATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
CAAATATATATATATAT

>SHOX2
CAAATATATATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
CAAATATATATATATAT

>SHOX2
CAAATATATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
CAAATATATATATATAT

>PAQR3
CAAATATATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
CCCAAATATATATATATAT
>BMP2K
CCCAAATATATATATATATATATAT



>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
CAAATATATATATATAT

>PAQR3
CAAATATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
CAAATATATATATATAT

>SHOX2
CAAATATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
CCCAAATATATATATATAT
>BMP2K
CCCAAATATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
CAAATATATATATATAT

>PAQR3
CAAATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
CAAATATATATATATAT
>TRAM1
CAAATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
CAAATATATATATATAT

>SHOX2
CAAATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
CCCAAATATATATATATAT
>BMP2K
CCCAAATATATATATATATAT



>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
CAAATATATATATATAT
>GPRASP1
CAAATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
CAAATATATATATATAT

>SHOX2

CAAATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
CAAATATATATATATAT

>TRAM1

CAAATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
CAAATATATATATATAT

>PAQR3

CAAATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
CCAAATATATATATATAT
>MYADM
CCAAATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
CCCAAATATATATATATAT
>BMP2K
CCCAAATATATATATATAT

>hsamiR3673

ATGGAATGTATATACGGAATA

>DNA_2 12 _DR_DNA_transposon_Danio_rerio
ATATATATATGGAATATACATATGGAATATATATATAT
>ZNF571
ATGGAATATATATATGGAATACATATGTGGAATATATACATAT



>hsamiR3673

ATGGAATGTATATACGGAATA

>DNA_2 12 _DR_DNA_transposon_Danio_rerio
ATATATATATGGAATATATATACGGAATATATATATAT
>ZNF571
ATGGAATATATATATGGAATACATATGTGGAATATATACATAT

>hsamiR3673

ATGGAATGTATATACGGAATA

>DNA_2 12 _DR_DNA_transposon_Danio_rerio
ATATATATATGGAATGTATATACGGAATATATATATAT
>ZNF571
ATGGAATATATATATGGAATACATATGTGGAATATATACATAT

>hsamiR3673

ATGGAATGTATATACGGAATA

>DNA_2 12 _DR_DNA_transposon_Danio_rerio
ATATACATATGGAATATATATATATACGGAATATATATATGGAATATATATATAT
>ZNF571
ATATACATATGGAATATATATATGGAATACATATGTGGAATATATACATAT

>hsamiR3673

ATGGAATGTATATACGGAATA
>DNA_2 12 _DR_DNA_transposon_Danio_rerio
ATATATATATGGAATATACATATGGAATATATAT
>ZNF571
ATATACATATGGAATATATATATGGAATACATAT

>hsamiR3673

ATGGAATGTATATACGGAATA
>DNA_2 12 _DR_DNA_transposon_Danio_rerio
ATATATATATGGAATATATATACGGAATATATAT
>ZNF571
ATATACATATGGAATATATATATGGAATACATAT

>hsamiR3673

ATGGAATGTATATACGGAATA
>DNA_2 12 _DR_DNA_transposon_Danio_rerio
ATATATATGTGGAATATATATACGGAATATATAT
>ZNF571
ATATACATATGGAATATATATATGGAATACATAT

>hsamiR3673

ATGGAATGTATATACGGAATA
>DNA_2 12 _DR_DNA_transposon_Danio_rerio
ATATATATGTGGAATATATATAAGGAATATATAT
>ZNF571
ATATACATATGGAATATATATATGGAATACATAT



>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
CAATTACTTTTGCACCAAACTAATAT
>ALG10
CAATTACTTTTGCACTAACCTAATAT

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
TTTTGCCATTACTTTTACAGGCAAAAACCACAATTACTTTTGCACCAACCTAATAT
>ALG10
TTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACTAACCTAATAT

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
GGCAAAAACCACAATTACTTTTGCACCAACCTAATAT
>SUMF1
GGCAAAAACTGCAATTACTTTTGCACCAACCTAATAT

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
TAATGGCAAAACTGGCAATTACTTTTGCACCAAACTAATAT
>SUMF1
TAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAATAT

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
GCAAAAACCACAATTACTTTTGCACCAACCTAATAT
>PGM3
GCAAAAACCGCAATTACGTTTGCACCAACCTAATAT

>hsamiR548aa
AAAAACCACAATTACTTTTGCACCA
>MADE1
CAATTACTTTTGCACCAACCTAATAT
>AC103588.1.1
CAATTACTCTTGCACCAACCTAATAT

>hsamiR3689b_3p
CTGGGAGGTGTGATATTGTGGT
>Copia_131 _SB_|_Copia_Sorghum_bicolor
CTCACTGGGAGGTGTGAT

>PLEKHA7

CTCACTGGGAGGTGTGAT



>hsamiR1304_5p

TTTGAGGCTACAGTGAGATGTG

>ALU_SINE1_7SL_Primates
CAGCTACTCTGGAGGCTAAGGCAGGAGAAACACTTGAGCCCAGCGGTTTGAGGCTACAGTGAGATGTGAT
>Clorf64
CAGCTACTCGGGAGGCTGAGGCAGGAGGATCACTTGAGCCCAGGAGTTTGAGGCTGCAGTGAGCTGTGAT

>hsamiR1304_3p

TCTCACTGTAGCCTCGAACCCC
>ALU_SINE1_7SL_Primates
CACATCTCACTGTAGCCTCGAACCCCTGGGCTCAAGTGAT
>DFFA
CACAGCTCATTGTAGCCTCGAACTCCTGGGCTCAAGTGAT

>hsamiR340_5p
TTATAAAGCAATGAGACTGATT
>MARNA
AGCAATGAGACTGAT

>PSMA2

AGCAATGAGACTGAT

>hsamiR548h_5p

AAAAGTAATCGCGGTTTTTGTC

>MADE1
GTATTAGGTTGGTGCAAAAGTAATCGCGGTTTTTGTCAT
>MTMR6
GTATTAGGTTGGTGCAAAAGTAATTGCGGTTTTTGTCAT

>hsamiR598
TACGTCATCGTTGTCATCGTCA
>CACTA_LP
TCATCGTTGTCATCGTCATCATCAT
>TGFB2
TCATCGTTGTCGTCGTCATCATCAT

>hsamiR548g _5p
TGCAAAAGTAATTGCAGTTTTTG

>MADE1
TTAGTGCAAAAGTAATTGCAGTTTTTGCAT
>ZNF154
TTAGTGCAAAAGTAATTGCCGTTTTTGCAT

>hsamiR1271 3p
AGTGCCTGCTATGTGCCAGGCA

>L2B
ATTTGTTGAGTGCCTGCTATGTGCCAGGCAT
>CDS2
ATTTATTGAGTGCTTACTATGTGCCAGGCAT



>hsamiR548i

AAAAGTAATTGCGGATTTTGCC

>MADE1
TGTTAGGTTGGTGCAAAAGTAATTGCGGATTTTGCCAT
>KATNAL1
TGTTAGGCTGGTGCAAAAGTAATTGCGGTTTTTGCCAT

>hsamiR548q
GCTGGTGCAAAAGTAATGGCGG

>MADE1
TGGTGCAAAAGTAATGGCGGTTTTTGCCAT
>CDC27
TGGTGCAAAAGTAATTGCAGGTTTTGCCAT

>hsamiR548v
AGCTACAGTTACTTTTGCACCA
>MADE1
TTACTTTTGCACCAGCCTAAT
>TCEANC2
TTACTTTTGCACCAACCTAAT

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
CAATTACTTTTGCACCAACGTAAT
>TCEANC2
CAATTACTTTTGCACCAACCTAAT

>hsamiR548aa
AAAAACCACAATTACTTTTGCACCA

>MADE1
GGCAAAAACCACAATTACTTTTGCACCAACCTAAT
>TCEANC2
GGCAAAAACCACAATTACTTTTGCACCAACCTAAT

>hsamiR548h_3p

CAAAAACCGCAATTACTTTTGCA

>MADE1
TAATGACAAAAACCGCAATTACTTTTGCACCAACCTAAT
>TCEANC2
TAATGGCAAAAACCACAATTACTTTTGCACCAACCTAAT

>hsamiR548u

CAAAGACTGCAATTACTTTTGCG

>MADE1
TAATGGCAAAGACTGCAATTACTTTTGCGCCAACCTAAT
>TCEANC2
TAATGGCAAAAACCACAATTACTTTTGCACCAACCTAAT



>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
AAGTAATGGCAAAACTGGCAATTACTTTTGCACCAAACTAAT
>TCEANC2
AAGTAATGGCAAAAACCACAATTACTTTTGCACCAACCTAAT

>hsamiR603

CACACACTGCAATTACTTTTGC

>MADE1
AAGTAATGGCACACACTGCAATTACTTTTGCTCCAACTTAAT
>TCEANC2
AAGTAATGGCAAAAACCACAATTACTTTTGCACCAACCTAAT

>hsamiR548d_3p

CAAAAACCACAGTTTCTTTTGC

>MADE1
AAGTAATGGCAAAAACCACAGTTTCTTTTGCACCAACCTAAT
>TCEANC2
AAGTAATGGCAAAAACCACAATTACTTTTGCACCAACCTAAT

>hsamiR548aa
AAAAACCACAATTACTTTTGCACCA

>MADE1
GGCAAAAACCACAATTACTTTTGCACCAACCTAAT
>|TSN1
GGCAAAAACCGCAATCACTTTTGCACCAACCTAAT

>hsamiR548h_3p

CAAAAACCGCAATTACTTTTGCA

>MADE1
AATGACAAAAACCGCAATTACTTTTGCACCAACCTAAT
>|TSN1
AATGGCAAAAACCGCAATCACTTTTGCACCAACCTAAT

>hsamiR3673

ATGGAATGTATATACGGAATA

>DNA_2 12 _DR_DNA_transposon_Danio_rerio
ATATATATATGGAATGTATATACGGAATATATATATATATGGAATGTATATACGGAATATATATATATATGGAAT
>ZNF571
ATGGAATATATATATGGAATACATATGTGGAATATATACATATATGGTATATGGAATATATACATATATGGAAT

>hsamiR548aa
AAAAACCACAATTACTTTTGCACCA
>MADE1
CAATTACTTTTGCACCAACCTAAAT
>CD38
CAATTACTTTTGCACCAACTTAAAT



>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
TTATTAGGTTGGTGCAAAAGAAACTGTGGTTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACCA
ACCTAAAT

>CD38
TTATTAGGTTGGTTCAAAAATAATTGTGGTTTTGCCATTCCTTTCGGTGGCAAAACTTGCAATTACTTTTGCACCAAC

TTAAAT

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
AATGGCAAAAACCACAATTACTTTTGCACCAACCTAAAT
>HLA-DMB
AATGGCAAAAACTGCAATTACTTTTGCACCAACCTAAAT

>hsamiR342_3p
TCTCACACAGAAATCGCACCCGT
>MamSINE1
TGTCTCACACAGAAAT
>SLCO1A2
TGTCTCACACAGAAAT

>hsamiR548n

CAAAAGTAATTGTGGATTTTGT

>MADE1
TAGGTTGGTGCAAAAGTAATTGTGGATTTTGTCGTTAAAAAT
>RABL5
TAGGTTGGTGCAAAAGTAATAGTGGCTTTTGCCATTAAAAAT

>hsamiR548]
AAAAGTAATTGCGGTCTTTGGT
>MADE1
GCAAAAGTAATTGCGGTCTTTG
>ANKRD5
GCAAAAGTAATTGCGGTTTTTG

>hsamiR548h_5p
AAAAGTAATCGCGGTTTTTGTC
>MADE1
GCAAAAGTAATCGCGGTTTTTG
>ANKRD5
GCAAAAGTAATTGCGGTTTTTG

>hsamiR548h_5p
AAAAGTAATCGCGGTTTTTGTC
>MADE1
TGGTGCAAAAGTAATCGCGGTTTTTG



>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTG

>hsamiR548d_5p
AAAAGTAATTGTGGTTTTTGCC

>MADE1
TTAGGTTGGTGCAAAAGTAATTGTGGTTTTTG
>MTMR6
TTAGGTTGGTGCAAAAGTAATTGCGGTTTTTG

>hsamiR548w
AAAAGTAACTGCGGTTTTTGCCT

>MADE1
TTAGGTTGGTGCAAAAGTAACTGCGGTTTTTG
>MTMR6
TTAGGTTGGTGCAAAAGTAATTGCGGTTTTTG

>hsamiR548d_5p
AAAAGTAATTGTGGTTTTTGCC

>MADE1
TATTAGGTTGGTGCAAAAGTAATTGTGGTTTTTG
>MTMR6
TATTAGGTTGGTGCAAAAGTAATTGCGGTTTTTG

>hsamiR548i

AAAAGTAATTGCGGATTTTGCC

>MADE1
TATTAGGTTGGTGCAAAAGTAATTGCGGATTTTG
>MTMR6
TATTAGGTTGGTGCAAAAGTAATTGCGGTTTTTG

>hsamiR548i

AAAAGTAATTGCGGATTTTGCC

>MADE1
TATTAGTTTGGTGCAAAAGTAATTGCGGATTTTG
>MTMR6
TATTAGGTTGGTGCAAAAGTAATTGCGGTTTTTG

>hsamiR548i

AAAAGTAATTGCGGATTTTGCC

>MADE1
TATTAGGTTTGTGCAAAAGTAATTGCGGATTTTG
>MTMR6
TATTAGGTTGGTGCAAAAGTAATTGCGGTTTTTG

>hsamiR548x_5p
TGCAAAAGTAATTGCAGTTTTTG
>MADE1



TATTAGGTTAGTGCAAAAGTAATTGCAGTTTTTG
>MTMR6
TATTAGGTTGGTGCAAAAGTAATTGCGGTTTTTG

>hsamiR548j
AAAAGTAATTGCGGTCTTTGGT
>MADE1
CTGGTGCAAAAGTAATTGCGGTCTTTG
>HLA-DMB
CTGGTGCAAAAGTAATTGCGGTTTTTG

>hsamiR548]
AAAAGTAATTGCGGTCTTTGGT
>MADE1
GCTGGTGCAAAAGTAATTGCGGTCTTTG
>KATNAL1
GCTGGTGCAAAAGTAATTGCGGTTTTTG

>hsamiR548n
CAAAAGTAATTGTGGATTTTGT

>MADE1
AGGTTGGTGCAAAAGTAATTGTGGATTTTG
>ANKRD5
AGGTTGGAGCAAAAGTAATTGCGGTTTTTG

>hsamiR548h_5p
AAAAGTAATCGCGGTTTTTGTC

>MADE1
AGGTTGGTGCAAAAGTAATCGCGGTTTTTG
>ANKRD5
AGGTTGGAGCAAAAGTAATTGCGGTTTTTG

>hsamiR548x_5p
TGCAAAAGTAATTGCAGTTTTTG
>MADE1
GTGCAAAAGTAATTGCAGTTTTTG
>MC2R
GTGCAAAAGTAATTGCAATTTTTG

>hsamiR548g_5p
TGCAAAAGTAATTGCAGTTTTTG

>MADE1
TAGATTAGTGCAAAAGTAATTGCAGTTTTTG
>MC2R
TAGATTGGTGCAAAAGTAATTGCAATTTTTG

>hsamiR548b_5p
AAAAGTAATTGTGGTTTTGGCC



>MADE1
TTAGGTTGGCGCAAAAGTAATTGTGGTTTTG
>CD38
TTAGGTTGGTTCAAAAATAATTGTGGTTTTG

>hsamiR548f
AAAAACTGTAATTACTTTT

>MADE1
TAATGACAAAAACTGTAATTACTTTTG
>SUMF1
TAATGGCAAAAACTGCAATTACTTTTG

>hsamiR548f

AAAAACTGTAATTACTTTT

>MADE1
TGGTGCAAAAGTAATAGTGGTTTTTGCCATTAAAAGTAATGACAAAAACTGTAATTACTTTTG
>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTG

>hsamiR421
ATCAACAGACATTAATTGGGCGC
>MIR2_Repetitive_sequence_Mammalia
TCATCAACAGACATTAATTG

>LCK

TCATCAACAGACATTTATTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTG
>GABRB2
GTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTG
>STXBP6
GTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTG
>DCAKD
GTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p



TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTG
>AL020996.1
GTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTG
>BTBD9
GTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTG
>FOXN3
GTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>STXBP6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>DCAKD
GTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL020996.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>BTBD9
GTGTGTGTGTGTGTGTGTGTGTGTGTGTG



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>FOXN3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>STXBP6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>DCAKD
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL020996.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>BTBD9
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>FOXN3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>STXBP6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>DCAKD
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL020996.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>BTBD9
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>FOXN3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>STXBP6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>DCAKD
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL020996.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>BTBD9
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>FOXN3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>STXBP6
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>DCAKD
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL020996.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>BTBD9
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>FOXN3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>DCAKD
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AL020996.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>BTBD9
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>FOXN3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>DCAKD
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AL020996.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>BTBD9
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>DCAKD
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>BTBD9
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>DCAKD
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>BTBD9
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AL020996.1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>FOXN3
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGAGTGTGTGTGTGTGAGTGTGTGT
>GABRB2
TGAGTGTGTGTGTGTGTGTGTGTGTG



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGAGTGTGTGTGTGTGAGTGTG
>CD22
GTGAGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CD22
GTGTGTGTGTGTGTGTGTGCGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CD22
GTGTGTGTGTGTGTGTGTGCGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTG
>AFF2
GTGTGAGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT

>AFF2
GTGTGTGTGTGTGAGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CD22
GTGTGTGTGTGTGTGTGTGCGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTG
>AFF2
GTGTGAGTGTGTGTGTGTG



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT

>AFF2
GTGTGTGTGTGTGAGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTG
>KATNAL1L
GTGTGAGTGTGTGTGTG

>hsamiR421

ATCAACAGACATTAATTGGGCGC
>MIR2_Repetitive_sequence_Mammalia
TCATCAACAGACATTAATTGGGCGCCTGCTCTGTG
>LCK
TCATCAACAGACATTTATTGAACTCCTGATGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTG
>NAA11l
GAGTGTGTGTGTGTGAGTGTG

>hsamiR297

ATGTATGTGTGCATGTGCATG

>ERV1_N6_| _DR_ERV1_Danio_rerio
TGTATGTGTGCATGTGCATGTATGTGT

>SCARA3
TGTATGTGTGCATGTGCGTGTATGTGTGCATGTG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
GCTCACGCCTGTAATTCCAGCACTTTGGGAGGCTGAGGTGGGTGGATCACCTGAGGTCAGGAGTTCGAAACCAGC
CTGGCCAACATGGAGAAAC

>ZNF713
GCTCACGCCTATAATCCCAGCACTTTGGGAGGCCGAGGCGGGCAGATCACAAGGTCAGGAGTTCGAGACCAGCCT
AGTCAATATGGTGAAACCGTGTCTCTACTAAAAAATACAAAAAAAAAGTTAGCCAGGCGTGGTGGTACGCACCTG
TAGTCCCAGCTACTCGGGAGGCTGAAGCAGAAGAATCGCTGGAACCCAGGAGGTGGAGGTTGCTGTGAGCCGAG
ATCGCGCCATTGCACTCCAGCCTGGGTGGCAGAGCGAGACTCTGCCTCAAAAAAAAAAAAAAAAAAAAGTTTTAT
ACCATAAAACTTACAGGTGAGTAATTACAAGTTGTTGCCTATAGGCTTTCTTTCTTTTTTTTTTTTGAGACAGAGTCT
TGCTCTGTTGCCCAGGCTGGAGTACAGTGGCATGATCTCAGCTCACAGCAACCTCCACCTCCCATGTTCAAGTCATT




CTCATGCCTCAGTCTCCAGAGTAGCTGGGATTGCAGGTGTGCACCACCATGCCTGGATAAGGACTTCTGATTTTTT

AAAAAGTTTTATATCAGATTTGGAACATGACTCCAAATATAATCTCATTTGTAAAATAAATTATTTITTCTTTTTATA

ACCCCTCCTGGGAATGTAATATGCTGCTAGTTTAAGGTCTAAATTAATTTGGTTTCTACGCATTGAAAGTTTATGGC
CAGGCGCAGTGGCCCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGTGGGCGGATCACCTGAGGTTAGGAG
TTCGAGACCAGCCTGGCCAACATGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCTGGGCGTGGTGGT
G

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alulb
GGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCAGGCGGATGACCTGAGGTCAGGAATTCGAGA
CCAGCCTGGCCAATATGGTGAAACCCCATCTCTACTAAAAATACAAAAATTGGCCGGGTGTGGTGGCAGGCGCTT
GTAATCCCAGCAACTCAGGAGGCTGAGGCAGGAGAATTGCTTGAACCCGGGAGGTGGAGGTTGCAGTG
>SLC25A34
CTGGGCAACAAAGCGAGACTCCATCTCAAAAAAAAAGATGATGTTGGCTGAACTGCGGCCCCTGCAGAAGTGCAT

GTTGAAGTCCTACCCCCTAGTAGCTCAGGATGTGACTGTATATGGAGATAGGCTCTTGACAGAGATAATTAAGTTA
AAATTGGGCCAAGTGAGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCCAAGGCCAGTGGATCACTTGAG
GTCAGGAGTTCGAGACCAGTCTGGCCAACATGGCAAAACCCCATCTCTACTAAAGATACAAAAATTGGCCGGGTG
TGGTGGCACACACCTGTAATCCCAGCTACTCAGGAGGCTGGGGCAGGAGAATTGCTTGAACCTAGGAGGCCAAG

GTTGCAGTG

>hsamiR1255b2 3p

AACCACTTTCTTTGCTCATCCA

>TIGGER1
AGAAACCACTTTCTTTGCTCATCCATAAGGAGCAACTCCTTATCTG
>FNTA
AGAAACCACTTCTTTTGCTCATCCATAAGAAGCGACTCCTCATCTG

>hsamiR3118

TGTGACTGCATTATGAAAATTCT

>L1PA13_5
TAATCTCATATTTCTTGGATGTTTTGTTCATTCATTTTCCTTCTTTTTTCCCCCATTCTTGTCTGCCTGTTTTATTTCAGA
AAGCCAGTTTTCAAGCTCTGGGATTCTTTCCTCTGCTTGGTCTATTCTGCTGGGTGGTCTTGCACATGAGATGGAGC
TGGTTTGACCTCAGCCCTCCTTAGTCTGCTTGCCTCTCCCAGGACCCCAGCCTGGCCACACCTGCTTACAGGGCAAT
CTCAGGTGCCCACACACACTACAATAATTTTCATAATGCAATCACACATAATCACTATGTGACTGCATTATGAAAAT
TCTTGTAGTGTGCTTTTCAGCTCTATTAGGTCGGTTGTGTCTTCTTTATACTTGCTATTTTGTCTGTTAGCTCCTACAA
TGTGTTACAATGATTTTTAGCTCACTTGTATTGCATGACAACATACGTCTTTCACTCAGTGAACTTTGTTCCTACGCA
TATCCTGAACCCTGCTTGTATCATTCCAGACATCTCAGCCTCAGCCCAGTTCTGAACACTTGCTGGAGAGTTGATAC
AGTCATTTGGAGGAAAGAAAGCATGCTG

>POTEC
TAATCCCATATTTCTCGGATGTTTTGTTCATTCCCTTTCATTCTTTTTTCCCCCATTCTTGTTTGCCTGTTTTATTTCAGA

AAGCCAGTTTTCAAGCTCTGGGATTCTTTCCTCTTCTTGGTCTATTCTGTTAGATGGTCTTGCACATGAGATGGAGC
TGGTCTGACCTCAGCCCTCCCTAGTCTGCTTGCCTCTCCCAGGACCCCAGCCTGGCCACACCTGCTTACAGGGCACT
CTCAGGTGCCCACACATACTACAATAATATTCATAATGCAATCACACACAATCACCATGTGACTACATTATGAAAAT
TCTTCTAGTGTGATTTACAGCTCTGTCAGGTCAGTTATTTTCTTCTTTATACTCACTATTTTGTCTGTTAGTTCCTGCA
ATGTTTTACAATGATTTTTAGCTTCCTTGTATTGGATTACAACATACTTCTTTCACTCAATGAACTTTGTTCCTACCCA




TATCCTGAACTCTGCTTGTATCATTTCAGACATCTCAGCCTCAGCCCAGTTCTGAACACTTGCTGGAGAGTTGATGC
AGTCATTTGGAGAAAAGAAGGTATGCTG

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
GAAACCCCATCTCTACTAAAACCACAAAAATTAACCTGGTGGTGTGTTGGGCACCTGTAATCCCAGCTACTCGGTA
GGCTGAGGTAGGAGAATCGCTTGAACCCATGAGGTTGAGGCTGCAGTGAGCCAAGATCGTGCCACTGCACTTCA
GCCTG

>TRAPPC2
GAAACCCCGTCTCTACTAAAAACACAAAAATTAGCCAGGTGTGGTGGTGCATGCCTGTAATCCCAGCTACTCGGGA

GGCTGAAGAAGGAGAATTGCTTGAACCCAGGAGGTGGAGGTTGCAGTGAGCCAAGACTGTGCCACTGCACTCCA
GCCTG

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTACGTATG
>EVIS
ATATATATATATATATATATATG

>hsamiR3673

ATGGAATGTATATACGGAATA

>DNA_2 12 _DR_DNA_transposon_Danio_rerio
ATATATATATGGAATGTATATACGGAATATACATATGGAATATATATATATACGGAATATACATATGGAATATATAT
ATATACGGAATATATATATG

>ZNF571
ATATACATATGGAATATATATATGGAATACATATGTGGAATATATACATATATGGTATATGGAATATATACATATAT

GGAATACATATATG

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTACGTATG
>EVIS
ATATATATATATATGTACATATG

>hsamiR297
ATGTATGTGTGCATGTGCATG
>ERV1_N6_| _DR_ERV1_Danio_rerio
ACATATGTATGTATGTGTGCATG
>KLHL9
ACATATGTATGTATGTGTGCATG

>hsamiR1972
TCAGGCCAGGCACAGTGGCTCA
>AANU01178229.1 7254x6952 RF00100_7SK



GTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAGGAGTTCGAGAC
CAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGTGGCATGCACCTG
TAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTGC

>MEFV
AGGCCGGGCACAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGTGGATCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCTAACATGGTGAAACCCCCGTCTCTACTAAAAATACAAGAAAACCAGCCTGGTGT
GGTGGCACGCACCTGTAATCCCAGCTGCTCAGGAGGCTGAGGCAGGAGAATCGCTTGAACCTGGGAGGTGGAGG
TTGCAGTGAGCTGAGATCGTGCCACTGCACTCCAGCCTGGGCCACAGAGCAAGATTTGGTCTCAAAAAAAAAAAA
AAAAAATCATAGTTCATTAATCCAGGTACACAAATACTTCTATCCCAATCCAGTCTGCTTGCGTTTCTCTAGGCTTCC
CATATCCTCAAGACAGAAGCAGAGAGAACAAGGGGACATATATCCTTGCCGTGGGGTTCTGAGGGAAAATGAGG
GCCAAATCTTCTGTTCAGGAGCACCTGAGAGTGCCACCCACCAGGGGCGGATTATGCAACGACTCCGTACTTCCTC
CTCTGAAATCCATG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAGGAGTTCGAGAC
CAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGTGGCACGCAGCT
GTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTGC

>MEFV
AGGCCGGGCACAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGTGGATCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCTAACATGGTGAAACCCCCGTCTCTACTAAAAATACAAGAAAACCAGCCTGGTGT
GGTGGCACGCACCTGTAATCCCAGCTGCTCAGGAGGCTGAGGCAGGAGAATCGCTTGAACCTGGGAGGTGGAGG
TTGCAGTGAGCTGAGATCGTGCCACTGCACTCCAGCCTGGGCCACAGAGCAAGATTTGGTCTCAAAAAAAAAAAA
AAAAAATCATAGTTCATTAATCCAGGTACACAAATACTTCTATCCCAATCCAGTCTGCTTGCGTTTCTCTAGGCTTCC
CATATCCTCAAGACAGAAGCAGAGAGAACAAGGGGACATATATCCTTGCCGTGGGGTTCTGAGGGAAAATGAGG
GCCAAATCTTCTGTTCAGGAGCACCTGAGAGTGCCACCCACCAGGGGCGGATTATGCAACGACTCCGTACTTCCTC
CTCTGAAATCCATG

>hsamiR548m
CAAAGGTATTTGTGGTTTTTG
>MADE1
CAAAGGTATTTGTGG
>TMEM132D
CAAAGGTATTTGTGG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
AGTGTGTGTGTATGTGTGTGTGTGTGAGAGAGAGAGAGAGTGTGTGTGTGTTGGGGGGGGAGAGAGAGAGAGA
GCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAG
GCAAGTCAGGGAGAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAG

AAACTGGTGTCAATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGAC



ATCAATACAATATTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTG
AGAGAGCAATCAAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGT
GTTTGAAGAGAGGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCTGTGG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGAGAGAGAGAGAGAGTGTGTGTGTGTTGGGGGGGGAGAGAGAGAGAGAGCGTGTGTGTGT
GTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCAGGGA
GAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGTGTCA
ATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATACAATA
TTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGCAATC
AAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAAGAGA
GGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCTGTGG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCA
GGGAGAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGT
GTCAATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATAC
AATATTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGC
AATCAAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAA
GAGAGGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCTGTGG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGT
CAGGGAGAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTG
GTGTCAATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAAT
ACAATATTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGA
GCAATCAAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGA
AGAGAGGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCTGTGG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT



>AR
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAA

GTCAGGGAGAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAAC
TGGTGTCAATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCA
ATACAATATTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGA
GAGCAATCAAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTT
GAAGAGAGGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCTGTGG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGC
AAGTCAGGGAGAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAA
ACTGGTGTCAATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACAT
CAATACAATATTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGA
GAGAGCAATCAAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTG
TTTGAAGAGAGGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCTGTGG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GAGTGTGTGTGTGTTGGGGGGGGAGAGAGAGAGAGAGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTT

AGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCAGGGAGAGTCCTTCTGACTCTCACATGTGTG
TTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGTGTCAATATGGAAGCTATGGAGCAGAGAGA
GAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATACAATATTTGAGTCTGGCTTGGGAGAAGAAT
GAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGCAATCAAGGAGTGTGGCTACAGTAAGGCTA
GATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAAGAGAGGGGTTGGCTGGCTTCTTCTCCTGGA
GAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCTGTGG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCAGGGAGAG

TCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGTGTCAATAT
GGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATACAATATTTG
AGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGCAATCAAGG
AGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAAGAGAGGGG
TTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCTGTGG



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCAGGGAG
AGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGTGTCAA
TATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATACAATAT
TTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGCAATCA
AGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAAGAGAG
GGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCTGTGG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCAGGGA

GAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGTGTCA
ATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATACAATA
TTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGCAATC
AAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAAGAGA
GGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCTGTGG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AR
GTGTGTGTGTGTGTGTGTGTGTGTGTTTAGACAGACTGGAGAAGGTGGGAAAGACAGGCCCCAGGCAAGTCAGG
GAGAGTCCTTCTGACTCTCACATGTGTGTTTCCCTGGCTTCACAGACTCCACTTCTCCACTAGAAAGAAACTGGTGT
CAATATGGAAGCTATGGAGCAGAGAGAGAACAAGATATTCCAAACTCTAAGTGATTCTTCTTTGACATCAATACAA
TATTTGAGTCTGGCTTGGGAGAAGAATGAGAGGCTTACAACTGATGAAGAGAAGCATGTGATGTGAGAGAGCAA
TCAAGGAGTGTGGCTACAGTAAGGCTAGATGTAAGAGGGAAAGTCGGACTGTAGTCTCTCAGTGTGTTTGAAGA
GAGGGGTTGGCTGGCTTCTTCTCCTGGAGAAGCAGAAATCTGGTCCTTGTTTACTGAACTTCTGTGG

>hsamiR1285 5p

GATCTCACTTTGTTGCCCAGG

>Alu)
CTCACTTTGTTGCCCAGGCTGGTCTCAAACTCCTGGTCTGG
>C90rf100
CTCACTGTGTTGCCCAGGCTGGTCTTGAACTCCTGGGCTGG

>hsamiR1285 5p
GATCTCACTTTGTTGCCCAGG
>Alu)



TCTCACTTTGTTGCCCAGGCTGG
>FAMS83E
TCTCACTGTGTTGCCCAGGCTGG

>hsamiR1285 5p
GATCTCACTTTGTTGCCCAGG
>Alu)
TCTCACTTTGTTGCCCAGGCTGG
>ECHDC1
TCTCACTCTGTTGCCCAGGCTGG

>hsamiR1285 5p
GATCTCACTTTGTTGCCCAGG
>Alu)
TCTCACTTTGTTGCCCAGGCTGG
>CD8B
TCTCACTCTGTTGCCCAGGCTGG

>hsamiR1285_5p
GATCTCACTTTGTTGCCCAGG
>Alu)
TCTCACTTTGTTGCCCAGGCTGG
>CA5B
TCTCACTCTGTTGCCCAGGCTGG

>hsamiR708 5p
AAGGAGCTTACAATCTAGCTGGG
>L2_Platlr
CTGCCCTCAAGGAGCTTACAATCTAGCTGG
>WDYHV1
CTGCCCTCAAGGAACTTACAATGTAGCTGG

>hsamiR1285 5p

GATCTCACTTTGTTGCCCAGG

>Alu)
TTTGTAGAGATAGGATCTCACTTTGTTGCCCAGGCTGGTCTCAAACTCCTGG
>ZFP42
TTTGTAGAGACAGGATCTCACTATGTTGCCCAGGCTGGTCTGGAACTCCTGG

>hsamiR1285 5p

GATCTCACTTTGTTGCCCAGG

>Alu)
CCTCAGCCTCCCAAGTAGTTGGGACTACAGGCATATGCCACCACACCCAGCTAATTTTTTTATTATTTGTAGAGATA
GGATCTCACTTTGTTGCCCAGGCTGGTCTCAAACTCCTGG

>FAMB83E
CCTCAGCCTCCTGCGTAGCTGGGACCACAGGCGTGCGCCACCACACCCAACTAATTTGTTTTTTTAATTGTAGAGAT

GGGGTCTCACTATGTTGCCCAGGCTGGTCTCCAACTCCTGG



>hsamiR1285 5p

GATCTCACTTTGTTGCCCAGG

>Alu)
ATCATAGCTCAGTGCAGCTGCAAACTCCTAGGCTCAGGCAGTCCTCCTGCCTCAGCCTCCCAAGTAGTTGGGACTA
CAGGCATATGCCACCACACCCAGCTAATTTTTTTATTATTTGTAGAGATAGGATCTCACTTTGTTGCCCAGGCTGGT

CTCAAACTCCTGG

>CYP27C1
ATCACAGCTCACTGCAGCCTCAACCTCCCAGACTTAAGCAATCCTCCAGCCTCAGCCTCCCAAATAGCTAGGACTAC
AGGCATGCACCACCACACTCAGCTAAGTTTTTTGATTTTTAGTAGACAGGATCTCACTGTGTTGCCCAAGCTTGTCT
CAAACTCCTGG

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alulb
GAGACCAATCTGGGCAACAAAGTGAGACCTCCGTCTCTACAAAGAATACAAAAATTAGCTGGG
>GRM6
GAGACCAGCCTGGGCAACATAGTGAGACCTCGTCTCTACAAAAAATAAAACATTAGCTGGG

>hsamiR3676_5p
AGGAGATCCTGGGTT
>tRNA-Thr-ACY_
ACAGGAGATCCTGGG
>DDX198B
ACAGGAGATCCTGGG

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
GAGGTTGAGGCTGCAGTGAGCCAAGATCGTGCCACTGCACTTCAGCCTGGG
>ENTPD1
GAGGTCGAGGCTGCAGTGAGCCATGATCATGCCACTGCATTCCAGCCTGGG

>hsamiR708 5p
AAGGAGCTTACAATCTAGCTGGG
>L2_Platlr
CCTCAAGGAGCTTACAATCTAGCTGGGG
>NNAT
CCTCCAGGAGCTTACAATCTAGCTGGGG

>hsamiR1202
GTGCCAGCTGCAGTGGGGGAG
>MER52A
CCAGCTGCAGTGGGGG

>LFNG

CCAGCTGCAGTGGGGG

>hsamiR548i
AAAAGTAATTGCGGATTTTGCC



>MADE1
TTGGTGCAAAAGTAATTGCGG
>SRSF12
TTGGCGCAAAAGTAATTGCGG

>hsamiR548i
AAAAGTAATTGCGGATTTTGCC
>MADE1
TAGGTTGGTGCAAAAGTAATTGCGG
>SRSF12
TAGGTTGGCGCAAAAGTAATTGCGG

>hsamiR548i
AAAAGTAATTGCGGATTTTGCC
>MADE1
TAGGTTTGTGCAAAAGTAATTGCGG
>SRSF12
TAGGTTGGCGCAAAAGTAATTGCGG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAGTTAGCCGGGCGTGGTGGTGGGGGCCTGTGGTCCCAGCTACTTTGGAGGCTGAGG
>ADAMTS4
AAAAATTAGCCGGGCGTGGTGGTAGGTGCCTATAATCTCAGCTACTCGGGAGGCTGAGG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGG

>S1PR2
AGGCCGGGCACAGTGGCTCACGCCTGTAATCCCAGCAATTGGGGAGGCCGAGGCGGGCGGATCACTTGAGGTCA

GGAGTTTGAGACCAGCCTGGCCAACGTAGTGAAACCCTGTCTCTACTAAAAATACAAAAATTAGCCAGACATGGT
GGCAGGTGCCTGTAGTCCCAGCTACTCGAGAGGCTGAAGCAGGAGAATCGCTTGAACCCGGGAGG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGG

>S1PR2
AGGCCGGGCACAGTGGCTCACGCCTGTAATCCCAGCAATTGGGGAGGCCGAGGCGGGCGGATCACTTGAGGTCA

GGAGTTTGAGACCAGCCTGGCCAACGTAGTGAAACCCTGTCTCTACTAAAAATACAAAAATTAGCCAGACATGGT
GGCAGGTGCCTGTAGTCCCAGCTACTCGAGAGGCTGAAGCAGGAGAATCGCTTGAACCCGGGAGG



>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
TAAAAAAAGAAAAATTAGTCCAGCGTGGTGGTGGGTGCCTGTGGTCCCAGCTACTTGGGAGGCTGAGGTGGGAG
GATTGCTGGAGCCCAGG

>ADAMTS4
TAAAAATACAAAAATTAGCCGGGCGTGGTGGTAGGTGCCTATAATCTCAGCTACTCGGGAGGCTGAGGCAGGAG

AATTGCTGGAACCCAGG

>hsamiR1285 5p

GATCTCACTTTGTTGCCCAGG

>Alu)
AGTCTCACTCTTTTGCCCAGGCTGGAGTGCAGCGGCACCATCATAGCTCAGTGCAGCTGCAAACTCCTAGGCTCAG
GCAGTCCTCCTGCCTCAGCCTCCCAAGTAGTTGGGACTACAGG

>CD8B
AGTCTCACTCTGTTGCCCAGGCTGGAGTGCAGTGGTACCATCATAGCTCACTGCAGCCTTGAACTCCTGGGCTCAA

GTGATCCTCCTGCTTCAGCCTCCCGAGTAGCTGTGACTACAGG

>hsamiR548a_5p
AAAAGTAATTGCGAGTTTTACC
>MADE1
GGTGCAAAAGTAATTGCG
>KATNAL1L
GGTGCAAAAGTAATTGCG

>hsamiR548a_5p
AAAAGTAATTGCGAGTTTTACC
>MADE1
GGTGCAAAAGTAATTGCG
>HLA-DMB
GGTGCAAAAGTAATTGCG

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
GGCTGGGGCCGGGGCCG

>FURIN

GGCTGGGGCCGGGGCCG

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
GGGCTGGGGCCGGGGCCG

>STARDS8

GGGCTGGGGCCGGGGCCG

>hsamiR566
GGGCGCCTGTGATCCCAAC



>GarnAlul
AAAAATAAGCTGGGTGTGGTGGCTGACGCCTGTAATCCCAGCTAGTCAGGAGGCTGAGACAGGAGAATCGCTTG
AACCCAGCAGATGGAGGTTGCAGTGAGCCG

>DENR
AAAAATTAGCTGGGCGTGGTGGCGGGCGCCTGTAATCCCACCTACTTGGGAGGCTGAGGCAGGAGAATCACTTG

AACCCGGGAGGCGGAGGTTGCAGTGAGCCG

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GGTGTGGTGGCTGACGCCTGTAATCCCAGCTAGTCAGGAGGCTGAGACAGGAGAATCGCTTGAACCCAGCAGAT
GGAGGTTGCAGTGAGCCG

>CCDC113
GGTGTGGTGGTGGGCGCCTGTAATCCCAGCTACTGGGGAGGCTGAGGTAGGAGAATCGCTTGAACCCAGGAGGA

GGAGGTTGCAGCGAGCCG

>hsamiR1255a
AGGATGAGCAAAGAAAGTAGATT

>TIGGER1
GTTGCTTCTCAAGGATGAGCAAAGAAAGTAG
>PYROXD1
GTTGTTTCTCATGGATGAGCAAAGAACGTAG

>hsamiR708 5p
AAGGAGCTTACAATCTAGCTGGG
>L2_Platlr
CTGCCCTCAAGGAGCTTACAATCTAG
>GRIA4
CTGCCCTCAAGGAGCTTACAGTCTAG

>hsamirl5la_5p
TCGAGGAGCTCACAGTCTAGT
>L2_Platlo/MdoRepl_SINE_Metatheria
CCTGCCCTCGAGGAGCTCACAGTCTAG
>MBD2
CCTGCCCTCATGGAGCTCACAGTCTAG

>hsamirl5l1a_5p
TCGAGGAGCTCACAGTCTAGT
>L2_Platlo/MdoRepl_SINE_Metatheria
CCTGCCCTCGAGGAGCTCACAGTCTAG
>N4BP1
CCTGCCCACGAGGAGCTCACAGTCTAG

>hsamiR708 5p
AAGGAGCTTACAATCTAGCTGGG
>L2_Platlr
CTGCCCTCAAGGAGCTTACAATCTAG



>GTF3C4
CTGCCCTTGAGGAGCTTACAATCTAG

>hsamiR708 5p
AAGGAGCTTACAATCTAGCTGGG
>L2_Platlr
TGCCCTCAAGGAGCTTACAATCTAG
>KPNA4
TGCCCTTAAGGAGCTTACAATCTAG

>hsamiR708 5p
AAGGAGCTTACAATCTAGCTGGG
>L2_Platlr
CTGCCCTCAAGGAGCTTACAATCTAG
>SON
CTGCTCTCAAGGAGCTTACAATCTAG

>hsamiR708 5p
AAGGAGCTTACAATCTAGCTGGG
>L2_Platlr
CTGCCCTCAAGGAGCTTACAATCTAG
>DLC1
CTGCCCTCAAAGAGCTTACAATCTAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAG
>AL020996.1
GTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAG
>BTBD9
GTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTG
>AL020996.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR



GTGTGAGTGTGTGTGTGTGAGTGTGTG
>BTBD9
GTGTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL020996.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>BTBD9
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL020996.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>BTBD9
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL020996.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>BTBD9
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT



>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL020996.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>BTBD9
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AL020996.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>BTBD9
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>AL020996.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>BTBD9
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAGTTAGCCGGGCGTGGTGGTGGGGGCCTGTGGTCCCAGCTACTTTGGAGGCTGAGGTGGAAGGATCACCTG
AGCCCAGGAGGTGGAGGCTGCAGTAAGCTTAGATTGCAGCACTGCGGTCCAGCCTGGGTGACAGAGTGAG
>RBM7
AAAAATTAGCCAGGCGTGGTGGTGGGTGCCTGTAATTCCAGCTACTCGGGAGGCTGAGGTGAGAGAATCACTGG

AACCCAGGAGGCGGAGGTAGCAGTGAGCTGAGATTGTGCCACTCTACTCCAGCCTGGGTGACAGAGTGAG



>hsamiR1304_5p
TTTGAGGCTACAGTGAGATGTG
>ALU_SINE1_7SL_Primates
CACTTGAGCCCAGCGGTTTGAGGCTACAGTGAG
>DPY30
CACTTGAGCCCAGGAGGTCGAGGCTACAGTGAG

>hsamiR340_5p
TTATAAAGCAATGAGACTGATT
>MARNA
TTATAAAGCAATGAG

>ZNF514

TTATAAAGCAATGAG

>hsamiR1246
AATGGATTTTTGGAGCAGG
>MLT1IM
GAATGGATTTTTGGAG
>LZTFL1
GAATGGATTTTTGGAG

>hsamiR3934
TCAGGTGTGGAAACTGAGGCAG
>MIR

GGAAACTGAGGCAGGAG
>TMEM170A
GGAAACTGAGGCAGGAG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAATTAGTCCAGCGTGGTGGTGGGTGCCTGTGGTCCCAGCTACTTGGGAGGCTGAGGTGGGAGGATTGCTGG
AGCCCAGGAG

>RBM7
AAAAATTAGCCAGGCGTGGTGGTGGGTGCCTGTAATTCCAGCTACTCGGGAGGCTGAGGTGAGAGAATCACTGG

AACCCAGGAG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAGTTAGCCGGGCGTGGTGGTGGGGGCCTGTGGTCCCAGCTACTTTGGAGGCTGAGGTGGAAGGATCACCTG
AGCCCAGGAGGTGGAGGCTGCAGTAAGCTTAGATTGCAGCACTGCGGTCCAGCCTGGGTGACAGAG

>PNMA2
AAAAATTAGCTGGGCGTGGTGGTGGGTGCCTGTAATCCCAGCTACTCGGGAGGCTGAGGCACGAAATCGCTTGA

ACCTGGGAGGCGGAGGTTGCAGTGAGCTGAGATTGCACCACTGCACTCCAGCCTGGGTGATAGAG

>hsamiR1972
TCAGGCCAGGCACAGTGGCTCA



>AANUO01178229.1_7254x6952_RF00100_7SK
TTCAGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGT
CAGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGT
GGTGGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGA
TTGCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAG

>NOL9
TTCAGGCCAGGCGCAGTGGCTCACGCCTGTAATCCCAGCACTTTCGGAGGCCAAGGCGGGCGGATCACGAGGTC

AGGAGTTCGAGACCAGCCTGACCAACATGGTGAAACCCTGTCTCTACTAAAAATACAAAAATTAGCTGGGCGTGG
TGGCATACGCCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATCGCTTAAACCTGGGAGGCGGAAGTT
GCAGTGAGCCGAGATCACTCCACTGCACCCCAGCCTGGGCGACAGAG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952 RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATT
GCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAG

>MEFV
AGGCCGGGCACAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGTGGATCACCTGAGGTCA

GGAGTTCGAGACCAGCCTGGCTAACATGGTGAAACCCCCGTCTCTACTAAAAATACAAGAAAACCAGCCTGGTGT
GGTGGCACGCACCTGTAATCCCAGCTGCTCAGGAGGCTGAGGCAGGAGAATCGCTTGAACCTGGGAGGTGGAGG
TTGCAGTGAGCTGAGATCGTGCCACTGCACTCCAGCCTGGGCCACAGAG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATT
GCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAG

>MEFV
AGGCCGGGCACAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGTGGATCACCTGAGGTCA

GGAGTTCGAGACCAGCCTGGCTAACATGGTGAAACCCCCGTCTCTACTAAAAATACAAGAAAACCAGCCTGGTGT
GGTGGCACGCACCTGTAATCCCAGCTGCTCAGGAGGCTGAGGCAGGAGAATCGCTTGAACCTGGGAGGTGGAGG
TTGCAGTGAGCTGAGATCGTGCCACTGCACTCCAGCCTGGGCCACAGAG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATT
GCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAG

>ZNF805
AGGCCAGGCACAGTGGCTCACACCTGTAATCCCAGCACTTCGGGAGGCCGAGGCAGGTGGATCACCAGATCAGG

AAATCGAGACCATCCTGGCTAACACAGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCATGGTG



GCGGGCACCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCATGAACCCGGGAGGCAGAGCTTG
CAGTGAGCAGAGATCGCGCCACTGCACTCCAGCCTGGGCAACAGAG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATT
GCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAG

>ZNF805
AGGCCAGGCACAGTGGCTCACACCTGTAATCCCAGCACTTCGGGAGGCCGAGGCAGGTGGATCACCAGATCAGG

AAATCGAGACCATCCTGGCTAACACAGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCATGGTG
GCGGGCACCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCATGAACCCGGGAGGCAGAGCTTG
CAGTGAGCAGAGATCGCGCCACTGCACTCCAGCCTGGGCAACAGAG

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
CCTGTAATCCCAGCTACTCGGTAGGCTGAGGTAGGAGAATCGCTTGAACCCATGAGGTTGAGGCTGCAGTGAGCC
AAGATCGTGCCACTGCACTTCAGCCTGGGTGACAAGAG

>TAF8
CCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATCCCTTGAACCCAGGAGGTGGAGGTTGCAGTGAGC

CGAGATCACGCCATTGCACTCCAGCCTGGGCGATAAGAG

>hsamir601
TGGTCTAGGATTGTTGGAGGAG
>LTR96_MD
ATTGTTGGAGGAGTCAG
>RUNX1T1
ATTGTTGGAGGAGTCAG

>hsamiR1285 5p
GATCTCACTTTGTTGCCCAGG

>Alul
TTTTCTTTTTCTTTCCTTTTTTTTTTTTCCTTGGGACACAGTCTCACTCTTTTGCCCAGGCTGGAGTGCAG
>CA5B
TTTTCTTTTCTTTTCTTTTTTTTTTTTTATTAGACACAGAGTCTCACTCTGTTGCCCAGGCTGGAGTGCAG

>hsamiR1304_3p

TCTCACTGTAGCCTCGAACCCC
>ALU_SINE1_7SL_Primates
CACATCTCACTGTAGCCTCGAACCCCTGGGCTCAAG
>ZFP42
CACAGCTCACTGTAGCCTCAAACTCCTGGGCTCAAG

>hsamiR548x_3p
TAAAAACTGCAATTACTTTC



>MADE1
AAAAACTGCAATTACTTTCACACCAATCTTAATATTTC
>HLA-DMB
AAAAACTGCAATTACTTTTGCACCAACCTAAATATTTC

>hsamiR376a_3p

ATCATAGAGGAAAATCCACGT

>CER15_| _CE_LTR_Retrotransposon_Caenorhabditis_elegans
AGGAAAATCCACGTTTTC

>CDR1

AGGAAAATCCACGTCTTC

>hsamiR1304_3p

TCTCACTGTAGCCTCGAACCCC
>ALU_SINE1_7SL_Primates
CTCACTGTAGCCTCGAACCCCTGGGCTCAAGTGATTC
>Cllorf54
CTCACTGTAGCCTCCAACTTCTGGGCTCAAGTGATTC

>hsamiR1304_3p

TCTCACTGTAGCCTCGAACCCC
>ALU_SINE1_7SL_Primates
CTCACTGTAGCCTCGAACCCCTGGGCTCAAGTGATTC
>ERN2
CTCACTGCAGCCTCGAACTCCTGGGCTCAAGTGATTC

>hsamiR548n

CAAAAGTAATTGTGGATTTTGT

>MADE1
TAGGTTGGTGCAAAAGTAATTGTGGATTTTGTC
>MTMR6
TAGGTTGGTGCAAAAGTAATTGCGGTTTTTGTC

>hsamiR548|

AAAAGTATTTGCGGGTTTTGTC

>MADE1
GTATTAGGTTGGTGCAAAAGTATTTGCGGGTTTTGTC
>MTMR6
GTATTAGGTTGGTGCAAAAGTAATTGCGGTTTTTGTC

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGTC
>ARHGEF9
GTGTGTGTGTGTGTGTGTGTGTGTGTGTC

>hsamiR574_5p



TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGTC
>NMNAT2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTC

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGTC
>RALGAPB
GTGTGTGTGTGTGTGTGTGTGTGTGTGTC

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGTC
>CYLC2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTC

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGTC
>CREB3L2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTC

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGTC
>PPP2R1B
GTGTGTGTGTGTGTGTGTGTGTGTGTGTC

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGTC
>|GF1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTC

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGTC
>KATNAL1L
GTGTGTGTGTGTGTGTGTGTGTGTGTGTC



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGTC
>CHRDL1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTC

>hsamiR3200_3p
CACCTTGCGCTACTCAGGTCTG
>LTR16D2
CTACTCAGGTCTGCTC
>SEC16A
CTACTCAGGTCTGCTC

>hsamiR3150a_3p
CTGGGGAGATCCTCGAGGTTGG
>GRANDE1_ZD |
GCTGGGGAGATCCTC

>PDE1B

GCTGGGGAGATCCTC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATT
GCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGACTC

>WNK4
AGGCCAGGCACGGTGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCCGAGGAGGGCGGATCACGAGGTCAGG
AGATCGAGACCAGCCTGGCTAACACGGTGAAACCCTGTCTCTACTAAAAATACAAAAAAAATTAGCCGGGTGTGG
TGGCGAGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGGGACAGGAGAATGGCGTGAACCCGGGAGGCGGAGCT
TGCAGTGAGCCGAGATCGTGCCACTGCACTCCAGCCTGGGCGACAGAGTGAGACTC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATT
GCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGACTC

>HCAR1
AGGCCAGGCACGGTGGCTCACGCCTGTGATCCCACCACTTTGGGAGGCCAAGGCAGGCGGATCACCTGAGGTCA

GGAGCTCGAGACCAGCCTGGCCAACATGGCAAAACCCTGTCTCTACTAAAAATACAAAAATTAGCCGGGTGTGTT
GGCTGGCGCCTCTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATTGCTTGAACCCGGGAGGCAGAGGTTG
CAGTGAGCCGAGACTGTGCCACTGCACTCCAGCCTGGGACACAGAGTGAGACTC



>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATT
GCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGACTC

>0R7D2
AGGCCAGGCACAGTGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCCGAGGTGGGCGTATCACCTGAGGTCA

GGAGTTCAAGACCAGCCTGGCCAACATGGTGAAACCCTGTCTCTACTAAAAATAGAAGAATTAGCTGGGTGGGGT
GGCAGGTGCCTGTAGTCCCAGCTACTCAGGAGGTTGAGGCAGGAGAATCGCTTGAACCTGGGAGGTGGAGGTTG
CAGTGAGATGAGATCGCGCCACTGCACTCCAGCCTGGGCAACAGAGTGAGACTC

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
GGGCTTGGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTC
GAGACCAGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCG
CCTATAATCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGC
CAAGATTGCGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTC

>RP11-644F5.10.1
GGGCGTGGTGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCTGAGGTGGGCGGATCACGAGGTCAGGAGTTT

GAGACCAACCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAAAATAAGCCAGGCATGGTGGCGCAT
GCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATCGCTTGAACCCCGGGGGTGGAAATTGTGGTGAG
CCAAGATCGCGCCACTGCACTCCAGCCTGGCGACAGAGCAAGACTC

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
TGGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTCGAGACC
AGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCGCCTATAA
TCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATT
GCGCCACTGCACTCCAGCCTGGGCGACAA

>RP11-644F5.10.1
TGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCCGGGTCGGGTGGATCACCTGAGGTCAGGAGTTCAAAA

CCAGCCTGGCCAACATGGTATAACTCCATCTCTACTAAAAATACAAAAAAATTAGCTGGGAGTGGTGGCACGTGCC
TGTAAGCCCAGCTAATCGGGAGGCTGAGGCAGGAGAATCACATGAACCTGAGAGGCAGGGGTTGCAGTGAGCT
GAGATCTCGCCATTGCACTCCAGCCTAGGCAACAAGAGCAAAACGCTTAAAAAAAAAAAAACAAAAAAAAACTCA
GGCCCTACTCCCGTTGTCCTCATCATGTCTCCTTTGTGCTCCCACGGAACTTTGAACCTTATTGTTTAAAGACGAGA
GGCAAGGCCGGGCGTGGTGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCTGAGGTGGGCGGATCACGAGGT
CAGGAGTTTGAGACCAACCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAAAATAAGCCAGGCATG
GTGGCGCATGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATCGCTTGAACCCCGGGGGTGGAAAT
TGTGGTGAGCCAAGATCGCGCCACTGCACTCCAGCCTGGCGACAGAGCAAGACTC

>hsamiR1273a
GGGCGACAAAGCAAGACTCTTTCTT



>AluS
GGTCAGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCG
TGGTGGCGCTCGCCTATAATCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAG
GTTGCAGTGAGCCAAGATTGCGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTC

>TMEM170A
GGTCAGGAGATTGAGACCATCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCTGGG

CATGGTGGTGGACGTCCGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCA
GAGCTTGCAGTGAGCCGAGATCATGCCACTGCACTCCAGCCTGGGCGACAGAGCAAGACTC

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
GGCTGGGCTTGGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGA
GTTCGAGACCAGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCG
CTCGCCTATAATCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTG
AGCCAAGATTGCGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTC

>FAMS83G
GGCTGGGCACGGTGGCTCACGCTTGTAATCCCAGCACTTTGGGAGGTCGAGGCGGGCGATCACGAGGTCAGGAG

ATCAAGACCATCCTGGCTAACAAGGTGAAACCTCGTCTCTATTTTAAAAATACAAAAAATTAGCCGGGCGTGGTGG
CAGGCGCCTGTTGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGAGGCGGAGCTTGCAG
TGAGCCGAGATCGCACCACTGCACTCCAGCCTGGGCGACAGAGCAAGACTC

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
AGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAAC
CCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCGCCTATAATCCCAGCTACTCAGCGGGCTGA
GGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATTGCGCCACTGCACTCCAGCCTGG
GCGACAAAGCAAGACTC

>SAR1B
AGCACTTTGGGAGGCTGAGGCAGGTGGATCACGTGAGGTCAGAAGTTCGACAAGCCTGGACAACATGGTGAAAC

CCTGTCTCTACTAACAATACAAATATTAGCCAGCTGTGGTGGCGCACGCCTGTAATCCAAGCTACTTGGAAGGTTG
AGGCAGGAGAATCACTTGAAGCTGGGAGGTGGAGGTTGCAGTGAGTGGAGATCACACCACTGCACTCCAGCCTG
GGTGACAAAGCAAGACTC

>hsamiR548g 5p
TGCAAAAGTAATTGCAGTTTTTG
>MADE1
GCAAAAGTAATTGCAGTTTTTGC
>ANKRD5
GCAAAAGTAATTGCGGTTTTTGC

>hsamiR548i
AAAAGTAATTGCGGATTTTGCC
>MADE1
GCAAAAGTAATTGCGGATTTTGC
>ANKRD5



GCAAAAGTAATTGCGGTTTTTGC

>hsamiR548x_5p
TGCAAAAGTAATTGCAGTTTTTG
>MADE1
GCAAAAGTAATTGCAGTTTTTGC
>ANKRD5
GCAAAAGTAATTGCGGTTTTTGC

>hsamiR548g _5p
TGCAAAAGTAATTGCAGTTTTTG
>MADE1
GTGCAAAAGTAATTGCAGTTTTTGC
>KATNAL1L
GTGCAAAAGTAATTGCGGTTTTTGC

>hsamiR548x_5p
TGCAAAAGTAATTGCAGTTTTTG
>MADE1
GTGCAAAAGTAATTGCAGTTTTTGC
>KATNAL1L
GTGCAAAAGTAATTGCGGTTTTTGC

>hsamiR548g_5p
TGCAAAAGTAATTGCAGTTTTTG
>MADE1
GTGCAAAAGTAATTGCAGTTTTTGC
>HLA-DMB
GTGCAAAAGTAATTGCGGTTTTTGC

>hsamiR548x_5p
TGCAAAAGTAATTGCAGTTTTTG
>MADE1
GTGCAAAAGTAATTGCAGTTTTTGC
>HLA-DMB
GTGCAAAAGTAATTGCGGTTTTTGC

>hsamiR548k
AAAAGTACTTGCGGATTTTGCT
>MADE1
TGGTGCAAAAGTACTTGCGGATTTTGC
>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTGC

>hsamiR548k

AAAAGTACTTGCGGATTTTGCT

>MADE1
TGTTAGGTTGGTGCAAAAGTACTTGCGGATTTTGC



>KATNAL1
TGTTAGGCTGGTGCAAAAGTAATTGCGGTTTTTGC

>hsamiR548i
AAAAGTAATTGCGGATTTTGCC
>MADE1
TTGGTGCAAAAGTAATTGCGGATTTTGC
>ANKRD5
TTGGAGCAAAAGTAATTGCGGTTTTTGC

>hsamiR548i
AAAAGTAATTGCGGATTTTGCC

>MADE1
AGGTTGGTGCAAAAGTAATTGCGGATTTTGC
>ANKRD5
AGGTTGGAGCAAAAGTAATTGCGGTTTTTGC

>hsamiR548i
AAAAGTAATTGCGGATTTTGCC
>MADE1
GTGCAAAAGTAATTGCGGATTTTGC
>ZNF154
GTGCAAAAGTAATTGCCGTTTTTGC

>hsamiR548q
GCTGGTGCAAAAGTAATGGCGG
>MADE1
GTGCAAAAGTAATGGCGGTTTTTGC
>ZNF154
GTGCAAAAGTAATTGCCGTTTTTGC

>hsamiR548d_5p
AAAAGTAATTGTGGTTTTTGCC

>MADE1
AGGTTGGTGCAAAAGTAATTGTGGTTTTTGC
>ZNF154
AGGTTAGTGCAAAAGTAATTGCCGTTTTTGC

>hsamiR548i
AAAAGTAATTGCGGATTTTGCC

>MADE1
AGGTTGGTGCAAAAGTAATTGCGGATTTTGC
>ZNF154
AGGTTAGTGCAAAAGTAATTGCCGTTTTTGC

>hsamiR548i
AAAAGTAATTGCGGATTTTGCC
>MADE1



AGGTTTGTGCAAAAGTAATTGCGGATTTTGC
>ZNF154
AGGTTAGTGCAAAAGTAATTGCCGTTTTTGC

>hsamiR548w
AAAAGTAACTGCGGTTTTTGCCT

>MADE1
AGGTTGGTGCAAAAGTAACTGCGGTTTTTGC
>ZNF154
AGGTTAGTGCAAAAGTAATTGCCGTTTTTGC

>hsamiR548x_5p
TGCAAAAGTAATTGCAGTTTTTG

>MADE1
AGGTTAGTGCAAAAGTAATTGCAGTTTTTGC
>ZNF154
AGGTTAGTGCAAAAGTAATTGCCGTTTTTGC

>hsamiR548g_5p
TGCAAAAGTAATTGCAGTTTTTG
>MADE1
GTGCAAAAGTAATTGCAGTTTTTGC
>CDC27
GTGCAAAAGTAATTGCAGGTTTTGC

>hsamiR548x_5p
TGCAAAAGTAATTGCAGTTTTTG

>MADE1
TATTAGGTTAGTGCAAAAGTAATTGCAGTTTTTGC
>CDC27
TATTAAGTTGGTGCAAAAGTAATTGCAGGTTTTGC

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1

CAAAACTGGCAATTACTTTTGCACCAA

>CD38
GCATTTGTTGGAAGAGAATATAAACTACTATTAGTTTGGTATGAAAGGCCTAGAAGGAAAAAGCACATGAATTTT

GGAGTTGGACAGAGTTGAGTTCAAATTCAGTCTCTAGCTTGATACTAAATGTAGGACTTACGGTAAATTATTAGGT
TGGTTCAAAAATAATTGTGGTTTTGCCATTCCTTTCGGTGGCAAAACTTGCAATTACTTTTGC

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
GCAAAACTGGCAATTACTTTTGCACCAA
>CD38



GCATTTGTTGGAAGAGAATATAAACTACTATTAGTTTGGTATGAAAGGCCTAGAAGGAAAAAGCACATGAATTITT
GGAGTTGGACAGAGTTGAGTTCAAATTCAGTCTCTAGCTTGATACTAAATGTAGGACTTACGGTAAATTATTAGGT
TGGTTCAAAAATAATTGTGGTTTTGCCATTCCTTTCGGTGGCAAAACTTGCAATTACTTTTGC

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1

GCAAAACTGGCAATTACTTTTGCACCAAC

>CD38
GCATTTGTTGGAAGAGAATATAAACTACTATTAGTTTGGTATGAAAGGCCTAGAAGGAAAAAGCACATGAATTTT

GGAGTTGGACAGAGTTGAGTTCAAATTCAGTCTCTAGCTTGATACTAAATGTAGGACTTACGGTAAATTATTAGGT
TGGTTCAAAAATAATTGTGGTTTTGCCATTCCTTTCGGTGGCAAAACTTGCAATTACTTTTGC

>hsamiR603

CACACACTGCAATTACTTTTGC

>MADE1

TGCAATTACTTTTGCTCCAACTTAA

>CD38
GCATTTGTTGGAAGAGAATATAAACTACTATTAGTTTGGTATGAAAGGCCTAGAAGGAAAAAGCACATGAATTTT

GGAGTTGGACAGAGTTGAGTTCAAATTCAGTCTCTAGCTTGATACTAAATGTAGGACTTACGGTAAATTATTAGGT
TGGTTCAAAAATAATTGTGGTTTTGCCATTCCTTTCGGTGGCAAAACTTGCAATTACTTTTGC

>hsamiR548u

CAAAGACTGCAATTACTTTTGCG

>MADE1

TGCAATTACTTTTGCGCCAAC

>CD38
GCATTTGTTGGAAGAGAATATAAACTACTATTAGTTTGGTATGAAAGGCCTAGAAGGAAAAAGCACATGAATTTT

GGAGTTGGACAGAGTTGAGTTCAAATTCAGTCTCTAGCTTGATACTAAATGTAGGACTTACGGTAAATTATTAGGT
TGGTTCAAAAATAATTGTGGTTTTGCCATTCCTTTCGGTGGCAAAACTTGCAATTACTTTTGC

>hsamiR548u

CAAAGACTGCAATTACTTTTGCG

>MADE1
TATTAGGATGGTGCAAAAGTAATGTGGTTTTTTTCTTTACTTTTAATGGCAAAGACTGCAATTACTTTTGC
>MTMR6
TATTAGGTTGGTGCAAAAGTAATTGCGGTTTTTGTCATCACTTTCAATGGCAAAAGCCCCAATTACTTTTGC

>hsamiR1202
GTGCCAGCTGCAGTGGGGGAG
>MER52A
CCAGCTGCAGTGGGGGAGGCACTGC
>LFNG
CCAGCTGCAGTGGGGGCTCCGGCACTGC

>hsamiR3118
TGTGACTGCATTATGAAAATTCT



>L1PA13_5
TTATATAATCCCATATATCTCAGATGTTTTGTTCATTCCCTTTCATTCTTTTTTCCCCCATTCTTGTTTGCCTGTTTTATT
TCAGAAAGCCAGTTTTCAAGCTCTGGGATTCTTTCCTCTTCTTGGTCTATTCTGTTGGATGGTCTTGCACATGAGAT
GGAGCTGGTCTGACCTCAGCCCTCCCTAGTCTGCTTGCCTCTCCCAGGACCCCAGCCTGGCCACACCTGCTTACAG
GGCACTCTCAGGTGCCCACACATACAATAATATTCATAATGCAATCACACACAATCACCATGTGACTGCATTATGAA
AATTCTTCTAGTGTGATTTACAGCTCTGTCAGGTCAGTTATTTTCTTCTTTATACTTGCTCTTTTGTCTGTTACTTCCTG
CAATGTTTTACAATGATTTTTAGCTTCCTTGTATTGGATTACAACATACTTCTTTCACGCAATGAACTTTGTTCCTACC
CATATCCTGAACTCTGCTTGTATCATTTCAGACATCTCAGCCTCAGCCCAGTTCTGAACACTTGCTGGAGAGTTGAT
GCAGTCATTTGGAGAAAAGAAGGCATGC

>POTEC
TTATATAATCCCATATTTCTCGGATGTTTTGTTCATTCCCTTTCATTCTTTTTTCCCCCATTCTTGTTTGCCTGTTTTATT

TCAGAAAGCCAGTTTTCAAGCTCTGGGATTCTTTCCTCTTCTTGGTCTATTCTGTTAGATGGTCTTGCACATGAGAT
GGAGCTGGTCTGACCTCAGCCCTCCCTAGTCTGCTTGCCTCTCCCAGGACCCCAGCCTGGCCACACCTGCTTACAG
GGCACTCTCAGGTGCCCACACATACTACAATAATATTCATAATGCAATCACACACAATCACCATGTGACTACATTAT
GAAAATTCTTCTAGTGTGATTTACAGCTCTGTCAGGTCAGTTATTTTCTTCTTTATACTCACTATTTTGTCTGTTAGTT
CCTGCAATGTTTTACAATGATTTTTAGCTTCCTTGTATTGGATTACAACATACTTCTTTCACTCAATGAACTTTGTTCC
TACCCATATCCTGAACTCTGCTTGTATCATTTCAGACATCTCAGCCTCAGCCCAGTTCTGAACACTTGCTGGAGAGT
TGATGCAGTCATTTGGAGAAAAGAAGGTATGC

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
GGCTGGGGCCGGGGCCG

>FURIN

GGCTGGGGCCGGGGCCGGGGC

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
GGGCTGGGGCCGGGGCCG

>STARDS8

GGGCTGGGGCCGGGGCCGGGGC

>hsamiR708 5p
AAGGAGCTTACAATCTAGCTGGG
>L2_Platlr
CTGCCCTCAAGGAGCTTACAATCTAGC
>DCAF10
CTGCCCTCAAGGAGCTTACAGTCTAGC

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
GAGACCAGCCTGGCCAACATGTTGAAACCCCATCTCTACTAAAACCACAAAAATTAACCTGGTGGTGTGTTGGGCA
CCTGTAATCCCAGCTACTCGGTAGGCTGAGGTAGGAGAATCGCTTGAACCCATGAGGTTGAGGCTGCAGTGAGC
>USP33



GAGACTAGCCTGGCCAACATGGTGAAACCCCATCTCTACTAAAATACAAAAATTAGCCGGGCATGGTGGCAGGTG
CCTGTAATCCCAGCTACTCGAGAGGCTGAGGCAGGAGAATCGCTTGAACCCAGGAGGTGGAGGCTGCAGTGAGC

>hsamiR1254

AGCCTGGAAGCTGGAGCCTGCAGT

>AluJr
AGCTACTTGGGAAGCTGAGGTGGGAGGATTGCTTGAGCCTGGAAGCTGGAGCCTGCAGTGAACTATCATTGTGCC
ACTGTACTCCAGC

>0RAI2
AGCTACTTGGGAGACTGAGGTGGGAGGATTGCTTGCGCCCAGAAGCTGGAGCCTGCAGAGAGCTATGATTGCAC

CACTGCACTCCAGC

>hsamiR568

ATGTATAAATGTATACACAC
>EnSpm_7_HM_EnSpm_Hydra_magnipapillata
TATAAATGTATACACACTTCC

>SV2C

TATAAATGTATACACAATTCC

>hsamir376¢

AACATAGAGGAAATTCCACGT

>CER15_| _CE_LTR_Retrotransposon_Caenorhabditis_elegans
CATAGAGGAAATTCC

>PRKCH

CATAGAGGAAATTCC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952 RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATT
GCAGTGAGGTGAGATTGTGCTACTGCACTCC

>HP1BP3
AGGCCAGGCACAGTGGCTCACTCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCAGGCGGATCACCTGAGGTCA

GGAGTTCGAGACCAGCCTGACCAACACGGCGAAACCCCATCTCTACTAAAAATACAAAAAAATTGCCAGGCGTGG
TGGTACACACCTGTAATCCCAGCTACTCGGGAGGCTGAAGCAGGAGAATTGCTTGAACCCAGGAGGTGGAGGTT
GCAGTGAGCTGAGATTGCACCACTGCACTCC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952_ RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATT
GCAGTGAGGTGAGATTGTGCTACTGCACTCC

>HP1BP3



AGGCCAGGCACAGTGGCTCACTCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCAGGCGGATCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGACCAACACGGCGAAACCCCATCTCTACTAAAAATACAAAAAAATTGCCAGGCGTGG
TGGTACACACCTGTAATCCCAGCTACTCGGGAGGCTGAAGCAGGAGAATTGCTTGAACCCAGGAGGTGGAGGTT
GCAGTGAGCTGAGATTGCACCACTGCACTCC

>hsamiR376a_3p

ATCATAGAGGAAAATCCACGT

>CER15_| _CE_LTR_Retrotransposon_Caenorhabditis_elegans
AATCATAGAGGAAAATCC

>BCAT1

AATCATTGAGGAAAATCC

>hsamir376b

ATCATAGAGGAAAATCCATGTT

>CER15_| _CE_LTR_Retrotransposon_Caenorhabditis_elegans
AATCATAGAGGAAAATCC

>BCAT1

AATCATTGAGGAAAATCC

>hsamiR548d_5p

AAAAGTAATTGTGGTTTTTGCC

>MADE1
TATTAGGTTGGTGCAAAAGTAATTGTGGTTTTTGCC
>NWD1
TATTAGGTTGATGCAAAATTAATTGTGGTTTTTGCC

>hsamiR548w
AAAAGTAACTGCGGTTTTTGCCT

>MADE1
GTTGGTGCAAAAGTAACTGCGGTTTTTGCC
>DENND4C
GTTGGTACAAAAATAATTGCGGTTTTTGCC

>hsamiR548d_5p

AAAAGTAATTGTGGTTTTTGCC

>MADE1
TATTAGGTTGGTGCAAAAGTAATTGTGGTTTTTGCC
>RABL5
TATTAGGTTGGTGCAAAAGTAATAGTGGCTTTTGCC

>hsamiR1303
TTTAGAGACGGGGTCTTGCTCT
>PB1D11
GAGACGGGGTCTTGCTCTGTTGCC
>0OR51E2
GAGACAGGGTCTTGCTCTGTTGCC

>hsamiR1303



TTTAGAGACGGGGTCTTGCTCT
>PB1D11
TTTTAGAGACGGGGTCTTGCTCTGTTGCC
>RNF125
TTTTGGAGACAGGGTCTTGCTCTGTTGCC

>hsamiR1303
TTTAGAGACGGGGTCTTGCTCT
>PB1D11
AGAGACGGGGTCTTGCTCTGTTGCC
>TAMM41
AGAGACAGGGTCTTGCTCTGTTGCC

>hsamiR1303

TTTAGAGACGGGGTCTTGCTCT

>PB1D11
TTTTTTTTTTTTTAAATTTTAGAGACGGGGTCTTGCTCTGTTGCC
>FAMS55C
TTTTTTTTTTTITTITTITTITITAGAGACAGGGTCTTGCCCTGTTGCC

>hsamiR1303
TTTAGAGACGGGGTCTTGCTCT
>PB1D11
TAGAGACGGGGTCTTGCTCTGTTGCC
>GTF2IRD2B
TAGAGATGGGGTCTTGCTATGTTGCC

>hsamiR1303
TTTAGAGACGGGGTCTTGCTCT
>PB1D11
TAGAGACGGGGTCTTGCTCTGTTGCC
>GTF2IRD2
TAGAGATGGGGTCTTGCTATGTTGCC

>hsamiR1271 3p
AGTGCCTGCTATGTGCCAGGCA
>L2B
GTTGAGTGCCTGCTATGTGCC
>E2F3
GTTGAGTGCCTACTATGTGCC

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
CGGGGCTGGGGCCGGGGCC

>STARDS8

CGGGGCTGGGGCCGGGGCC



>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
GGGCTGGGGCCGGGGCCG

>STARDS8

GGGCTGGGGCCGGGGCCGGGGCTGGGGCCGGGGCLC

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
CAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTCGAGACC
AGCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGT
GATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAGCCAAGA
TCGCGCCATTGCACTCCAGCCTGGGTGACAGAGTGAGACTCCATCTCAAAAAACAAACAAACAAAAAATAAGCTG
GGTGTGGTGGCTGACGCCTGTAATCCCAGCTAGTCAGGAGGCTGAGACAGGAGAATCGCTTGAACCCAGCAGAT
GGAGGTTGCAGTGAGCC

>CCDC113
CAGTGGCTCACGCCTGTAATCCCAACACTTGGGGAGGCCGAGGCGGGTGGATCATGAGGTCAGGAGTTCGAGAC

CAGCCTGGCCAACATGGTGAAACCCCATCTCTACTAAAAATAAAAATTAGCCAGGTGTGGTGGTGGGCGCCTGTA

ATCCCAGCTACTGGGGAGGCTGAGGTAGGAGAATCGCTTGAACCCAGGAGGAGGAGGTTGCAGCGAGCCGAGA

TCATGCCACTGCACTCCAGCATGGGGGACAGAGCAAGACTCCATCTCAAAAAAAAAAAAAAAAATTAGCTGGGCA
TGGTGGCGCATAGCTGTAGCCCCAGCTACTCGAGAGGCTGAGGTGGGAGAATTGCTTGAATCCCAGAGGTGGAG

GTTGCAGTGAGCC

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
CTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTCGAGACCAGCCTGACCAAC
ATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGTGATCCCAACTACT
CAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAGCCAAGATCGCGCCATTGC
ACTCCAGCC

>DENR
CTGTAATACCAGCACTTTGGGAGGCTGAGGTGGGCCAATCACGAGGTCAGGAGTTCGAGACCAGCCTGGCCAAC

ATAGTGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTGGGCGTGGTGGCGGGCGCCTGTAATCCCACCTACT
TGGGAGGCTGAGGCAGGAGAATCACTTGAACCCGGGAGGCGGAGGTTGCAGTGAGCCGAGATCGCACCACTGC
ATTCCAGCC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952 RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATT
GCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCC

>CA5B
AGGCCAGGCACAGTGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCCAAGACGGGTGGATCACGAGGTCAGA

TCGAGACCATCCTGGTTAACACGGTGAAACCCTGTCTCTACTTAAAATACAAAAAATAGCCGGGTGTGGTGGCGG



GCGCCTGTAGTCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGT
GAGCCGAGATCGCGCCACTGCACTCCAGCC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATT
GCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCC

>CA5B
AGGCCAGGCACAGTGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCCAAGACGGGTGGATCACGAGGTCAGA

TCGAGACCATCCTGGTTAACACGGTGAAACCCTGTCTCTACTTAAAATACAAAAAATAGCCGGGTGTGGTGGCGG
GCGCCTGTAGTCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGT
GAGCCGAGATCGCGCCACTGCACTCCAGCC

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alulb
GGGCGCAGTGGCTCACACCTGTAATTCCAGCATTTTGGGAGGCCGAGGCTGGTGCATCACTTGAGCCCAGCAATT
TGAGACCAATCTGGGCAACAAAGTGAGACC

>TMEM154
GGGCTCAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGAGGACTGCTTGAGCCCAGGAGTT

TGAAACCAGCCTGGGCAACATAGTGAGACC

>hsamiR3620
TCACCCTGCATCCCGCACCCAG
>Copia_53_SB_|_Copia_Sorghum_bicolor
CCCTGCATCCCGCACC

>NTN1

CCCTGCATCCCGCACC

>hsamiR1285 5p

GATCTCACTTTGTTGCCCAGG

>Alu)

CAAAGTGCTGGGATTGCAGGTGTGAGCCACC

>0PA3
TCTCACTATGTTGCCCAGGCTGGTCTTCAGCTCCTGGGCTCAAAGAGATCCCTCCTGCCCTGGTCTCCCAAAGTGCT

GGGATTACAGGTGTGAGCCACTGCACCTGGACGCCAGCGTACTCTTGGGGTGAGGAGGAATAGTGGGCTGAATG
GCTTGAATGGTGTGCCCCCAACAGACAAGTCCACATACTAACCCCCAGGACCTGTGCTTATGACAGTTTATTTGGA
AAAAGTGTTTTTTCAGATGTAATTAAGGGTCTTGAGGTGGGATCATCCTGAACTTAAGATGGGCCCTAAATGCAAT
GACAGGTGTTCTTGTAAGAGACAAAATAGAAGAGGGAAAAGGCCATGTGAAGCTGCAGGCAGAGCCAAGGAAG
GCCTGGAATCACCAGGAGCTGGAAGAGGGAGCGTGTCCCTGTCAGCACCTTGGTTTCAGACTTCTGGACTCCAGA
ACTGTGTGAATTAAATTCCTGTTGGACTTAAGCCATCAAGTTCACCACCCAATGGTGATCTGTTATGGCAGTCCAAG
GAAATTAATCAAGCAGTTAAGGCCAACTGCTGGCCTAATTGGTAGGATGGGGGTGGGACCGGGGGCTATGGAGG
CAGGAGGGTACTGCTACATGAAGACAGGCTGTCGGGTCAGTCCAGAGCTCCGAGGAAAGAAAGCAAGAGCACAC



AGATTAGGAGACACGGATGGAAGATGAAGGATGTGACAATTGAATCCATGGGCTTGGATTCGACTGGGTCCCTG
AGAAATGCTACTGAGCAAGGTGGGGAAGGCAAGAAAGGACATGCCACACAGTACAAGCTCCAGGGACTCTGAG
GACAGGAAAATAGGGGGCTGAGGCTGAAGGACAGGCTGGATTAGCCCTAGTTAGGATCAAATTTCCCACCACGG
AAAGGGGGGTTGGAGGACATTCACAGAAAAGATCCTGTAGTGCCATTCCAGTGGGTTGTGCCATAGACTCAAGG
ATGAGGGGGTTCTGTTGGAATAGTCCACTTCGGGTCTCAAGGGAAGGTACAATGATTCCAGGGATTGACTGCAGG
CCAGGACCTTTTGTGGGTTTTTTTAAGATGGAGTTTTGCTCGTTACCCAGGCTGGCATGCAATTGCGCAATCTCGGC
TCACTGCAACCTCTGCCTCCCGGGTTCAAGCAATTCTCCTGTCTCAGCCTCCCAAGTAGCTGGGATTACAGGTGCAT
GCCACCATGCCCAGCTAATTTATGTATTTTTAGTAGAGACGGGGTTTCATCATATTGGTCAGGCTGGTCTCGAGCTC
CCGATCTCCCGACCTCCCGACTTCAAATGACCCGCCCACCTCGACCTTCCAAAGTGCTGGGATTGCAGGTGTGAGC
CACC

>hsamiR548h_3p
CAAAAACCGCAATTACTTTTGCA
>MADE1
AAAAACCGCAATTACTTTTGCACCAACC
>KATNAL1L
AAAAACCACAATTACTTTTGCACCAACC

>hsamiR548t_3p
AAAAACCACAATTACTTTTGCACCA
>MADE1
AAAAACCACAATTACTTTTGCACCAACC
>KATNAL1L
AAAAACCACAATTACTTTTGCACCAACC

>hsamiR548aa
AAAAACCACAATTACTTTTGCACCA
>MADE1
AAAAACCACAATTACTTTTGCACCAACC
>KATNAL1
AAAAACCACAATTACTTTTGCACCAACC

>hsamiR548d_5p

AAAAGTAATTGTGGTTTTTGCC

>MADE1
TTAGGTTGGTGCAAAAGTAATTGTGGTTTTTGCCATTGAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCAACC
>KATNAL1L
TTAGGCTGGTGCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAACCACAATTACTTTTGCACCAACC

>hsamiR548n

CAAAAGTAATTGTGGATTTTGT

>MADE1
TAGGTTGGTGCAAAAGTAATTGTGGATTTTGTCGTTAAAAATAGCAAAACCCGCAATTACTTTTGCACCAACC
>KATNAL1
TAGGCTGGTGCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAACCACAATTACTTTTGCACCAACC

>hsamiR548h_5p



AAAAGTAATCGCGGTTTTTGTC

>MADE1
TTAGGTTGGTGCAAAAGTAATCGCGGTTTTTGTCATTGAAAGTAATAGCAAAAACTGCAATTACTTTTGCACCAAC
C

>KATNAL1L
TTAGGCTGGTGCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAACCACAATTACTTTTGCACCAACC

>hsamiR548d_3p

CAAAAACCACAGTTTCTTTTGC

>MADE1
TTAGGTTGGTGCAAAAGTAATTGTGGTTTTTGCCATTGAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCAACC
>KATNAL1L
TTAGGCTGGTGCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAACCACAATTACTTTTGCACCAACC

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
TTAGGTTGGTGCAAAAGAAACTGTGGTTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACCAACC
>KATNAL1
TTAGGCTGGTGCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAACCACAATTACTTTTGCACCAACC

>hsamiR548f
AAAAACTGTAATTACTTTT
>MADE1
ACAAAAACTGTAATTAC
>AL353791.1.1
ACAAAAACTGTAATTAC

>hsamiR548f
AAAAACTGTAATTACTTTT
>MADE1
ACAAAAACTGTAATTAC
>CNTNAP3
ACAAAAACTGTAATTAC

>hsamiR548f
AAAAACTGTAATTACTTTT
>MADE1
ACAAAAACTGTAATTAC
>CNTNAP3B
ACAAAAACTGTAATTAC

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTAC
>C3orf55
ATATATATATATATGTAC



>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTAC
>AHNAK
ATATATATATATATGTAC

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTAC
>WDFY3
ATATATATATATATGTAC

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTAC

>CREB1

ATATATATATATATGTAC

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AAATATATATATATATGTAC
>CISD3
AAATATATATATATATGTAC

>hsamiR3149

TTTGTATGGATATGTGTGTGTAT

>Chapaev_8 HM_Chapaev_Hydra_magnipapillata
TGTATGTGTGTGTATAC

>0SBPL9

TGTATGTGTGTGTATAC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952 RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATAC

>EXPH5
GGCCAGGCACGGTGGCTCATGCCTGTAATCCCAGCAGTTTGGGAGGCCGAGGTGGGCAGATCACCTGAGGTCAG

AAGTTTGAGACCAGCCTGGCCAACCTGGTGAAACTCCAACTCTACTAAAAATAC

>hsamiR1972
TCAGGCCAGGCACAGTGGCTCA
>AANU01178229.1 7254x6952 RF00100_7SK



GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATAC

>EXPH5
GGCCAGGCACGGTGGCTCATGCCTGTAATCCCAGCAGTTTGGGAGGCCGAGGTGGGCAGATCACCTGAGGTCAG

AAGTTTGAGACCAGCCTGGCCAACCTGGTGAAACTCCAACTCTACTAAAAATAC

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAGTTAGCCGGGCGTGGTGGTGGGGGCCTGTGGTCCCAGCTACTTTGGAGGCTGAGGTGGAAGGATCACCTG
AGCCCAGGAGGTGGAGGCTGCAGTAAGCTTAGATTGCAGCACTGCGGTCCAGCCTGGGTGACAGAGTGAGAC
>ZNF713
AAAAATTAGCTGGGCGTGGTGGTGCATACCTGTGGTCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATCGCTTG

AACCCAGGTGGCAGAGGTTGCAGTGAGCCAAGATTGTACCACTGCACTTCAGCCTGGGTGACAGAGTGAGAC

>hsamiR1273a
GGGCGACAAAGCAAGACTCTTTCTT
>AluS
CCAGCCTGGGCGACAAAGCAAGAC
>ZNF655
CCAGCCTGGGCAACAAAGCAAGAC

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
CCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTCGAGACCAGCCTGGCCAA
CA

>ZNF655
CCTGTAACCCCAGCACTTTGGGAGGACAGGTGGGAGGATCGCTTGAGGCCAGGAGTTCAAGACCAGCCTGGGCA

ACAAAGCAAGAC

>hsamiR548h_5p

AAAAGTAATCGCGGTTTTTGTC

>MADE1
GGTGCAAAAGTAATCGCGGTTTTTGTCATTACTTTTAATGGTAAAAACTGGAATTACTTTTGCAC
>HLA-DMB
GGTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCAC

>hsamiR568

ATGTATAAATGTATACACAC
>EnSpm_7_HM_EnSpm_Hydra_magnipapillata
GTGTATATATTATACATGTATA

>SPIN1

GTGTATATATTATATATGTATACACAC

>hsamir329
AACACACCTGGTTAACCTCTTT
>hATm_28 HM_hAT_Hydra_magnipapillata



ACACACCTGGTTAAC
>F2RL1
ACACACCTGGTTAAC

>hsamiR548t_3p

AAAAACCACAATTACTTTTGCACCA

>MADE1
AATGACAAAAACCACAATTACTTTTGCACCAACCTAAC
>RABL5
AATGGCAAAAACCACGATTAGTTTTGCACCAACCTAAC

>hsamiR548t_3p
AAAAACCACAATTACTTTTGCACCA
>MADE1
AAAACCACAATTACTTTTGCACCAACCTAAC
>ZNF154
AAAACCACAGTTACTTTTGCACCAACCTAAC

>hsamiR548h_3p
CAAAAACCGCAATTACTTTTGCA

>MADE1
AATGACAAAAACCGCAATTACTTTTGCACCAAC
>MTMR6
AATGGCAAAAGCCCCAATTACTTTTGCAGCAAC

>hsamiR548t_3p
AAAAACCACAATTACTTTTGCACCA

>MADE1
AATGACAAAAACCACAATTACTTTTGCACCAAC
>MTMR6
AATGGCAAAAGCCCCAATTACTTTTGCAGCAAC

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
TGGTGCAAAAGAAACTGTGGTTTTTGCCATTACTTTTACAGGCAAAAACCACAATTACTTTTGCACCAAC
>MTMR6
TGGTGCAAAAGTAATTGCGGTTTTTGTCATCACTTTCAATGGCAAAAGCCCCAATTACTTTTGCAGCAAC

>hsamiR548a_5p

AAAAGTAATTGCGAGTTTTACC

>MADE1
TATTAGGTCGGTGCAAAAGTAATTGCGAGTTTTACCATTACTTTCAATGGCAAAACTGGCAATTACTTTTGCACCAA
C

>MTMR6
TATTAGGTTGGTGCAAAAGTAATTGCGGTTTTTGTCATCACTTTCAATGGCAAAAGCCCCAATTACTTTTGCAGCAA

c



>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
TATTAGGTCGGTGCAAAAGTAATTGCGAGTTTTACCATTACTTTCAATGGCAAAACTGGCAATTACTTTTGCACCAA
C

>MTMR6
TATTAGGTTGGTGCAAAAGTAATTGCGGTTTTTGTCATCACTTTCAATGGCAAAAGCCCCAATTACTTTTGCAGCAA

c

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
TATTAGGTTGGTGCAAAAGAAACTGTGGTTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACCAA
C

>MTMR6
TATTAGGTTGGTGCAAAAGTAATTGCGGTTTTTGTCATCACTTTCAATGGCAAAAGCCCCAATTACTTTTGCAGCAA

c

>hsamiR548c_3p
CAAAAATCTCAATTACTTTTGC
>MADE1
CAATTACTTTTGCACCAAC
>HLA-DMB
CAATTACTTTTGCACCAAC

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
CAATTACTTTTGCACCAAC
>KATNAL1L
CAATTACTTTTGCACCAAC

>hsamiR548t_3p
AAAAACCACAATTACTTTTGCACCA
>MADE1
CAATTACTTTTGCACCAAC

>CD38

CAATTACTTTTGCACCAAC

>hsamiR548aa
AAAAACCACAATTACTTTTGCACCA
>MADE1
CAATTACTTTTGCACCAAC

>CD38

CAATTACTTTTGCACCAAC

>hsamiR548u
CAAAGACTGCAATTACTTTTGCG



>MADE1
TGCAATTACTTTTGCGCCAAC
>CD38
TGCAATTACTTTTGCACCAAC

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC

>MADE1
GCAAAACTGGCAATTACTTTTGCACCAAC
>CD38
GCAAAACTTGCAATTACTTTTGCACCAAC

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
TTATTAGGTCGGTGCAAAAGTAATTGCGAGTTTTACCATTACTTTCAATGGCAAAACTGGCAATTACTTTTGCACCA
AC

>CD38
TTATTAGGTTGGTTCAAAAATAATTGTGGTTTTGCCATTCCTTTCGGTGGCAAAACTTGCAATTACTTTTGCACCAAC

>hsamiR548g 3p
AAAACTGTAATTACTTTTGTAC
>MADE1
AAAACTGTAATTACTTTTGTACCAAC
>HLA-DMB
AAAACTGCAATTACTTTTGCACCAAC

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC

>MADE1
AATGGCAAAACTGGCAATTACTTTTGCACCAAC
>HLA-DMB
AATGGCAAAAACTGCAATTACTTTTGCACCAAC

>hsamiR603

CACACACTGCAATTACTTTTGC

>MADE1
TGGTGCAAAAGTAATTGCAGTGCTTCCCATTTAAAAGTAATGGCACACACTGCAATTACTTTTGCTCCAAC
>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCAAC

>hsamiR603

CACACACTGCAATTACTTTTGC

>MADE1
TAATGGCACACACTGCAATTACTTTTGCTCCAAC
>LRRC55
TAATGGCAAAAACCGCAATTACTTTTGCACCAAC



>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
GCAAAAGTAATTGCGAGTTTTACCATTACTTTCAATGGCAAAACTGGCAATTACTTTTGCACCAAC
>LRRC55
GCAAAAGTAATTGGGATTTTTGCTATCATTTTTAATGGCAAAAACCGCAATTACTTTTGCACCAAC

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA

>SRP72

TATATATATATATAAAC

>hsamiR1289
TGGAGTCCAGGAATCTGCATTTT
>MERSA

GAATCTGCATTTTTA

>GADL1

GAATCTGCATTTTTA

>hsamiR1289
TGGAGTCCAGGAATCTGCATTTT
>MERS5A
CCAGGAATCTGCATTTTTA
>CXorf23
CCAAGAATCTGCATTTTTA

>hsamiR1289
TGGAGTCCAGGAATCTGCATTTT

>MERS5A
CTGGGTGTGGAGTCCAGGAATCTGCATTTTTA
>CXorf23
CTGGGGTGGGGCCAAGAATCTGCATTTTTA

>hsamiR2054
CTGTAATATAAATTTAATTTATT
>EnSpm2_SB_EnSpm_Sorghum_bicolor
TATAAATTTAATTTA

>CDH7

TATAAATTTAATTTA

>hsamiR2054
CTGTAATATAAATTTAATTTATT
>EnSpm2_SB_EnSpm_Sorghum_bicolor
CTGTAATATAAATTTA

>PDESA

CTGTAATATAAATTTA



>hsamiR1289
TGGAGTCCAGGAATCTGCATTTT
>MERS5A
CCAGGAATCTGCATTTTTA
>MTHFR
CCAGGAATCTGCATTCTTA

>hsamiR548q

GCTGGTGCAAAAGTAATGGCGG

>MADE1
TATTAGGCTGGTGCAAAAGTAATGGCGGTTTTTGCCATTA
>RABL5
TATTAGGTTGGTGCAAAAGTAATAGTGGCTTTTGCCATTA

>hsamiR570_3p
CGAAAACAGCAATTACCTTTGC
>MADE1

CGAAAACAGCAATTA

>TAOK1

CGAAAACAGCAATTA

>hsamiR1277_5p

AAATATATATATATATGTACGTAT

>EnSpm-8_HM
TATATATATATGTACGTATGTGTATATAAATGTATA
>ZBED3
TATATATATATGTATATATGTATATATATATGTATATATGTA

>hsamiR1277_5p

AAATATATATATATATGTACGTAT

>EnSpm-8_HM
ATATATATATATATGTACGTATGTGTATATAAATGTATACGTAGATATATATGTAT

>ZBED3
ATATATATGTATATGTATATATGTATATATATATGTATATATGTATATATATATGTATATATGTA

>hsamiR1277_5p

AAATATATATATATATGTACGTAT

>EnSpm-8_HM
ATATATATATATATGTACGTATGTGTATATA

>SENP1
ATATATATATATATATATGTATGTGTATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA

>MIPOL1

ATATATATATATATGTA



>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA
>CSRNP3
ATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA

>EFHC1

ATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA
>MAP3K12
ATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA
>RABGAP1
ATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA

>TACR3

ATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA

>TET2

ATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA

>SRP72

ATATATATATATATGTA



>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA
>ZNF608
ATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA
>DYNC1LI1
ATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA
>RTN4RL1
ATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA
>AHCYL2
ATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA
>PRIMA1
ATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA

>MLLT3

ATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA

>NRF1

ATATATATATATATGTA



>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA
>CREBZF
ATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA
>MMP16
ATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA
>MBNL3
ATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA

>YAF2

ATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA
>ARHGEF11
ATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA
>HS2ST1
ATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA
>ARHGEF11
TATATATATATATATGTA



>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA

>EFHC1
ATATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA

>EFHC1
ATATATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA

>EFHC1
AAATATATATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AATATATATATATATGTA

>ZIC5

AATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AAATATATATATATATGTA
>ZBTB44
AAATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AAATATATATATATATGTA
>TBCEL
AAATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AAATATATATATATATGTA
>IKZF4
AAATATATATATATATGTA



>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AAATATATATATATATGTA
>KIAA2018
AAATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AAATATATATATATATGTA

>ZBTB44
GGTCACAAAAATATATATATATATGTA

>hsamirl5la_5p
TCGAGGAGCTCACAGTCTAGT
>L2_Platlo/MdoRepl1_SINE_Metatheria
CTTTTCCTGCCCTCGAGGAGCTCACAGTCTAGTA
>ERO1L
CTTTTCCTGCCCTTAAGGAGCTCACATTCTAGTA

>hsamirl5la_5p
TCGAGGAGCTCACAGTCTAGT
>L2_Platlo/MdoRepl_SINE_Metatheria
CCTGCCCTCGAGGAGCTCACAGTCTAGTA
>GRIA4
CCTGCCCTCAAGGAGCTTACAGTCTAGTA

>hsamirl5la_5p
TCGAGGAGCTCACAGTCTAGT
>L2_Platlo/MdoRepl1_SINE_Metatheria
GAGCTCACAGTCTAGTA

>TTC17

GAGCTCACAGTCTAGTA

>hsamirl5l1a_5p
TCGAGGAGCTCACAGTCTAGT
>L2_Platlo/MdoRepl_SINE_Metatheria
CCTGCCCTCGAGGAGCTCACAGTCTAGTA
>LYPD3
CCTGCCCTCGAGGAGCTCACAGTCTAGTA

>hsamiR708 5p
AAGGAGCTTACAATCTAGCTGGG
>L2_Platlr
TGCCCTCAAGGAGCTTACAATCTA
>TEX261
TGCCCTCAAGGAGCTTACAGTCTA



>hsamiR28 5p
AAGGAGCTCACAGTCTATTGAG
>L2_Platlo
TGCCCTCAAGGAGCTCACAGTCTA
>DCAF10
TGCCCTCAAGGAGCTTACAGTCTA

>hsamiR28 5p
AAGGAGCTCACAGTCTATTGAG
>L2_Platlo
TCCTTGCCCTCAAGGAGCTCACAGTCTA
>TEX261
TCCTTGCCCTCAAGGAGCTTACAGTCTA

>hsamiR28 5p
AAGGAGCTCACAGTCTATTGAG
>L2_Platlo
GTCCTTGCCCTCAAGGAGCTCACAGTCTA
>GRIA4
GTCCCTGCCCTCAAGGAGCTTACAGTCTA

>hsamiR28 5p
AAGGAGCTCACAGTCTATTGAG

>L2_Platlo
ATGGTCCTTGCCCTCAAGGAGCTCACAGTCTA
>MBD2
ATGGTCCCTGCCCTCATGGAGCTCACAGTCTA

>hsamiR28 5p
AAGGAGCTCACAGTCTATTGAG
>L2_Platlo
TGCCCTCAAGGAGCTCACAGTCTA
>LPPR5.1
TGCCCTCGAGGAGCTCACAGTCTA

>hsamiR28 5p
AAGGAGCTCACAGTCTATTGAG
>L2_Platlo
GGTCCTTGCCCTCAAGGAGCTCACAGTCTA
>LYPD3
GGTCCCTGCCCTCGAGGAGCTCACAGTCTA

>hsamiR28 5p
AAGGAGCTCACAGTCTATTGAG
>L2_Platlo
GGTCCTTGCCCTCAAGGAGCTCACAGTCTA
>N4BP1
GGTCCCTGCCCACGAGGAGCTCACAGTCTA



>hsamiR28 5p
AAGGAGCTCACAGTCTATTGAG
>L2_Platlo
CCCTCAAGGAGCTCACAGTCTA
>E2F6
CCCTCAAGGAGCTCACAGTCTA

>hsamirl5la_5p
TCGAGGAGCTCACAGTCTAGT
>L2_Platlo/MdoRepl_SINE_Metatheria
CCCTCGAGGAGCTCACAGTCTA

>E2F6

CCCTCAAGGAGCTCACAGTCTA

>hsamiR28 5p
AAGGAGCTCACAGTCTATTGAG
>L2_Platlo
TGCCCTCAAGGAGCTCACAGTCTA
>EPC2
TGCCCTCAAGGAGCTCACAGTCTA

>hsamirl5la_5p
TCGAGGAGCTCACAGTCTAGT
>L2_Platlo/MdoRepl_SINE_Metatheria
TTCCTGCCCTCGAGGAGCTCACAGTCTA
>EPC2
TTCCTGCCCTCAAGGAGCTCACAGTCTA

>hsamiR28 5p
AAGGAGCTCACAGTCTATTGAG
>L2_Platlo
GTCCTTGCCCTCAAGGAGCTCACAGTCTA
>ATPAF1
GTCCTGGCCCTCAAGGAGCTCACAGTCTA

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alulb
GTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCAGGCGGATGACCTGAGGTCAGGAATTCGAGAC
CAGCCTGGCCAATATGGTGAAACCCCATCTCTA

>EEF2K
GTGGCTCCTGCCTGTAATCCCAGCGCTTTGGGAGACTGAGGCGGGAGGCTCACTTAAGTCCAGGAGTTCGAGACC

AGCCTGGGCAACACAGTGAGACCCCATCTCTA

>hsamiR708 5p
AAGGAGCTTACAATCTAGCTGGG
>L2_Platlr
GCCCTCAAGGAGCTTACAATCTA



>METTL21A
GCCCTCAAGGAGCTTACACTCTA

>hsamiR708 5p
AAGGAGCTTACAATCTAGCTGGG
>L2_Platlr
ACTGCCCTCAAGGAGCTTACAATCTA
>SLC31A1
ACTGCTCTCCAGGAGCTTACAATCTA

>hsamiR708 5p
AAGGAGCTTACAATCTAGCTGGG
>L2_Platlr
CTGCCCTCAAGGAGCTTACAATCTA
>DOCK7
CTGCCCTCAAGGAGCTCACAATCTA

>hsamiR28 5p
AAGGAGCTCACAGTCTATTGAG
>L2_Platlo
GTCCTTGCCCTCAAGGAGCTCACAGTCTA
>DOCK7
GTCCCTGCCCTCAAGGAGCTCACAATCTA

>hsamiR548i

AAAAGTAATTGCGGATTTTGCC

>MADE1
GTGCAAAAGTAATTGCGGATTTTGCCATTAAAAGTAATGGCAAAAATAGCAATTATTTTTGTACCAGCCTA
>HLA-DMB
GTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTA

>hsamiR548i

AAAAGTAATTGCGGATTTTGCC

>MADE1
TGGTGCAAAAGTAATTGCGGATTTTGCCATTAAAAGTAATGGCAAAAATAGCAATTATTTTTGTACCAGCCTA
>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTA

>hsamiR548aa
AAAAACCACAATTACTTTTGCACCA

>MADE1
GGCAAAAACCACAATTACTTTTGCACCAACCTA
>LRRC55
GGCAAAAACCGCAATTACTTTTGCACCAACCTA

>hsamiR548h_3p
CAAAAACCGCAATTACTTTTGCA
>MADE1



TTAATGACAAAAACCGCAATTACTTTTGCACCAACCTA
>LRRC55
TTAATGGCAAAAACCGCAATTACTTTTGCACCAACCTA

>hsamiR548u

CAAAGACTGCAATTACTTTTGCG

>MADE1
TTTTAATGGCAAAGACTGCAATTACTTTTGCGCCAACCTA
>LRRC55
TTTTAATGGCAAAAACCGCAATTACTTTTGCACCAACCTA

>hsamiR548t_3p

AAAAACCACAATTACTTTTGCACCA

>MADE1
TTTTTAATGACAAAAACCACAATTACTTTTGCACCAACCTA
>LRRC55
TTTTTAATGGCAAAAACCGCAATTACTTTTGCACCAACCTA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
TTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACCAACCTA
>LRRC55
TTTTTGCTATCATTTTTAATGGCAAAAACCGCAATTACTTTTGCACCAACCTA

>hsamiR548i

AAAAGTAATTGCGGATTTTGCC

>MADE1
ATGTGTTAGGTTGGTGCAAAAGTAATTGCGGATTTTGCCATACTTTTAACGGCAAAAACCACAAATATTATTGCAC
CAACCTA

>CDC27
ATGTATTAAGTTGGTGCAAAAGTAATTGCAGGTTTTGCCATAAAAGTCATGGCAAAAACCACAATTACTTATGCAC

CAACCTA

>hsamiR3149

TTTGTATGGATATGTGTGTGTAT

>Chapaev_8 HM_Chapaev_Hydra_magnipapillata
TGTGTATGTGTGTGTATA

>TAOK1

TGTGTATGTGTGTGTATA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT

>EnSpm-8_HM
TATATATATATGTACGTATGTGTATATAAATGTATA
>ZBED3
TATATATATATGTATATATGTATATATATATGTATA



>hsamiR579
TTCATTTGGTATAAACCGCGATT
>MADE1
AAATTCATTTGGTATA
>METTL21D
AAATTCATTTGGTATA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTACGTATGTGTATATA
>GADL1
ATATATATATATATGTGTGTGTGTGTATATA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTACGTATGTGTATATA
>DUSP7
ATATATATATATATGTATGTGTGTGTATATA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTACGTATGTGTATATA
>SENP1
ATATATATATATATATATGTATGTGTATATA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTACGTATGTGTATATA
>ZBED3
ATATATATATATATATATGTATATGTATATA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AATATATATATATATGTACGTATGTGTATATA
>CSMD1
AATATATATATATATATATGTATGTATATATA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATGTACGTATGTGTATATA
>ELF2
ATATATATATATGTATGTATATATATATA



>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM

ATATATATATATATGTA

>CREBZF
ATATATATATATATGTATATATATATATA

>hsamiR1277_5p

AAATATATATATATATGTACGTAT

>EnSpm-8_HM

ATATATATATATGTACGTATGTGTATATA

>ELF2
ATATATATATATGTATGTATATATATATATATATATATATA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
CAAATATATATATATAT
>GPRASP1
CAAATATATATATATATA

>hsamiR3673

ATGGAATGTATATACGGAATA

>DNA_2 12 _DR_DNA_transposon_Danio_rerio
ATATATATGTGGAATATATATACGGAATATATATATGTGGAATATATA
>ZNF571
ATATACATATGGAATATATATATGGAATACATATGTGGAATATATA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
GGCAAAAACCACAATTACTTTTGCACCAACCTAATATA
>CDC27
GGCAAAAACCACAATTACTTATGCACCAACCTAATATA

>hsamiR450a_3p

ATTGGGGACATTTTGCATTCAT
>Gingerl_6_HM_Gingerl_Hydra_magnipapillata
CATTTTGCATTCATA

>TMEM200A

CATTTTGCATTCATA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
CAATTACTTTTGCACCAAACTAATA
>ALG10B
CAATTACTTTTGCACTAACCTAATA



>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
TAATGGCAAAACTGGCAATTACTTTTGCACCAAACTAATA
>SMU1
TAATGGCAAAAACCGCAATTACTTTTGCACTAACCTAATA

>hsamiR548h_3p

CAAAAACCGCAATTACTTTTGCA

>MADE1
TTAATGACAAAAACCGCAATTACTTTTGCACCAACCTAATA
>SMU1
TTAATGGCAAAAACCGCAATTACTTTTGCACTAACCTAATA

>hsamiR548u

CAAAGACTGCAATTACTTTTGCG

>MADE1
TTACTTTTAATGGCAAAGACTGCAATTACTTTTGCGCCAACCTAATA
>SMU1
TTACTTTTAATGGCAAAAACCGCAATTACTTTTGCACTAACCTAATA

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
CCATTACTTTCAATGGCAAAACTGGCAATTACTTTTGCACCAACGTAATA
>SMU1
CCATTACTTTTAATGGCAAAAACCGCAATTACTTTTGCACTAACCTAATA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
TGCCATTACTTTTACAGGCAAAAACCACAATTACTTTTGCACCAACCTAATA
>SMU1
TGCCATTACTTTTAATGGCAAAAACCGCAATTACTTTTGCACTAACCTAATA

>hsamiR548u

CAAAGACTGCAATTACTTTTGCG

>MADE1
TTACTTTTAATGGCAAAGACTGCAATTACTTTTGCGCCAACCTAATA
>ALG10
TTACTTTCAATGGCAAAAACCACAATTACTTTTGCACTAACCTAATA

>hsamiR548b_5p

AAAAGTAATTGTGGTTTTGGCC

>MADE1
AAAAGTAATTGTGGTTTTGGCCTTTATTTTCAATGGCAAGAACCTCAGTTGCTTTTGTGCCAACCTAATA
>ALG10
AAAAGTAATTGTGGTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACTAACCTAATA




>hsamiR548d_3p

CAAAAACCACAGTTTCTTTTGC

>MADE1
TTAGGTTGGTGCAAAAGTAATTGTGGTTTTTGCCATTGAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCAACC
TAATA

>ALG10B
TTAGGTTGGTACAAAAGTAATTGTGGTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACTAACCT

AATA

>hsamiR548b_5p

AAAAGTAATTGTGGTTTTGGCC

>MADE1
TTAGGTTGGCGCAAAAGTAATTGTGGTTTTGGCCTTTATTTTCAATGGCAAGAACCTCAGTTGCTTTTGTGCCAACC
TAATA

>ALG10B
TTAGGTTGGTACAAAAGTAATTGTGGTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACTAACCT

AATA

>hsamiR548d_5p

AAAAGTAATTGTGGTTTTTGCC

>MADE1
TTAGGTTGGTGCAAAAGTAATTGTGGTTTTTGCCATTGAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCAACC
TAATA

>ALG10B
TTAGGTTGGTACAAAAGTAATTGTGGTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACTAACCT

AATA

>hsamiR548u

CAAAGACTGCAATTACTTTTGCG

>MADE1
TATTAGGATGGTGCAAAAGTAATGTGGTTTTTTTCTTTACTTTTAATGGCAAAGACTGCAATTACTTTTGCGCCAAC
CTAATA

>ALG10B
TATTAGGTTGGTACAAAAGTAATTGTGGTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACTAAC

CTAATA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
TTATTAGTCTGGTGCAAAAGAAACTGTGGTTTTTGCCATTACTTTTACAGGCAAAAACCACAATTACTTTTGCACCA
ACCTAATA

>ALG10B
TTATTAGGTTGGTACAAAAGTAATTGTGGTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACTAA

CCTAATA

>hsamiR548d_3p
CAAAAACCACAGTTTCTTTTGC
>MADE1



TTAGGTTGGTGCAAAAGTAATTGTGGTTTTTGCCATTGAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCAACC
TAATA

>ALG10
TTAGGTTGGTAAAAAAGTAATTGTGGTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACTAACCT

AATA

>hsamiR548d_5p

AAAAGTAATTGTGGTTTTTGCC

>MADE1
TTAGGTTGGTGCAAAAGTAATTGTGGTTTTTGCCATTGAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCAACC
TAATA

>ALG10
TTAGGTTGGTAAAAAAGTAATTGTGGTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACTAACCT

AATA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
GGCAAAAACCACAATTACTTTTGCACCAACCTAATA
>TLR10
GGCAAAAACCACAATTAGTTTTGCACCAACCTAATA

>hsamiR548v
AGCTACAGTTACTTTTGCACCA
>MADE1
TTACTTTTGCACCAGCCTAATA
>FAM23B.1
TTACTTTTGCACCAACCTAATA

>hsamiR548v
AGCTACAGTTACTTTTGCACCA
>MADE1
TTACTTTTGCACCAGCCTAATA
>TMEM236
TTACTTTTGCACCAACCTAATA

>hsamiR548v
AGCTACAGTTACTTTTGCACCA
>MADE1
TTACTTTTGCACCAGCCTAATA
>ANKRD5
TTACTTTTGCACCAACCTAATA

>hsamiR548v
AGCTACAGTTACTTTTGCACCA
>MADE1
TTACTTTTGCACCAGCCTAATA
>AL591684.1



TTACTTTTGCACCAACCTAATA

>hsamiR548v
AGCTACAGTTACTTTTGCACCA
>MADE1
TTACTTTTGCACCAGCCTAATA
>AL603965.1
TTACTTTTGCACCAACCTAATA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
CAATTACTTTTGCACCAAACTAATA
>FAM23B.1
CAATTACTTTTGCACCAACCTAATA

>hsamiR603
CACACACTGCAATTACTTTTGC
>MADE1
CAATTACTTTTGCTCCAACTTAATA
>FAM23B.1
CAATTACTTTTGCACCAACCTAATA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
CAATTACTTTTGCACCAAACTAATA
>TMEM236
CAATTACTTTTGCACCAACCTAATA

>hsamiR603
CACACACTGCAATTACTTTTGC
>MADE1
CAATTACTTTTGCTCCAACTTAATA
>TMEM236
CAATTACTTTTGCACCAACCTAATA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
CAATTACTTTTGCACCAACGTAATA
>ANKRD5
CAATTACTTTTGCACCAACCTAATA

>hsamiR603
CACACACTGCAATTACTTTTGC
>MADE1
CAATTACTTTTGCTCCAACTTAATA



>ANKRD5
CAATTACTTTTGCACCAACCTAATA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
GGCAAAAACCACAATTACTTTTGCACCAACCTAATA
>FAM23B.1
GGCAAAAACCTCAATTACTTTTGCACCAACCTAATA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
GGCAAAAACCACAATTACTTTTGCACCAACCTAATA
>TMEM236
GGCAAAAACCTCAATTACTTTTGCACCAACCTAATA

>hsamiR548h_3p

CAAAAACCGCAATTACTTTTGCA

>MADE1
AATGACAAAAACCGCAATTACTTTTGCACCAACCTAATA
>FAM23B.1
AATGGCAAAAACCTCAATTACTTTTGCACCAACCTAATA

>hsamiR548h_3p

CAAAAACCGCAATTACTTTTGCA

>MADE1
AATGACAAAAACCGCAATTACTTTTGCACCAACCTAATA
>TMEM236
AATGGCAAAAACCTCAATTACTTTTGCACCAACCTAATA

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
ACTTTCAATGGCAAAACTGGCAATTACTTTTGCACCAACGTAATA
>FAM23B.1
ACTTTCAATGGCAAAAACCTCAATTACTTTTGCACCAACCTAATA

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
ACTTTCAATGGCAAAACTGGCAATTACTTTTGCACCAACGTAATA
>TMEM236
ACTTTCAATGGCAAAAACCTCAATTACTTTTGCACCAACCTAATA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1



GCAATTACTTTTGCACCAAACTAATA
>AL591684.1
GCAATTACTTTTGCACCAACCTAATA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
GCAATTACTTTTGCACCAAACTAATA
>AL603965.1
GCAATTACTTTTGCACCAACCTAATA

>hsamiR548g 3p
AAAACTGTAATTACTTTTGTAC

>MADE1
AAAACTGTAATTACTTTTGTACCAACATAATA
>SUMF1
AAAACTGCAATTACTTTTGCACCAACCTAATA

>hsamiR548f

AAAAACTGTAATTACTTTT

>MADE1
CAAAAACTGTAATTACTTTTGGACCAACCTAATA
>SUMF1
CAAAAACTGCAATTACTTTTGCACCAACCTAATA

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
AATGGCAAAACTGGCAATTACTTTTGCACCAACGTAATA
>SUMF1
AATGGCAAAAACTGCAATTACTTTTGCACCAACCTAATA

>hsamiR603

CACACACTGCAATTACTTTTGC

>MADE1
TAATGGCACACACTGCAATTACTTTTGCTCCAACTTAATA
>SUMF1
TAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAATA

>hsamiR548f

AAAAACTGTAATTACTTTT

>MADE1
TAATTGCAAAAACTGTAATTACTTTTGCACCAACCTAATA
>SUMF1
TAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAATA

>hsamiR548f
AAAAACTGTAATTACTTTT



>MADE1
TAATGGGAAAAACTGTAATTACTTTTGTACCAACCTAATA
>SUMF1
TAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAATA

>hsamiR548h_3p

CAAAAACCGCAATTACTTTTGCA

>MADE1
TTAATGACAAAAACCGCAATTACTTTTGCACCAACCTAATA
>SUMF1
TTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAATA

>hsamiR548u

CAAAGACTGCAATTACTTTTGCG

>MADE1
TTTAATGGCAAAGACTGCAATTACTTTTGCGCCAACCTAATA
>SUMF1
TTTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAATA

>hsamiR548u

CAAAGACTGCAATTACTTTTGCG

>MADE1
GGCAAAGACTGCAATTACTTTTGCGCCAACCTAATA
>AL591684.1
GGCAAAAACCGCAATTACTTTTGCACCAACCTAATA

>hsamiR548u

CAAAGACTGCAATTACTTTTGCG

>MADE1
GGCAAAGACTGCAATTACTTTTGCGCCAACCTAATA
>AL603965.1
GGCAAAAACCGCAATTACTTTTGCACCAACCTAATA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
AGGCAAAAACCACAATTACTTTTGCACCAACCTAATA
>AL591684.1
AGGCAAAAACCGCAATTACTTTTGCACCAACCTAATA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
AGGCAAAAACCACAATTACTTTTGCACCAACCTAATA
>AL603965.1
AGGCAAAAACCGCAATTACTTTTGCACCAACCTAATA

>hsamiR548h_3p



CAAAAACCGCAATTACTTTTGCA

>MADE1
CAAAAACCGCAATTACTTTTGCACCAACCTAATA
>ANKRD5
CAAAAACCACAATTACTTTTGCACCAACCTAATA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
GGCAAAAACCACAATTACTTTTGCACCAACCTAATA
>ANKRD5
GGCAAAAACCACAATTACTTTTGCACCAACCTAATA

>hsamiR548u

CAAAGACTGCAATTACTTTTGCG

>MADE1
ATGGCAAAGACTGCAATTACTTTTGCGCCAACCTAATA
>ANKRD5
ATGGCAAAAACCACAATTACTTTTGCACCAACCTAATA

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
GCAAAAGTAATTGGGGTTTTTTGCCGTTAAAAGTAATGGCAAAACTGGCAATTACTTTTGCACCAAACTAATA
>ANKRD5
GCAAAAGTAATTGCGGTTTTTGCTGCAATTAAAGGTTATGGCAAAAACCACAATTACTTTTGCACCAACCTAATA

>hsamiR548d_5p

AAAAGTAATTGTGGTTTTTGCC

>MADE1
AGGTTGGTGCAAAAGTAATTGTGGTTTTTGCCATTGAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCAACCT
AATA

>ANKRD5
AGGTTGGAGCAAAAGTAATTGCGGTTTTTGCTGCAATTAAAGGTTATGGCAAAAACCACAATTACTTTTGCACCAA

CCTAATA

>hsamiR548d_3p

CAAAAACCACAGTTTCTTTTGC

>MADE1
AGGTTGGTGCAAAAGTAATTGTGGTTTTTGCCATTGAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCAACCT
AATA

>ANKRD5
AGGTTGGAGCAAAAGTAATTGCGGTTTTTGCTGCAATTAAAGGTTATGGCAAAAACCACAATTACTTTTGCACCAA

CCTAATA

>hsamiR548h_3p
CAAAAACCGCAATTACTTTTGCA
>MADE1



CAAAAACCGCAATTACTTTTGCACCAACCTAATA
>PGM3
CAAAAACCGCAATTACGTTTGCACCAACCTAATA

>hsamir450b_5p

TTTTGCAATATGTTCCTGAATA
>Gingerl_6_HM_Gingerl_Hydra_magnipapillata
TTTTGCAATATGTTCCTGAATA

>TM2D3

TTTTGCAATGTGTTCCTGAATA

>hsamiR450a_5p

TTTTGCGATGTGTTCCTAATAT
>Gingerl_6_HM_Gingerl_Hydra_magnipapillata
TTTTGCAATATGTTCCTGAATA

>TM2D3

TTTTGCAATGTGTTCCTGAATA

>hsamiR3673

ATGGAATGTATATACGGAATA
>DNA_2 12 _DR_DNA_transposon_Danio_rerio
ATATACATATGGAATATATATAT

>ZNF571
ATATACATATGGAATATATATATGGAATA

>hsamiR3673

ATGGAATGTATATACGGAATA
>DNA_2 12 DR_DNA_transposon_Danio_rerio
ATATATATATGGAATATATATA

>ZNF571
ATATACATATGGAATATATATATGGAATA

>hsamiR3673

ATGGAATGTATATACGGAATA

>DNA_2 12 _DR_DNA_transposon_Danio_rerio
ATATACATATGGAATATATATATATACGGAATATACATATGGAATATATATATATACGGAATATATATATGGAATAT
ATATATATGGAATA

>ZNF571
ATATACATATGGAATATATATATGGAATACATATGTGGAATATATACATATATGGTATATGGAATATATACATATAT

GGAATA

>hsamiR1285_ 3p

TCTGGGCAACAAAGTGAGACCT

>Alulb
TGTAATCCCAGCACTTTGGGAGGCCGAGGCAGGCGGATGACCTGAGGTCAGGAATTCGAGACCAGCCTGGCCAA
TATGGTGAAACCCCATCTCTACTAAAAATA

>GRM6



TGTAATCCGAACACTTTGGGAGGTGGAGGCAGGAGGATCGCTCGAGCTCAGAAGTTCGAGACCAGCCTGGGCAA
CATAGTGAGACCTCGTCTCTACAAAAAATA

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTG
>NRXN1
GTGTGTGTGTGTGTGTGTGTGTGTGTGA

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NRXN1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGA

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NRXN1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGA

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NRXN1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGA

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>NRXN1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGA

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>NRXN1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGA

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR



GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NRXN1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGA

>hsamiR340_5p
TTATAAAGCAATGAGACTGATT
>MARNA
ATTATAAAGCAATGA
>SLC35D3
ATTATAAAGCAATGA

>hsamiR3686
ATCTGTAAGAGAAAGTAAATGA
>L1IMEC_5_L1M4_5_ Eutheria
TAAGAGAAAGTAAATGA
>EIF1AD
TAAGAGAAAGTAAATGA

>hsamiR1246
AATGGATTTTTGGAGCAGG
>MLT1IM
GAATGGATTTTTGGA
>KRTAP19-1
GAATGGATTTTTGGA

>hsamir302b_5p
ACTTTAACATGGAAGTGCTTTC
>THER1_SINE_Mammalia
TCCCTTCAACTTTAACATGGA
>AKR1C2
TCCATTAAACTTTAACATGGA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAGGAGTTCGAGAC
CAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGTGGCATGCACCTG
TAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTGC

>MEFV
AGGCCGGGCACAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGTGGATCACCTGAGGTCA

GGAGTTCGAGACCAGCCTGGCTAACATGGTGAAACCCCCGTCTCTACTAAAAATACAAGAAAACCAGCCTGGTGT
GGTGGCACGCACCTGTAATCCCAGCTGCTCAGGAGGCTGAGGCAGGAGAATCGCTTGAACCTGGGAGGTGGAGG
TTGCAGTGAGCTGAGATCGTGCCACTGCACTCCAGCCTGGGCCACAGAGCAAGATTTGGTCTCAAAAAAAAAAAA
AAAAAATCATAGTTCATTAATCCAGGTACACAAATACTTCTATCCCAATCCAGTCTGCTTGCGTTTCTCTAGGCTTCC
CATATCCTCAAGACAGAAGCAGAGAGAACAAGGGGACATATATCCTTGCCGTGGGGTTCTGAGGGAAAATGAGG
GCCAAATCTTCTGTTCAGGAGCACCTGAGAGTGCCACCCACCAGGGGCGGATTATGCAACGACTCCGTACTTCCTC
CTCTGAAATCCATGGTGTGTCATCAGTACATGTCTTCACCCGGATTGACTAACATGTTCGTTCCTAACTTACCTCTGC



TATAATCGGGTAGGCTCCGTGGGCACAGTAACTATTTTGTTATTTTTGCATTTCCCATAGCAGCTAGCACCTAGTCG
GCATTCCGTGACTATTGAGTGTGAATGCAAGATACAAGGCCAGAAGCAGGAAGAGAGATGCAGTGTTGGGCATT

CAGTCAGGCCCCTGACCACCCACTGGACAGATAGTCAGAGGAGCTGTGTTCTTCCCTCCATCACGTGTCCCAGGGC
TGAAGATAGGTTGAAGGGGCCCAGAGAAAGAGCAGCTGGCGAATGTATAGATGTGGGA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAGGAGTTCGAGAC
CAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGTGGCACGCAGCT
GTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTGC

>MEFV
AGGCCGGGCACAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGTGGATCACCTGAGGTCA

GGAGTTCGAGACCAGCCTGGCTAACATGGTGAAACCCCCGTCTCTACTAAAAATACAAGAAAACCAGCCTGGTGT
GGTGGCACGCACCTGTAATCCCAGCTGCTCAGGAGGCTGAGGCAGGAGAATCGCTTGAACCTGGGAGGTGGAGG
TTGCAGTGAGCTGAGATCGTGCCACTGCACTCCAGCCTGGGCCACAGAGCAAGATTTGGTCTCAAAAAAAAAAAA
AAAAAATCATAGTTCATTAATCCAGGTACACAAATACTTCTATCCCAATCCAGTCTGCTTGCGTTTCTCTAGGCTTCC
CATATCCTCAAGACAGAAGCAGAGAGAACAAGGGGACATATATCCTTGCCGTGGGGTTCTGAGGGAAAATGAGG
GCCAAATCTTCTGTTCAGGAGCACCTGAGAGTGCCACCCACCAGGGGCGGATTATGCAACGACTCCGTACTTCCTC
CTCTGAAATCCATGGTGTGTCATCAGTACATGTCTTCACCCGGATTGACTAACATGTTCGTTCCTAACTTACCTCTGC
TATAATCGGGTAGGCTCCGTGGGCACAGTAACTATTTTGTTATTTTTGCATTTCCCATAGCAGCTAGCACCTAGTCG
GCATTCCGTGACTATTGAGTGTGAATGCAAGATACAAGGCCAGAAGCAGGAAGAGAGATGCAGTGTTGGGCATT
CAGTCAGGCCCCTGACCACCCACTGGACAGATAGTCAGAGGAGCTGTGTTCTTCCCTCCATCACGTGTCCCAGGGC
TGAAGATAGGTTGAAGGGGCCCAGAGAAAGAGCAGCTGGCGAATGTATAGATGTGGGA

>hsamiR1202
GTGCCAGCTGCAGTGGGGGAG
>MER52A
GTGCCAGCTGCAGTGGGGGA
>CALD1
GTGCCTGCTGCAGTGGGGGA

>hsamiR1246
AATGGATTTTTGGAGCAGG
>MLT1IM
TGGATTTTTGGAGCAGGA
>NCOA6
TGGATGTTTGGAGCAGGA

>hsamiR620

ATGGAGATAGATATAGAAAT
>EnSpm_7_HM_EnSpm_Hydra_magnipapillata
ATATATATGGAGATAGATATAGA

>MRPL32

ATATATATAGAGATAGATATAGA



>hsamiR620

ATGGAGATAGATATAGAAAT
>EnSpm_7_HM_EnSpm_Hydra_magnipapillata
GTATATATATATATATATATATAGATAT
>MRPL32
GTATATATATATATATAGAGATAGATATAGA

>hsamiR302e
TAAGTGCTTCCATGCTT
>THER1_SINE_Mammalia
TGCTTCCATGCTTCA
>ADAM?28
TGCTTCCATGCTTCA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAGGAGTTCGAGAC
CAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGTGGCATGCACCTG
TAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTGC

>MEFV
GTGGCTCATGCCTGTAATCCCTGCACTTTGGGAGGCTGAGGTGGGTGCATCACCTGAGGTCAGGAGTTTGAGACC
GGCCTGGCCAACATGATGAAACCTCATGTCTACTAAAAATGCAAAAAATTAGCCGGGCATGGTGGCGGGCGCCTG
TAATCCCAGCTACTTCGGAGGCTGAGGCAGGAGAATCTCTTGAACCTGGGAGGCGGAGGTTGCGAGCCAAGATT
GCACCACTGCACTCCAGCCTGGGTGACAAGAGCAAAACTTTGTCTCAAAAAAAAAAAAAAAAAAGAATCATAGGC

CGGGCACAGTGGCTCA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952 RF00100_7SK
GTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAGGAGTTCGAGAC
CAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGTGGCACGCAGCT
GTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTGC

>MEFV
GTGGCTCATGCCTGTAATCCCTGCACTTTGGGAGGCTGAGGTGGGTGCATCACCTGAGGTCAGGAGTTTGAGACC

GGCCTGGCCAACATGATGAAACCTCATGTCTACTAAAAATGCAAAAAATTAGCCGGGCATGGTGGCGGGCGCCTG
TAATCCCAGCTACTTCGGAGGCTGAGGCAGGAGAATCTCTTGAACCTGGGAGGCGGAGGTTGCGAGCCAAGATT
GCACCACTGCACTCCAGCCTGGGTGACAAGAGCAAAACTTTGTCTCAAAAAAAAAAAAAAAAAAGAATCATAGGC
CGGGCACAGTGGCTCA

>hsamiR548h_5p

AAAAGTAATCGCGGTTTTTGTC

>MADE1
ATTAGGTGGGTGCAAAAGTAATCGCGGTTTTTGTCATTACTTTTAATGGTAAAAACTGGAATTACTTTTGCA
>MTMR6
ATTAGGTTGGTGCAAAAGTAATTGCGGTTTTTGTCATCACTTTCAATGGCAAAAGCCCCAATTACTTTTGCA



>hsamiR1285 5p

GATCTCACTTTGTTGCCCAGG

>Alu)
GACACAGTCTCACTCTTTTGCCCAGGCTGGAGTGCA
>ECHDC1
GACAGAGTCTCACTCTGTTGCCCAGGCTGGAGTGCA

>hsamiR493_3p
TGAAGGTCTACTGTGTGCCAGG

>L2B
TCTACTGTGTGCCAGGCCCTGTGCCAGGCA
>DVL3
TCTACTGTGTGCCAGGCACTGTGCTAGGCA

>hsamiR3934
TCAGGTGTGGAAACTGAGGCAG

>MIR
CCCAGTTTTCAGGTGTGGAAACTGAGGCA
>HNF4A
CCCATTTTTCTGGTGAGGAAACTGAGGCA

>hsamiR1271 3p
AGTGCCTGCTATGTGCCAGGCA

>L2B
ATTTGTTGAGTGCCTGCTATGTGCCAGGCA
>MEF2D
ATTTATTGAGTGCCTACTATGTGCCAGGCA

>hsamiR1271 3p
AGTGCCTGCTATGTGCCAGGCA

>L2B
AAATATTTGTTGAGTGCCTGCTATGTGCCAGGCA
>CAPRIN1
AAATATTTATTGAGTGCCTACTATGTGCCAGGCA

>hsamiR1271 3p
AGTGCCTGCTATGTGCCAGGCA

>L2B
TATTTGTTGAGTGCCTGCTATGTGCCAGGCA
>TUBB
TATTTATTGAGCGCCTACTATGTGCCAGGCA

>hsamiR1255b2 3p

AACCACTTTCTTTGCTCATCCA

>TIGGER1
CTCAAGAAACCACTTTCTTTGCTCATCCATAAGGAGCA
>TIGD1L2
CTCAAGAAACCACTTTGTTTGCTCATCCAAAAGGAGCA



>hsamiR548c_5p
AAAAGTAATTGCGGTTTTTGCC

>MADE1
TGGTGCAAAAGTAATTGCGGTTTTTGCCA
>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTGCCA

>hsamiR548i
AAAAGTAATTGCGGATTTTGCC

>MADE1
TGGTGCAAAAGTAATTGCGGATTTTGCCA
>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTGCCA

>hsamiR548q
GCTGGTGCAAAAGTAATGGCGG

>MADE1
CTGGTGCAAAAGTAATGGCGGTTTTTGCCA
>HLA-DMB
CTGGTGCAAAAGTAATTGCGGTTTTTGCCA

>hsamiR1303
TTTAGAGACGGGGTCTTGCTCT

>PB1D11
ATTTTAGAGACGGGGTCTTGCTCTGTTGCCA
>ALKBH4
ATTTTAGGGACAGGGTCTTGCTCTGTTGCCA

>hsamiR1267
CCTGTTGAAGTGTAATCCCCA
>MSTA
ATCTCCTGTTGAAGTGTAATCCCCA
>UGT1A1
ATCTCATGTTGAATTGTAATCCCCA

>hsamiR1267
CCTGTTGAAGTGTAATCCCCA

>MSTA
CCAAATCTCCTGTTGAAGTGTAATCCCCA
>CTCFL
CCAAAGCTCATGTTGAATTGTAATCCCCA

>hsamiR1267
CCTGTTGAAGTGTAATCCCCA

>MSTA
CCCAAATCTCCTGTTGAAGTGTAATCCCCA
>SLC35A5
CCCAAATCTCATCTTGAATTGTAATCCCCA



>hsamiR548d_3p
CAAAAACCACAGTTTCTTTTGC
>MADE1
AAAACCACAGTTTCTTTTGCACCA
>ZNF154
AAAACCACAGTTACTTTTGCACCA

>hsamiR548t_3p

AAAAACCACAATTACTTTTGCACCA

>MADE1

CAATTACTTTTGCACCAAC

>CD38
GCATTTGTTGGAAGAGAATATAAACTACTATTAGTTTGGTATGAAAGGCCTAGAAGGAAAAAGCACATGAATTTT

GGAGTTGGACAGAGTTGAGTTCAAATTCAGTCTCTAGCTTGATACTAAATGTAGGACTTACGGTAAATTATTAGGT
TGGTTCAAAAATAATTGTGGTTTTGCCATTCCTTTCGGTGGCAAAACTTGCAATTACTTTTGCACCA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1

CAATTACTTTTGCACCAAC

>CD38
GCATTTGTTGGAAGAGAATATAAACTACTATTAGTTTGGTATGAAAGGCCTAGAAGGAAAAAGCACATGAATTTT

GGAGTTGGACAGAGTTGAGTTCAAATTCAGTCTCTAGCTTGATACTAAATGTAGGACTTACGGTAAATTATTAGGT
TGGTTCAAAAATAATTGTGGTTTTGCCATTCCTTTCGGTGGCAAAACTTGCAATTACTTTTGCACCA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1

CAATTACTTTTGCACCAACCTAAAT

>CD38
GCATTTGTTGGAAGAGAATATAAACTACTATTAGTTTGGTATGAAAGGCCTAGAAGGAAAAAGCACATGAATTTT

GGAGTTGGACAGAGTTGAGTTCAAATTCAGTCTCTAGCTTGATACTAAATGTAGGACTTACGGTAAATTATTAGGT
TGGTTCAAAAATAATTGTGGTTTTGCCATTCCTTTCGGTGGCAAAACTTGCAATTACTTTTGCACCA

>hsamiR548d_5p

AAAAGTAATTGTGGTTTTTGCC

>MADE1
TGGTGCAAAAGTAATTGTGGTTTTTGCCTGTAAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCA
>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCA

>hsamiR548d_5p

AAAAGTAATTGTGGTTTTTGCC

>MADE1
TTAGGTTGGTGCAAAAGTAATTGTGGTTTTTGCCTGTAAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCA
>KATNAL1L
TTAGGCTGGTGCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAACCACAATTACTTTTGCACCA



>hsamiR548d_3p

CAAAAACCACAGTTTCTTTTGC

>MADE1
TTAGGTTGGTGCAAAAGTAATTGTGGTTTTTGCCTGTAAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCA
>KATNAL1L
TTAGGCTGGTGCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAACCACAATTACTTTTGCACCA

>hsamiR548d_5p

AAAAGTAATTGTGGTTTTTGCC

>MADE1
AGGTTGGTGCAAAAGTAATTGTGGTTTTTGCCTGTAAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCA
>ANKRD5
AGGTTGGAGCAAAAGTAATTGCGGTTTTTGCTGCAATTAAAGGTTATGGCAAAAACCACAATTACTTTTGCACCA

>hsamiR548d_3p

CAAAAACCACAGTTTCTTTTGC

>MADE1
AGGTTGGTGCAAAAGTAATTGTGGTTTTTGCCTGTAAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCA
>ANKRD5
AGGTTGGAGCAAAAGTAATTGCGGTTTTTGCTGCAATTAAAGGTTATGGCAAAAACCACAATTACTTTTGCACCA

>hsamiR548d_3p

CAAAAACCACAGTTTCTTTTGC

>MADE1
AAGTAATGGCAAAAACCACAGTTTCTTTTGCACCA
>TCEANC2
AAGTAATGGCAAAAACCACAATTACTTTTGCACCA

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
GAGACCAGCCTGGCCAACATGTTGAAACCCCATCTCTACTAAAACCACAAAAATTAACCTGGTGGTGTGTTGGGCA
CCTGTAATCCCAGCTACTCGGTAGGCTGAGGTAGGAGAATCGCTTGAACCCATGAGGTTGAGGCTGCAGTGAGCC
AAGATCGTGCCACTGCACTTCAGCCTGGGTGACA

>STYX
GAGACCAGCCTGGCCAACATGGTGAAACCCCATCTCTACTAAAACTACAAAAATTAGCCAGGCATGGTGGCATGT

GCCTCTAACCCCAGCTACTTGGGAGGCTGAGGCAGGAAAATCACTTGAACCCAGGAGGTGGAGGTTGCAGTGAG
CCAAGATTGTGCCACTGTACTCCAGCCTGGGTGACA

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
GAGACCAGCCTGGCCAACATGTTGAAACCCCATCTCTACTAAAACCACAAAAATTAACCTGGTGGTGTGTTGGGCA
CCTGTAATCCCAGCTACTCGGTAGGCTGAGGTAGGAGAATCGCTTGAACCCATGAGGTTGAGGCTGCAGTGAGCC
AAGATCGTGCCACTGCACTTCAGCCTGGGTGACA

>MRO



GAGACCAGCCTGGCCAACATGGTGAAACCCCGTCTCTACTAAAAACACAAAAATTAGCCAGCCATGGTGGCAGGC
ACCTGTAATCCCAGCTACTCAGGAGGCTGAGACAGGAGAATCGCTTGAACCCAGGAGGTGGAGGTTGCAGTGAG
CCGAGATCGTGTCATTGCACTCCAGCCTGGGTGACA

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GGCTGGGCACAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGA
GTTCGAGACCAGCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGC
GGGCGCCTGTGATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAG
TGAGCCAAGATCGCGCCATTGCACTCCAGCCTGGGTGACA

>NUDT4
GGCTGGGCATGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGTCGAGGCAGGCGGATCACGAGGTTAGGA

GTTTGAGACCAGCCTGACCAACATGAAGAAACCCTGTCTCTACTAAAAATACAAAATTAGCCAGGCATGGAGGCA
GGCGCCTGTAATCCCAACTACTCGGGAGGCTGAGGCAGGAGAATCGCTTGAACCCGGGAGGCGGAGGTTGCGGT
GAGTTGAGATTGTGCCATTGCACTCCAGCCTGGGTGACA

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
AGACCAGCCTGGCCAACATGTTGAAACCCCATCTCTACTAAAACCACAAAAATTAACCTGGTGGTGTGTTGGGCAC
CTGTAATCCCAGCTACTCGGTAGGCTGAGGTAGGAGAATCGCTTGAACCCATGAGGTTGAGGCTGCAGTGAGCCA
AGATCGTGCCACTGCACTTCAGCCTGGGTGACA

>NLRC3
AGACCAGCCTGATCAACATGGTGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTGGGTGTGGTGGTGCGTG

CCTGTAGACCCAACTACTTGGGAGGCCGAGGCAGGAGAATCACTGGAACCCATGAGGTAGAGCCTACAGTGAGC
TGAGATCATGCCACTGCACTCCAGCCTGGGTGACA

>hsamirl5la_3p
CTAGACTGAAGCTCCTTGAGG
>L2_Platlo/MdoRepl_SINE_Metatheria
GAAGCTCCTTGAGGACA

>MYBPHL

GAAGCTCCTTGAGGACA

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
CCTGTAATCCCAGCTACTCGGTAGGCTGAGGTAGGAGAATCGCTTGAACCCATGAGGTTGAGGCTGCAGTGAGCC
AAGATCGTGCCACTGCACTTCAGCCTGGGTGACA

>SRCIN1
CCTGTAGTCTCAGCTGCTCGGGAGGCTGAGGCACGAGAATCACTTGAACCCAGGAGGCGGAGGCTGCAGTGAGC

TGAGATCACACCACTGGACTCCAGCCTGGGAGACA

>hsamiR1273a
GGGCGACAAAGCAAGACTCTTTCTT
>AluS



GGGCTTGGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTC
GAGACCAGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCG
CCTATAATCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGC
CAAGATTGCGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTC

>RP11-644F5.10.1
CCAGGCATGGTGGCGCATGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATCGCTTGAACCCCGGG

GGTGGAAATTGTGGTGAGCCAAGATCGCGCCACTGCACTCCAGCCTGGCGACAGAGCAAGACTCCATCTCAAAAA
ACAAAAAACAAACACGTTAAAAATGGGTAAAGAGAAGTAATCTACTTATGGTCACAAAGCTTACATAAGGGTAGA
CTTCATTGAACCCATGAAGTCTAGCCCTAAACTGTCTCTTCTTAA

>hsamiR603
CACACACTGCAATTACTTTTGC
>MADE1
TGCAATTACTTTTGCTCCAACTTAA
>CD38
TGCAATTACTTTTGCACCAACTTAA

>hsamiR548i

AAAAGTAATTGCGGATTTTGCC

>MADE1
TTGGTGCAAAAGTAATTGCGGATTTTGCCATTAA
>DENNDA4C
TTGGTACAAAAATAATTGCGGTTTTTGCCATTAA

>hsamiR548i

AAAAGTAATTGCGGATTTTGCC

>MADE1
TATTAGGTTGGTGCAAAAGTAATTGCGGATTTTGCCATTAA
>DENND4C
TATTATGTTGGTACAAAAATAATTGCGGTTTTTGCCATTAA

>hsamiR548i

AAAAGTAATTGCGGATTTTGCC

>MADE1
TATTAGGTTTGTGCAAAAGTAATTGCGGATTTTGCCATTAA
>DENND4C
TATTATGTTGGTACAAAAATAATTGCGGTTTTTGCCATTAA

>hsamiR548t_3p

AAAAACCACAATTACTTTTGCACCA

>MADE1
TTTTAATGACAAAAACCACAATTACTTTTGCACCAACCTAA
>SMU1
TTTTAATGGCAAAAACCGCAATTACTTTTGCACTAACCTAA

>hsamiR548aa
AAAAACCACAATTACTTTTGCACCA
>MADE1



TGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACCAACCTAA
>SMU1
TGCCATTACTTTTAATGGCAAAAACCGCAATTACTTTTGCACTAACCTAA

>hsamiR548t_3p
AAAAACCACAATTACTTTTGCACCA

>MADE1
AATGACAAAAACCACAATTACTTTTGCACCAACCTAA
>ALG10B
AATGGCAAAAACCACAATTACTTTTGCACTAACCTAA

>hsamiR548t_3p
AAAAACCACAATTACTTTTGCACCA

>MADE1
AATGACAAAAACCACAATTACTTTTGCACCAACCTAA
>ALG10
AATGGCAAAAACCACAATTACTTTTGCACTAACCTAA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
TTATTAGGTTGGTGCAAAAGAAACTGTGGTTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACCA
ACCTAA

>ALG10B
TTATTAGGTTGGTACAAAAGTAATTGTGGTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACTAA

CCTAA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
TTATTAGGTTGGTGCAAAAGAAACTGTGGTTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACCA
ACCTAA

>ALG10
TTATTAGGTTGGTAAAAAAGTAATTGTGGTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACTAA

CCTAA

>hsamiR548aa
AAAAACCACAATTACTTTTGCACCA

>MADE1
GGCAAAAACCACAATTACTTTTGCACCAACCTAA
>RABL5
GGCAAAAACCACGATTAGTTTTGCACCAACCTAA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
AATGGCAAAAACCACAATTACTTTTGCACCAACCTAA
>RABL5



AATGGCAAAAACCACGATTAGTTTTGCACCAACCTAA

>hsamiR548d_5p

AAAAGTAATTGTGGTTTTTGCC

>MADE1
TTAGGTTGGTGCAAAAGTAATTGTGGTTTTTGCCATTGAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCAACC
TAA

>RABL5
TTAGGTTGGTGCAAAAGTAATAGTGGCTTTTGCCATTAAAAATTAAAAATGGCAAAAACCACGATTAGTTTTGCAC

CAACCTAA

>hsamiR548t_3p
AAAAACCACAATTACTTTTGCACCA

>MADE1
AATGACAAAAACCACAATTACTTTTGCACCAACCTAA
>TLR10
AATGGCAAAAACCACAATTAGTTTTGCACCAACCTAA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
TTTCAATGGCAAAAACCACAATTACTTTTGCACCAACCTAA
>TLR10
TTTCAATGGCAAAAACCACAATTAGTTTTGCACCAACCTAA

>hsamiR548t_3p

AAAAACCACAATTACTTTTGCACCA

>MADE1
TTTTAATGACAAAAACCACAATTACTTTTGCACCAACCTAA
>ARSJ
TTTTAATGGGAAAAACCGCAACTAGTTTTGCACCAACCTAA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
ATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACCAACCTAA
>ARSJ
ATTACTTTTAATGGGAAAAACCGCAACTAGTTTTGCACCAACCTAA

>hsamiR548v
AGCTACAGTTACTTTTGCACCA
>MADE1
ACAGTTACTTTTGCACCAGCCTAA
>ZNF154
ACAGTTACTTTTGCACCAACCTAA

>hsamiR548aa
AAAAACCACAATTACTTTTGCACCA



>MADE1
AAAACCACAATTACTTTTGCACCAACCTAA
>ZNF154
AAAACCACAGTTACTTTTGCACCAACCTAA

>hsamiR548t_3p
AAAAACCACAATTACTTTTGCACCA

>MADE1
AATGACAAAAACCACAATTACTTTTGCACCAACCTAA
>FAM23B.1
AATGGCAAAAACCTCAATTACTTTTGCACCAACCTAA

>hsamiR548t_3p
AAAAACCACAATTACTTTTGCACCA

>MADE1
AATGACAAAAACCACAATTACTTTTGCACCAACCTAA
>TMEM236
AATGGCAAAAACCTCAATTACTTTTGCACCAACCTAA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
ACTTTCAATGGCAAAAACCACAATTACTTTTGCACCAACCTAA
>FAM23B.1
ACTTTCAATGGCAAAAACCTCAATTACTTTTGCACCAACCTAA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
ACTTTCAATGGCAAAAACCACAATTACTTTTGCACCAACCTAA
>TMEM236
ACTTTCAATGGCAAAAACCTCAATTACTTTTGCACCAACCTAA

>hsamiR548f

AAAAACTGTAATTACTTTT

>MADE1
CAAAAACTGTAATTACTTTTGGACCAACCTAA
>HLA-DMB
CAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548aa
AAAAACCACAATTACTTTTGCACCA

>MADE1
GGCAAAAACCACAATTACTTTTGCACCAACCTAA
>HLA-DMB
GGCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548aa



AAAAACCACAATTACTTTTGCACCA

>MADE1
AATGGCAAAAACCACAATTACTTTTGCACCAACCTAA
>SUMF1
AATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548f

AAAAACTGTAATTACTTTT

>MADE1
TAATGGCAAAAACTGTAATTACTTTTGCACCAACCTAA
>HLA-DMB
TAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548h_3p

CAAAAACCGCAATTACTTTTGCA

>MADE1
TAATGACAAAAACCGCAATTACTTTTGCACCAACCTAA
>HLA-DMB
TAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548t_3p

AAAAACCACAATTACTTTTGCACCA

>MADE1
TAATGACAAAAACCACAATTACTTTTGCACCAACCTAA
>HLA-DMB
TAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548u

CAAAGACTGCAATTACTTTTGCG

>MADE1
TAATGGCAAAGACTGCAATTACTTTTGCGCCAACCTAA
>HLA-DMB
TAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548t_3p

AAAAACCACAATTACTTTTGCACCA

>MADE1
TTTAATGACAAAAACCACAATTACTTTTGCACCAACCTAA
>SUMF1
TTTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548f

AAAAACTGTAATTACTTTT

>MADE1
AAGTAATTGCAAAAACTGTAATTACTTTTGCACCAACCTAA
>HLA-DMB
AAGTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA



>hsamiR548f

AAAAACTGTAATTACTTTT

>MADE1
TGCAAAAGTAATCATGTTTTTTTCCATTGTAAGTAATGGGAAAAACTGTAATTACTTTTGTACCAACCTAA
>HLA-DMB
TGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
GTGCAAAAGTAATTGGGGTTTTTTGCCGTTAAAAGTAATGGCAAAACTGGCAATTACTTTTGCACCAAACTAA
>HLA-DMB
GTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548d_5p

AAAAGTAATTGTGGTTTTTGCC

>MADE1
TGGTGCAAAAGTAATTGTGGTTTTTGCCATTGAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCAACCTAA
>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548w

AAAAGTAACTGCGGTTTTTGCCT

>MADE1
TGGTGCAAAAGTAACTGCGGTTTTTGCCTTTCAACATAATGGCAAAACCCACAATTACTTTTGCACCAATCTAA
>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548z

CAAAAACCGCAATTACTTTTGCA

>MADE1
TGGTGCAAAAGTAATTGAGATTTTTGCTACTGAAAGTAATGGCAAAAACCGCAATTACTTTTGCACCAACCTAA
>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548t_3p
AAAAACCACAATTACTTTTGCACCA

>MADE1
CAAAAACCACAATTACTTTTGCACCAACCTAA
>AL591684.1
CAAAAACCGCAATTACTTTTGCACCAACCTAA

>hsamiR548t_3p
AAAAACCACAATTACTTTTGCACCA

>MADE1
CAAAAACCACAATTACTTTTGCACCAACCTAA
>AL603965.1
CAAAAACCGCAATTACTTTTGCACCAACCTAA



>hsamiR548aa
AAAAACCACAATTACTTTTGCACCA

>MADE1
GGCAAAAACCACAATTACTTTTGCACCAACCTAA
>AL591684.1
GGCAAAAACCGCAATTACTTTTGCACCAACCTAA

>hsamiR548aa
AAAAACCACAATTACTTTTGCACCA

>MADE1
GGCAAAAACCACAATTACTTTTGCACCAACCTAA
>AL603965.1
GGCAAAAACCGCAATTACTTTTGCACCAACCTAA

>hsamiR548t_3p
AAAAACCACAATTACTTTTGCACCA

>MADE1
CAAAAACCACAATTACTTTTGCACCAACCTAA
>ANKRD5
CAAAAACCACAATTACTTTTGCACCAACCTAA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
ATGGCAAAAACCACAATTACTTTTGCACCAACCTAA
>ANKRD5
ATGGCAAAAACCACAATTACTTTTGCACCAACCTAA

>hsamiR548h_5p

AAAAGTAATCGCGGTTTTTGTC

>MADE1
AGGTTGGTGCAAAAGTAATCGCGGTTTTTGTCATTGAAAGTAATAGCAAAAACTGCAATTACTTTTGCACCAACCT
AA

>ANKRD5
AGGTTGGAGCAAAAGTAATTGCGGTTTTTGCTGCAATTAAAGGTTATGGCAAAAACCACAATTACTTTTGCACCAA

CCTAA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
AATGGCAAAAACCACAATTACTTTTGCACCAACCTAA
>TCEANC2
AATGGCAAAAACCACAATTACTTTTGCACCAACCTAA

>hsamiR548t_3p

AAAAACCACAATTACTTTTGCACCA

>MADE1
TAATGACAAAAACCACAATTACTTTTGCACCAACCTAA



>TCEANC2
TAATGGCAAAAACCACAATTACTTTTGCACCAACCTAA

>hsamiR548t_3p
AAAAACCACAATTACTTTTGCACCA

>MADE1
AATGACAAAAACCACAATTACTTTTGCACCAACCTAA
>|TSN1
AATGGCAAAAACCGCAATCACTTTTGCACCAACCTAA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
CAATGGCAAAAACCACAATTACTTTTGCACCAACCTAA
>|TSN1
CAATGGCAAAAACCGCAATCACTTTTGCACCAACCTAA

>hsamiR548t_3p
AAAAACCACAATTACTTTTGCACCA

>MADE1
CAAAAACCACAATTACTTTTGCACCAACCTAA
>PGM3
CAAAAACCGCAATTACGTTTGCACCAACCTAA

>hsamiR548aa
AAAAACCACAATTACTTTTGCACCA

>MADE1
GCAAAAACCACAATTACTTTTGCACCAACCTAA
>PGM3
GCAAAAACCGCAATTACGTTTGCACCAACCTAA

>hsamiR548t_3p
AAAAACCACAATTACTTTTGCACCA
>MADE1
CAATTACTTTTGCACCAACCTAA
>AC103588.1.1
CAATTACTCTTGCACCAACCTAA

>hsamiR548t_3p
AAAAACCACAATTACTTTTGCACCA

>MADE1
CAAAAACCACAATTACTTTTGCACCAACCTAA
>CDC27
CAAAAACCACAATTACTTATGCACCAACCTAA

>hsamiR548aa
AAAAACCACAATTACTTTTGCACCA
>MADE1



ATGGCAAAAACCACAATTACTTTTGCACCAACCTAA
>CDC27
ATGGCAAAAACCACAATTACTTATGCACCAACCTAA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
ATTACTTTTACAGGCAAAAACCACAATTACTTTTGCACCAACCTAATATAA
>ARSJ
ATTACTTTTAATGGGAAAAACCGCAACTAGTTTTGCACCAACCTAATATAA

>hsamiR548u

CAAAGACTGCAATTACTTTTGCG

>MADE1
ACTTTTAATGGCAAAGACTGCAATTACTTTTGCGCCAACCTAATAA
>FAM23B.1
ACTTTCAATGGCAAAAACCTCAATTACTTTTGCACCAACCTAATAA

>hsamiR548u

CAAAGACTGCAATTACTTTTGCG

>MADE1
ACTTTTAATGGCAAAGACTGCAATTACTTTTGCGCCAACCTAATAA
>TMEM236
ACTTTCAATGGCAAAAACCTCAATTACTTTTGCACCAACCTAATAA

>hsamiR1291

TGGCCCTGACTGAAGACCAGCAGT
>AAYZ01506329.1_1224x1089_RF00410_SNORA2
GTGGCCCTGACTGAA

>RNF123

GTGGCCCTGACTGAA

>hsamiR545_5p
TCAGTAAATGTTTATTAGATGA
>MIR2_Repetitive_sequence_Mammalia
TAAATGTTTATTAGATGAA

>SNTB2

TAAATGTTTATTAGATGAA

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
GTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTCGAGACCA
GCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCGCCTATAAT
CCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATTG
CGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTCT

>USP33



TGAGGCAGGAGAATCGCTTGAACCCAGGAGGTGGAGGCTGCAGTGAGCTGAGGTAACACCACAGCACTCCAGCC
TGGGTGACAAAGCAAGACTCTGTCTCAAAAAAAAATTACACTGAAAGACTTTATGGTAAGTATTTAAAACTAAATA
TACCAACCTGTGGTATATTACACATTTTAATATATTCTTCCATAATGCCCACTAAGAAGAAATAAATGGGATAAATG
ATGAAAAAAAATAAAGCAAATAAACACGCTTTTAGGAA

>hsamiR378b
ACTGGACTTGGAGGCAGAA

>MIRc
AAAGAGCACTGGACTTGGAGGCAGAA
>C9orf5
AAAGAACTCTGGACTTGGAGTCAGAA

>hsamiR378b

ACTGGACTTGGAGGCAGAA

>MIRc
CTAGTGGAAAGAGCACTGGACTTGGAGGCAGAA
>C9orf5
CTAGTAAAGAACTCTGGACTTGGAGTCAGAA

>hsamiR3118

TGTGACTGCATTATGAAAATTCT

>L1PA13_5
TATATAATCTCATATTTCTTGGATGTTTTGTTCATTCATTTTCCTTCTTTTTTCCCCCATTCTTGTCTGCCTGTTTTATTT
CAGAAAGCCAGTTTTCAAGCTCTGGGATTCTTTCCTCTGCTTGGTCTATTCTGCTGGGTGGTCTTGCACATGAGATG
GAGCTGGTGTGACAGTCCTCCTTAGTCTGCTTGCCTCTCCCAGGACCCCAGCCTGGCCACACCTGCTTACAGGGCA
ATCTCAGGTGCCCACACACACTACAATAATTTTCATAATGCAATCACACATAATCACTATGTGACTGCATTATGAAA
ATTCTTGTAGTGTGCTTTTCAGCTCTATTCGGTCGGTTATGTCTTCTTTATACTTGCTATTTTGTCTGTTAGCTCCTAC
AATGTGTTACAATGATTTTTAGCTCACTTGTATTGCATGACAACATACTTCTTTCACTCAGTGAACTTTGTTCCTACG
CATATCCTGAACCCTGCTTGTATCATTCCAGACAGCTCAGCCTCAGCCCAGTTCTGAACACTTGCTGGAGAGTTGAT
ACAGTCATTTGGAGGAAAGAA

>POTEC
TATATAATCCCATATTTCTCGGATGTTTTGTTCATTCCCTTTCATTCTTTTTTCCCCCATTCTTGTTTGCCTGTTTTATTT

CAGAAAGCCAGTTTTCAAGCTCTGGGATTCTTTCCTCTTCTTGGTCTATTCTGTTAGATGGTCTTGCACATGAGATG
GAGCTGGTCTGACCTCAGCCCTCCCTAGTCTGCTTGCCTCTCCCAGGACCCCAGCCTGGCCACACCTGCTTACAGG
GCACTCTCAGGTGCCCACACATACTACAATAATATTCATAATGCAATCACACACAATCACCATGTGACTACATTATG
AAAATTCTTCTAGTGTGATTTACAGCTCTGTCAGGTCAGTTATTTTCTTCTTTATACTCACTATTTTGTCTGTTAGTTC
CTGCAATGTTTTACAATGATTTTTAGCTTCCTTGTATTGGATTACAACATACTTCTTTCACTCAATGAACTTTGTTCCT
ACCCATATCCTGAACTCTGCTTGTATCATTTCAGACATCTCAGCCTCAGCCCAGTTCTGAACACTTGCTGGAGAGTT
GATGCAGTCATTTGGAGAAAAGAA

>hsamiR3118

TGTGACTGCATTATGAAAATTCT

>L1PA13_5
TAATCCCATATTTCTCGGATGTTTTGTTCATTCCCTTTCATTCTTTTTTCCCCCATTCTTGTTTGCCTGTTTTATTTCAGA
AAGCCAGTTTCCAGGTTCTGGGATTCTTTCCTCTTCTTGGTCTATTCTGTTGGATGGTCTTGCACATGAGATGGAGC
TGGTCTGACCTCAGCCCTCCCTAGTCTGCTTGCCTCTCCCAGGACCCCAGCCTGGCCACATCTGCTTACAGGGCACT
CTCAGGTGCCCACACATACTACAATAATTTTCATAATGCAATCACACACAATCACCGTGTGACTGCATTATGAAAAT




TCTTCTAGTGTGATTTACAGCTCTGTCAGGTCAGTTATTTTCTTCTTTATACTTGCTATTTTGTCTGTTAGTTCCTGCA
ATGTTTTACAATGATTTTTAGCTTCCTTGTATTGGATTACAACATACCTCTTTCACTCAGGGAACTTTGTTCCTACCCA
TATCCTGAACTCTGCTTGTATCATTTCAGACATCTCAGCCTCAGCCCAGTTCTGAACACTTGCTGGAGAGTTGATGC
AGTCATTTGGAGAAAAGAA

>POTEC
TAATCCCATATTTCTCGGATGTTTTGTTCATTCCCTTTCATTCTTTTTTCCCCCATTCTTGTTTGCCTGTTTTATTTCAGA

AAGCCAGTTTTCAAGCTCTGGGATTCTTTCCTCTTCTTGGTCTATTCTGTTAGATGGTCTTGCACATGAGATGGAGC

TGGTCTGACCTCAGCCCTCCCTAGTCTGCTTGCCTCTCCCAGGACCCCAGCCTGGCCACACCTGCTTACAGGGCACT
CTCAGGTGCCCACACATACTACAATAATATTCATAATGCAATCACACACAATCACCATGTGACTACATTATGAAAAT
TCTTCTAGTGTGATTTACAGCTCTGTCAGGTCAGTTATTTTCTTCTTTATACTCACTATTTTGTCTGTTAGTTCCTGCA

ATGTTTTACAATGATTTTTAGCTTCCTTGTATTGGATTACAACATACTTCTTTCACTCAATGAACTTTGTTCCTACCCA
TATCCTGAACTCTGCTTGTATCATTTCAGACATCTCAGCCTCAGCCCAGTTCTGAACACTTGCTGGAGAGTTGATGC
AGTCATTTGGAGAAAAGAA

>hsamiR3118

TGTGACTGCATTATGAAAATTCT

>L1PA13_5
TAATCCCATATTTCTCAGATGTTTTGTTCATTCCCTTTCATTCTTTTTTCCCCCATTCTTGTTTGCCTGTTTTATTTCAGA
AAGCCAGTTTCCAGGTTCTGGGATTCTTTCCTCTTCTTGGTCTATTCTGTTGGATGGTCTTGCACATGAGATGGAGC
TGGTCTGACCTCAGCCCTCCCTAGTCTGCTTGCCTCTCCCAGGACCCCAGCCTGGCCACATCTGCTTACAGGGCACT
CTCAGGTGCCCACACATACTACAATAATTTTCATAATGCAATCACACACAATCACCGTGTGACTGCATTATGAAAAT
TCTTCTAGTGTGATTTACAGCTCTGTCAGGTCAGTTATTTTCTTCTTTATACTTGCTATTTTGTCTGTTAGTTCCTGCA
ATGTTTTACAATGATTTTTAGCTTCCTTGTATTGGATTACAACATACCTCTTTCACTCAGGGAACTTTGTTCCTACCCA
TATCCTGAACTCTGCTTGTATCATTTCAGACATCTCAGCCTCAGCCCAGTTCTGAACACTTGCTGGAGAGTTGATGC
AGTCATTTGGAGAAAAGAA

>POTEC
TAATCCCATATTTCTCGGATGTTTTGTTCATTCCCTTTCATTCTTTTTTCCCCCATTCTTGTTTGCCTGTTTTATTTCAGA

AAGCCAGTTTTCAAGCTCTGGGATTCTTTCCTCTTCTTGGTCTATTCTGTTAGATGGTCTTGCACATGAGATGGAGC

TGGTCTGACCTCAGCCCTCCCTAGTCTGCTTGCCTCTCCCAGGACCCCAGCCTGGCCACACCTGCTTACAGGGCACT
CTCAGGTGCCCACACATACTACAATAATATTCATAATGCAATCACACACAATCACCATGTGACTACATTATGAAAAT
TCTTCTAGTGTGATTTACAGCTCTGTCAGGTCAGTTATTTTCTTCTTTATACTCACTATTTTGTCTGTTAGTTCCTGCA

ATGTTTTACAATGATTTTTAGCTTCCTTGTATTGGATTACAACATACTTCTTTCACTCAATGAACTTTGTTCCTACCCA
TATCCTGAACTCTGCTTGTATCATTTCAGACATCTCAGCCTCAGCCCAGTTCTGAACACTTGCTGGAGAGTTGATGC
AGTCATTTGGAGAAAAGAA

>hsamiR548b_5p

AAAAGTAATTGTGGTTTTGGCC

>MADE1
TTAGGTTGGCGCAAAAGTAATTGTGGTTTTGGCCTTTATTTTCAATGGCAA
>MTMR6
TTAGGTTGGTGCAAAAGTAATTGCGGTTTTTGTCATCACTTTCAATGGCAA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
CAATTACTTTTGCACCAA



>TCEANC2
CAATTACTTTTGCACCAA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
CAATTACTTTTGCACCAA
>FAM23B.1
CAATTACTTTTGCACCAA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
CAATTACTTTTGCACCAA
>TMEM236
CAATTACTTTTGCACCAA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
CAATTACTTTTGCACCAA
>ANKRD5
CAATTACTTTTGCACCAA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
GCAATTACTTTTGCACCAA
>LRRC55
GCAATTACTTTTGCACCAA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
GCAATTACTTTTGCACCAA
>SUMF1
GCAATTACTTTTGCACCAA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
GCAATTACTTTTGCACCAA
>AL591684.1
GCAATTACTTTTGCACCAA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1



GCAATTACTTTTGCACCAA
>AL603965.1
GCAATTACTTTTGCACCAA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
CAAAACTGGCAATTACTTTTGCACCAA
>CD38
CAAAACTTGCAATTACTTTTGCACCAA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
GCAAAACTGGCAATTACTTTTGCACCAA
>CD38
GCAAAACTTGCAATTACTTTTGCACCAA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC

>MADE1
TGGCAAAACTGGCAATTACTTTTGCACCAA
>CD38
TGGCAAAACTTGCAATTACTTTTGCACCAA

>hsamiR548p
TAGCAAAAACTGCAGTTACTTT
>MADE1
GCAAAAACTGCAGTTACTTTTGCACCAA
>HLA-DMB
GCAAAAACTGCAATTACTTTTGCACCAA

>hsamiR548p
TAGCAAAAACTGCAGTTACTTT
>MADE1
GCAAAAACTGCAGTTACTTTTGCACCAA
>SUMF1
GCAAAAACTGCAATTACTTTTGCACCAA

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
TGGTGCAAAAGTAATTGTGATTTTTGCCATTAAAAGTAACGACAAAACTGGCAATTACTTTTGCACCAA
>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCAA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC



>MADE1
TAATGGCAAAACTGGCAATTACTTTTGCACCAA
>LRRC55
TAATGGCAAAAACCGCAATTACTTTTGCACCAA

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
GTGCAAAAGTAATTGGGGTTTTTTGCCGTTAAAAGTAATGGCAAAACTGGCAATTACTTTTGCACCAA
>KATNAL1L
GTGCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAACCACAATTACTTTTGCACCAA

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
TGGTGCAAAAGTAATTGTGATTTTTGCCATTAAAAGTAACGACAAAACTGGCAATTACTTTTGCACCAA
>KATNAL1L
TGGTGCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAACCACAATTACTTTTGCACCAA

>hsamiR548w

AAAAGTAACTGCGGTTTTTGCCT

>MADE1
GTTAGGTTGGTGCAAAAGTAACTGCGGTTTTTGCCTTTCAACATAATGGCAAAACCCACAATTACTTTTGCACCAA
>KATNAL1
GTTAGGCTGGTGCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAACCACAATTACTTTTGCACCAA

>hsamiR708 5p
AAGGAGCTTACAATCTAGCTGGG
>L2_Platlr
CTGCCCTCAAGGAGCTTACAA
>RAB2B
CTGCTCTCAAGGAGCTTACAA

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT

>Alu)
CTGGGCAACAAAGTGAGACCTTATCTCTACAA
>FAM175A
CTGGGCAACAAAGTGAGAACCTGTCTCTACAA

>hsamiR544b
ACCTGAGGTTGTGCATTTCTAA
>MER5A1
TTGTGCATTTCTAACAA
>MFN1
TTGTGCATTTCTAACAA

>hsamiR548h_5p



AAAAGTAATCGCGGTTTTTGTC

>MADE1
TGGTGCAAAAGTAATCGCGGTTTTTGTCATTGAAAGTAATAGCAAAAACTGCAATTACTTTTGCACCAACCTAAA
>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAAA

>hsamiR548h_5p

AAAAGTAATCGCGGTTTTTGTC

>MADE1
ATTAGGTTGGTGCAAAAGTAATCGCGGTTTTTGTCATTGAAA
>WDHD1
ATTAGGTTGGCACAAAAGAAATCGCGGTTTTTGCCACTGAAA

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAGTTAGCCGGGCGTGGTGGTGGGGGCCTGTGGTCCCAGCTACTTTGGAGGCTGAGGTGGAAGGATCACCTG
AGCCCAGGAGGTGGAGGCTGCAGTAAGCTTAGATTGCAGCACTGCGGTCCAGCCTGGGTGACAGAGTGAGACCC
CATCTCAAA

>GMEB1
AAAAATTACCCGGGCGTGGTGGTGGGAGCCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATCACTTG

AACCAAGGAGGCGGAGGTTGCAGTGAGCTGAGATCACACCATTGCACTCCAGCCTGGGCTACAGAGCAAGACTC
CATCTCAAA

>hsamiR720
TCTCGCTGGGGCCTCCA
>HERVS71
CTCGCTGGGGCCTCCAAA
>C3orf32
CTCCCTGGGGCCTCCAAA

>hsamiR376a_3p

ATCATAGAGGAAAATCCACGT

>CER15_| _CE_LTR_Retrotransposon_Caenorhabditis_elegans
AATCATAGAGGAAAA

>SKA2

AATCATAGAGGAAAA

>hsamir376b

ATCATAGAGGAAAATCCATGTT

>CER15_| _CE_LTR_Retrotransposon_Caenorhabditis_elegans
AATCATAGAGGAAAA

>SKA2

AATCATAGAGGAAAA

>hsamiR548]
AAAAGTAATTGCGGTCTTTGGT
>MADE1



TGGTGCAAAAGTAATTGCGGTCTTTGGTATTACTTTCAGTGGCAAAA
>MTMR6
TGGTGCAAAAGTAATTGCGGTTTTTGTCATCACTTTCAATGGCAAAA

>hsamiR548i

AAAAGTAATTGCGGATTTTGCC

>MADE1
TTAGGTTGGTGCAAAAGTAATTGCGGATTTTGCCATACTTTTAACGGCAAAA
>MTMR6
TTAGGTTGGTGCAAAAGTAATTGCGGTTTTTGTCATCACTTTCAATGGCAAAA

>hsamiR548g_5p

TGCAAAAGTAATTGCAGTTTTTG

>MADE1
TATTAGATTAGTGCAAAAGTAATTGCAGTTTTTGCATTACGTTCTATGGCAAAA
>MTMR6
TATTAGGTTGGTGCAAAAGTAATTGCGGTTTTTGTCATCACTTTCAATGGCAAAA

>hsamiR548i

AAAAGTAATTGCGGATTTTGCC

>MADE1
GTGCAAAAGTAATTGCGGATTTTGCCATTAAAAGTAATGGCAAAA
>KATNAL1
GTGCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAA

>hsamiR548i

AAAAGTAATTGCGGATTTTGCC

>MADE1
TGGTGCAAAAGTAATTGCGGATTTTGCCATTAAAAGTAATGGCAAAA
>KATNAL1
TGGTGCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAA

>hsamiR548i

AAAAGTAATTGCGGATTTTGCC

>MADE1
TTAGGTTGGTGCAAAAGTAATTGCGGATTTTGCCATTAAAAGTAATGGCAAAA
>KATNAL1
TTAGGCTGGTGCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAA

>hsamiR548i

AAAAGTAATTGCGGATTTTGCC

>MADE1
TTGGTGCAAAAGTAATTGCGGATTTTGCCATTAAAAGTAATGGCAAAAA
>CDC27
TTGGTGCAAAAGTAATTGCAGGTTTTGCCATAAAAGTCATGGCAAAAA

>hsamiR548i
AAAAGTAATTGCGGATTTTGCC



>MADE1
TATTAGGTTGGTGCAAAAGTAATTGCGGATTTTGCCATTAAAAGTAATGGCAAAAA
>CDC27
TATTAAGTTGGTGCAAAAGTAATTGCAGGTTTTGCCATAAAAGTCATGGCAAAAA

>hsamiR548i

AAAAGTAATTGCGGATTTTGCC

>MADE1
TATTAGGTTTGTGCAAAAGTAATTGCGGATTTTGCCATTAAAAGTAATGGCAAAAA
>CDC27
TATTAAGTTGGTGCAAAAGTAATTGCAGGTTTTGCCATAAAAGTCATGGCAAAAA

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTCGAGACCA
GCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGTG
ATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAGCCAAGAT
CGCGCCATTGCACTCCAGCCTGGGTGACAGAGTGAGACTCCATCTCAAAAAA

>TBXA2R
GTGGTTCATGCCTGTGATCCCAGCACTTTGGGAGGCTGAGGCTGGTGAATCACCTGAGGTCAGGAGTTCAAGACC

AGCCTGGCCAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCGCGCCTAT
AGTCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATCGCTTGAACCCGGGAGGTGGAGGTTGCAGTGAGCTGAG
ATTGCGCCACTGCACTCCAGCCTGGGGGACAGAGCAAGACTCCGTCTAAAAAAA

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
TTGGCTGGGCTTGGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGG
AGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGC
GCTCGCCTATAATCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGT
GAGCCAAGATTGCGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTCTTTCTTGGAAAAAAACAAAAAACAA
CAAAA

>SAR1B
TTGGCCGGGCATGGCGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGTGGGCAGATCACGAGGTCAG

GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCCATCTCTACTAAAAATACAAAAATTAGCCGGGCATGGTG
GTGCGCGCCTGTAGTCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATCACTTGAACCCCGGAGGTGGAGGTTGC
AGTAAGCAGAGATTGTGCCACTGCACTCTAGCCTGGGCAACAAAGCAAGACTCCATCTCAAAAAAAACAAAAAAC
AAAAAAA

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
CCTGTAATCCCAGCTACTCGGTAGGCTGAGGTAGGAGAATCGCTTGAACCCATGAGGTTGAGGCTGCAGTGAGCC
AAGATCGTGCCACTGCACTTCAGCCTGGGTGACAAGAGCGAAACTTCATCTCAAAAAAAAAA

>PCBD2



CCTGTAATCTCAGCTACTCAGGAGGCTGAGGATGGAGAATCACTTGAACCCAGGAGGTGGAGACTGCAGTGAGC
CAAGATCGTGCCATTGCACTCCAGCCTGGGCGACAAGAGCGAAACTCCATCTCCAAAAAAAAA

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
GAGACCAGCCTGGCCAACATGTTGAAACCCCATCTCTACTAAAACCACAAAAATTAACCTGGTGGTGTGTTGGGCA
CCTGTAATCCCAGCTACTCGGTAGGCTGAGGTAGGAGAATCGCTTGAACCCATGAGGTTGAGGCTGCAGTGAGCC
AAGATCGTGCCACTGCACTTCAGCCTGGGTGACAAGAGCGAAACTTCATCTCAAAAAAAAAA

>MARVELD2
GAGACCAACCTGGCCAACATAGTGAAATCCTGTCTCTACTAAAAATACAAAAAATTAGCTGGGCATGGTGGTGGG

TGCCTGTAATCCCAGCTACTTGGGAGGCAGAGGCAGGAGAATCGCTTGAACCCAGGAGGCAGAGGCTGCAGTGA
GCCAAGATCATACCACTGTACTCCAGCCTGGGCAACAAGAGCGAAACTCCATCTCAAAAAAAAAA

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
TGGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTCGAGACC
AGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCGCCTATAA
TCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATT
GCGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTCTTTCTTGGAAAAAAACAAAAAA

>AARSD1
TGGTGGCTCATACATGTAATCCTAGCACTTTGGGAGGCTGAGGTGGGTGGATTACTTGAGGTCAGGAGTTCGAGA

CCAGCCTGGCCAACATGGTGAAACCCCATCTCTGCTAAAAATACAAAAATTAGCTGGGCCTGGTGGTGCACATCTG
TAGTCCCATCTACTTGGGAGGCTGAGGCAGGAGAATTGCTTGAACCCAGAAGGTGGAGGTTGCAGTGAACAGAG
ACTGCACCACTGCACTCCAGCCTGGGCGACAGAGCAAGACTCCATCTCGGAAAAAAAAAAAAAA

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
GCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTCGAGACCAGCCT
GGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCGCCTATAATCCCA
GCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATTGCGCC
ACTGCACTCCAGCCTGGGCGACAAAGCAAGACTCTTTCTTGGAAAAAAACAAAAAA

>0TUD3
GCTCACACCCGTAATCCTAGCACTTTGGGAGGCTGAGGCGGGCAGATCACAAGGTCAGGAGTTTGAGACCAGCCT
GGCTAACATGGTGAAACCCCGTCTCTACTAAAAATACAAAAATTAGCCAAGCATGGTGGCACACACCTGTAATCCC
AGCTACTCAGGAGGCTGAGGCAGGAGAATCGCTTGAACCCGGGAGGTGGAGGTTGCAGTGAGCCGAGATTGCCC

CACCACACTCCAGCCTGGGCAACAAAGCAAGACTCTGTCTCAAAAAAAAAAAAAAAA

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GGGCACAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTC
GAGACCAGCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGC
GCCTGTGATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAG
CCAAGATCGCGCCATTGCACTCCAGCCTGGGTGACAGAGTGAGACTCCATCTCAAAAAACAAACAAACAAAAAA



>STK17B
GGGCGCAGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGTGGATCACTTGAAGTCAGGAGT

TTGTGACCAGCCTGGCCAACATGGTGAAACCCCGTCTCTACTAAAAATACAAAAATTAGCTGGGCACGGTGGCAT
GCGCCTGTAATCCCAACTACTCAGGAGGCTGAGACAGGAGAATTGCTTGAACCCGGGAGGCAGAGGTTGCCGTG
AGCTGAGATCATGCCACTGCACTCCAGCCTGAGAGACAGAGCAAAACTCCATCTCAAAAAAAAAAAAAAAAAAAA
A

>hsamiR548q
GCTGGTGCAAAAGTAATGGCGG

>MADE1
TTAGGTTGGTGAAAAAGTAATCATGCTTTTT
>SLC6A4
TTAGGTTAGTGCAAAAGTAATCATGGTTTTT

>hsamiR548d_5p

AAAAGTAATTGTGGTTTTTGCC

>MADE1

CAATTACTTTTGCACCAAC

>CD38
GCATTTGTTGGAAGAGAATATAAACTACTATTAGTTTGGTATGAAAGGCCTAGAAGGAAAAAGCACATGAATTTT

GGAGTTGGACAGAGTTGAGTTCAAATTCAGTCTCTAGCTTGATACTAAATGTAGGACTTACGGTAAATTATTAGGT
TGGTTCAAAAATAATTGTGGTTTT

>hsamiR548d_5p

AAAAGTAATTGTGGTTTTTGCC

>MADE1

CAATTACTTTTGCACCAACCTAAAT

>CD38
GCATTTGTTGGAAGAGAATATAAACTACTATTAGTTTGGTATGAAAGGCCTAGAAGGAAAAAGCACATGAATTTT

GGAGTTGGACAGAGTTGAGTTCAAATTCAGTCTCTAGCTTGATACTAAATGTAGGACTTACGGTAAATTATTAGGT
TGGTTCAAAAATAATTGTGGTTTT

>hsamiR548aa
AAAAACCACAATTACTTTTGCACCA
>MADE1
TAATGGCAAAAACCACAGTTTCTTTT
>NWD1
TAATGGCGAAAACCACAGTTACTTTT

>hsamiR548d_5p

AAAAGTAATTGTGGTTTTTGCC

>MADE1
TTATTAGGTTGGTGCAAAAGAAACTGTGGTTTTTGCCATTACTTT
>NWD1
TTATTAGGTTGATGCAAAATTAATTGTGGTTTTTGCCATTACTTT

>hsamiR1277_5p



AAATATATATATATATGTACGTAT
>EnSpm-8_HM
TTATATACACATACGTACATATATATATATATTT
>PRRC2C
TTATATATATATATGTATATATATATATATATTT

>hsamiR548t_3p

AAAAACCACAATTACTTTTGCACCA

>MADE1
GCAAAAACCACGATCACTTTTGCACCACCCTAACATTT
>ALG10
GCAAAAACCACAATTACTTTTGCACTAACCTAATATTT

>hsamiR548t_3p

AAAAACCACAATTACTTTTGCACCA

>MADE1
TTAGGTTGGTGCAAAAGTAATTGTGGTTTTTGTCATTAAAAAATTGCAAAAACCACGATCACTTTTGCACCACCCTA
ACATTT

>RABL5
TTAGGTTGGTGCAAAAGTAATAGTGGCTTTTGCCATTAAAAATTAAAAATGGCAAAAACCACGATTAGTTTTGCAC

CAACCTAACATTT

>hsamiR582_5p
TTACAGTTGTTCAACCAGTTACT
>3

TTCAGTTGTTCAACCAGTT
>KHDRBS3
TTCAGGTGTTCAACCAGTT

>hsamiR548v

AGCTACAGTTACTTTTGCACCA

>MADE1
AAAACCGCAATTACTTTTGCTCAAACCTAGTATT
>SUMF1
AAAACTGCAATTACTTTTGCACCAACCTAATATT

>hsamiR548f

AAAAACTGTAATTACTTTT

>MADE1
GCAAAAATTGCAATTAGGTTTGCACCAACCTAATATT
>SUMF1
GCAAAAACTGCAATTACTTTTGCACCAACCTAATATT

>hsamiR548w
AAAAGTAACTGCGGTTTTTGCCT

>MADE1
TGGTGCAAAAGTAATTGTGGGTTTTGCCATT
>KATNAL1



TGGTGCAAAAGTAATTGCGGTTTTTGCCATT

>hsamiR548i

AAAAGTAATTGCGGATTTTGCC

>MADE1
TAGGCTGGTACAAAAATAATTGCTATTTTTGCCATT
>KATNAL1
TAGGCTGGTGCAAAAGTAATTGCGGTTTTTGCCATT

>hsamiR548h_5p

AAAAGTAATCGCGGTTTTTGTC

>MADE1
TTAGGTTGGTGCAAAAGTAATTGCGGTTTTTGTCATT
>KATNAL1L
TTAGGCTGGTGCAAAAGTAATTGCGGTTTTTGCCATT

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
TCTCTACAAATAATAAAAAAATTAGCTGGGTGTGGTGGCATATGCCTGTAGTCCCAACTACTTGGGAGGCTGAGG
CAGGAGGACTGCCTGAGCCTAGGAG

>ZNF528
CTGGGCAACAGAGTGAGACTCTATCTCCAAAAAAAAAAAAGTCTACTTCTCATCAGTCTTTGCTAAACAGCAGGTA

CTGCTGTTCAATGGAGAAGGTGGCTACCTTTTTCCTTGCATTATTTCTACCATATAATCAGACACTAGCAACCTATTA
CTCTCTTCCCACTAATAACCTATGCCTTAAGATTACAGCATACTCTATTTCATGGTCAGTTGGTGGACACTGAAGCTC
TGTGCACTTATGTCAGGAGAAAGTGTGCTAACTGCAACAGTATGATGACGGTCATCAGTTTTATGTTACTCTGCCC
ACCTCCATGCTCTCTAAATCAGACAATATTTAATCTCAAAAGGCAATGTCCTTCATCAGGAAATTGGATAGAAATAA
TCCTCAGCTAATGAAGTCAGCCCTGTCATCCTACTGATTCTTTCCCAGGGACCACAGTGAATGGCCTGTATGGAAG
GCACATGAAAAGATTTCGAAGTCACAAAGAGTAAAGTAGCCTTTTCTATAAGCCCCAAATAATTGAATGCTTTATA
GCCTGAATAAAACTGGTCATTTACAAGCCGTTGCACCTTTGATATACATCAGGTCATGAGATTCAACATATTTTGAC
TTAGCATTATTCTGCATCATGCAATATCATAGATTAGTATCAGAGAACCAGAGACAGAGTTACTTCTTGTGTAAATC
CTATCGTGTTCTATAGCAATGGTCCTTGAATAATAGCCCAAGTACACACAATTCATCTGTGTGCTTTCATCCTCCACA
GTGATGTGGTGATGTCCAGTGATTTGGCAGGCCTTGATAAAGCCTGTGTCACATACATTTCATTTATATGATTTCCA
CTTAGTATGGACTCACTGATGTTGATTAATGCTAGAACTCATGATGATGGTTTTGCCATACAGTTTGTAGGGACTCT
CATGAATGAACTCTCTGATGCTGTGCAAGGTCAGAATTGTGACTGAAGACCTTACTGCACAGGGTGCATTTGTAAG
GTTTCTCTCCAATGTGAATTCTATGGTGATTGGTGAGGGAAGACTTCTGAGTGAAGATCTTGCCACATTCTTTACAC
TCATGAGATTTCTTTTCAGTATGGATTGCAAGATGGGCAGTAAGGCCTGAACACCCTCGAAATGCTTTGCCACATTT
ACTACATCTGTAAGGCCTCTCTCCAGTATGAATTATTTGATGTCTTGTAAGGTATGATGCTTGATTAAAGACCTTGC
CACATTGATTACATTTGTAAGGCTTTTCTCCTGTATGAATTTTCTGATGGCATACCAGGTTTGAACTGCGACTGAAG
ACCTTGCCACATCTGTTACATTTGTAAGGCTTCTCTCCAGTATGAATTCTATGATGACTGGTTAGAGAAGACTTGTA
CCTGAAGACTTTGCCACATTCTTTACATTCATAAGGTTTCTCTCCACTATGGATTAGAAAATGGGCAGTAAGGTCTG
AAAACTCTCTAAACGCTGTGCCACATTTATTACATTTGTAAGGCTTCTCATCAGTATGAGTTTTTCGATGTCGTATAA
GGTCTGATTTCTGACTAAAGATCTTGCCACACTGACTGCATCCATAAGGTCTCTCTCTAGTATGAATT

>hsamiR548n



CAAAAGTAATTGTGGATTTTGT

>MADE1
TATTAGGTTGGTGCAAAAGTAATTGCGGGTTTTG
>MTMR6
TATTAGGTTGGTGCAAAAGTAATTGCGGTTTTTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
ACACACACTCACACACACACACTCACA
>CD40LG
TGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
ACACACACTCACACACACACACTCACAC
>CD40LG
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
ACACACACTCACACACACACACTCACA
>CD40LG
TGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
ACACACACTCACACACACACACTCACAC
>CD40LG
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
ACACACACTCACACACACACACTCACA
>CD40LG
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
ACACACACTCACACACACACACTCACAC
>CD40LG
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
ACACACACTCACACACACACACTCACA
>CD40LG
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
ACACACACTCACACACACACACTCACAC
>CD40LG
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
ACACACACTCACACACACACACTCACA

>CD40LG
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
ACACACACTCACACACACACACTCACAC

>CD40LG
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
ACACACACTCACACACACACACTCACA

>CD40LG
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
ACACACACTCACACACACACACTCACAC

>CD40LG
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

ACACACACTCACACACACACACTCACA

>CD40LG
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

ACACACACTCACACACACACACTCACAC

>CD40LG
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

ACACACACTCACACACACACACTCACA

>CD40LG
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

ACACACACTCACACACACACACTCACAC

>CD40LG
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

ACACACACTCACACACACACACTCACA

>CD40LG
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

ACACACACTCACACACACACACTCACAC

>CD40LG
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

ACACACACTCACACACACACACTCACA

>CD40LG
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

ACACACACTCACACACACACACTCACAC

>CD40LG
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR708 5p
AAGGAGCTTACAATCTAGCTGGG
>L2_Platlr
GTCCCTGCCCTCTAGAAGCTCACAGTCTAGT
>GRIA4
GTCCCTGCCCTCAAGGAGCTTACAGTCTAGT

>hsamiR28 5p
AAGGAGCTCACAGTCTATTGAG
>L2_Platlo
CCTGCCCTCCAGGAGCTCACAATCTAGT
>LYPD3
CCTGCCCTCGAGGAGCTCACAGTCTAGT

>hsamiR28 5p
AAGGAGCTCACAGTCTATTGAG
>L2_Platlo
CCTGCCCTCCAGGAGCTCACA
>URGCP
CCTGCCCTCAAGGAGCTCACAGTCT

>hsamiR548h_3p

CAAAAACCGCAATTACTTTTGCA

>MADE1
CAAAAACCGCGATTACTTTTGCACCAACCTAATAGCT
>ANKRD5
CAAAAACCACAATTACTTTTGCACCAACCTAATAGCT

>hsamiR1255b2 3p

AACCACTTTCTTTGCTCATCCA

>TIGGER1
AAACCACTTTCTTTGCTCATCCGTAAGAAGCAACTCCT
>FNTA
AAACCACTTCTTTTGCTCATCCATAAGAAGCGACTCCT

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)

GTGGTGGCTCACACCTGCAATCCCAGCACTTTG

>KIAA1530
GTGGTGGCTCATGCCTGTAATCCCAACACTTTGGGAGACCGAAGCAGGAGGATCGCTTGAGGCTAGGAGTTCGA

GATCACCGTGGGCAACACAGTGAGACCT

>hsamiR548d_3p
CAAAAACCACAGTTTCTTTTGC
>MADE1
AAAACCACAATTACTTTTGCACCAACCT
>NWD1



AAAACCACAGTTACTTTTTGCACCAACCT

>hsamiR548d_3p

CAAAAACCACAGTTTCTTTTGC

>MADE1
AATGGCAAAAACCACAATTACTTTTGCACCAACCT
>NWD1
AATGGCGAAAACCACAGTTACTTTTTGCACCAACCT

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
TAATGGCAAAAACCACAGTTTCTTTTGCACCAACCT
>NWD1
TAATGGCGAAAACCACAGTTACTTTTTGCACCAACCT

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT

>Alu)
CACTCCAGCCTGGGCAAAAGAGTGAGACT
>ZNF528
CACTCCAGCCTGGGCAACAGAGTGAGACT

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT

>Alu)
ACTCCAGCCTGGGCAAAAGAGTGAGACT
>DCDC5
ACTCCAGACTGGGCAACAGAGTGAGACT

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
TTGGTGCAAAAGTAATTGCCAGTTTTGTCGTTACTTTTAATGGCAAAAATCACAATTACTTTTGCACCAACT
>MTMR6
TTGGTGCAAAAGTAATTGCGGTTTTTGTCATCACTTTCAATGGCAAAAGCCCCAATTACTTTTGCAGCAACT

>hsamiR2054
CTGTAATATAAATTTAATTTATT
>EnSpm2_SB_EnSpm_Sorghum_bicolor
AGAGAATAAATTAAATTTAT

>RASGRP4

AGAGAATAAATTTAATTTAT

>hsamiR3149

TTTGTATGGATATGTGTGTGTAT

>Chapaev_8 HM_Chapaev_Hydra_magnipapillata
TATATATATGTATGTGTGTG



>0SBPL9
TATATATATGTATGTGTGTGTAT

>hsamiR3149

TTTGTATGGATATGTGTGTGTAT

>Chapaev_8 HM_Chapaev_Hydra_magnipapillata
ATATATATATGTATGTGTGTG

>DUSP7

ATATATATATGTATGTGTGTGTAT

>hsamiR3149

TTTGTATGGATATGTGTGTGTAT

>Chapaev_8 HM_Chapaev_Hydra_magnipapillata
ACATACACACACATATCCATACAAACATATATATATGTATGTGTGTG
>HDAC2
ACATACACACACATATATACACATGTATATATATATATGTGTGTGTAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
TACATATATATATATAT

>SRP72
GTTTATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
TATACACATACGTACATATATATATATAT
>CACNA1I
TATACACATATATATATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
TATACACATACGTACATATATATATATAT
>CACNA1I
TATACACATATATATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
TACATATATATATATAT

>ZBED3
TACATATATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM



TACATATATATATATAT
>ZBED3
TACATATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
TACATATATATATATAT

>NRF1
TACATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
TACATATATATATATAT

>SRP72
TACATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
TACATATATATATATAT

>ZBED3
TACATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
TACATATATATATATAT
>PPP4R2
TACATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATACGTACATATATATATATAT
>SENP1
ATACATACATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
TACATATATATATATAT

>SRP72

TACATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT



>EnSpm-8_HM
TACATATATATATATAT
>ZBED3
TACATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
TACATATATATATATAT

>NRF1

TACATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
TACATATATATATATAT

>PPP4R2

TACATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
TACATATATATATATAT
>ITPRIPL2
TACATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATACGTACATATATATATATAT
>SENP1
ATACATACATATATATATATAT

>hsamiR620

ATGGAGATAGATATAGAAAT
>EnSpm_7_HM_EnSpm_Hydra_magnipapillata
ATATATATGGAGATATCTATATATATATATATAT
>MRPL32
ATATATATAGAGATAGATATAGATATATATATAT

>hsamiR548d_3p

CAAAAACCACAGTTTCTTTTGC

>MADE1
TTTTGCCATTACTTTTACAGGCAAAAACCACAATTACTTTTGCACCAACCTAATAT
>ALG10
TTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACTAACCTAATAT

>hsamiR548x_3p



TAAAAACTGCAATTACTTTC

>MADE1
GCAAAAACTGCAATTACTTTTGCACTAACCTAATAT
>SUMF1
GCAAAAACTGCAATTACTTTTGCACCAACCTAATAT

>hsamiR548b_5p

AAAAGTAATTGTGGTTTTGGCC

>MADE1
CAAAAGCAACTGAGGTTCTTGCCATTGAAAATAAAGGCCAAAACCACAATTACTTTTGCGCCAACCTAAATAT
>HLA-DMB
CAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAAATAT

>hsamiR548h_5p

AAAAGTAATCGCGGTTTTTGTC

>MADE1
AGTATTAGGTTGGTGCAAAAGTAATTGCGGTTTTTGTCAT
>MTMR6
AGTATTAGGTTGGTGCAAAAGTAATTGCGGTTTTTGTCAT

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC

>MADE1
AAAAACCCCAATTACTTTTGCACAAACCTAAT
>TCEANC2
AAAAACCACAATTACTTTTGCACCAACCTAAT

>hsamiR548u
CAAAGACTGCAATTACTTTTGCG

>MADE1
AAAAACCACATTACTTTTGCACCATCCTAAT
>TCEANC2
AAAAACCACAATTACTTTTGCACCAACCTAAT

>hsamiR548d_3p

CAAAAACCACAGTTTCTTTTGC

>MADE1
GGCAAAAACCACAATTACTTTTGCACCAACCTAAT
>TCEANC2
GGCAAAAACCACAATTACTTTTGCACCAACCTAAT

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
TAATGGCAAAAATCACAATTACTTTTGCACCAACTTAAT
>TCEANC2
TAATGGCAAAAACCACAATTACTTTTGCACCAACCTAAT



>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
AAGTAATGGTAAAACTCGCAATTACTTTTGCACCGACCTAAT
>TCEANC2
AAGTAATGGCAAAAACCACAATTACTTTTGCACCAACCTAAT

>hsamiR548h_3p

CAAAAACCGCAATTACTTTTGCA

>MADE1
AAGTAATGACAAAAACCGCGATTACTTTTGCACCAACCTAAT
>TCEANC2
AAGTAATGGCAAAAACCACAATTACTTTTGCACCAACCTAAT

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
AAGTAATGGCAAAAACCACAGTTTCTTTTGCACCAACCTAAT
>TCEANC2
AAGTAATGGCAAAAACCACAATTACTTTTGCACCAACCTAAT

>hsamiR548h_3p

CAAAAACCGCAATTACTTTTGCA

>MADE1
AAAGTAATGACAAAAACCGCGATTACTTTTGCACCAACCTAAT
>|TSN1
AAAGCAATGGCAAAAACCGCAATCACTTTTGCACCAACCTAAT

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
TTTGCCATTGAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCAACCTAAT
>|TSN1
TTTGCCATCAAAAGCAATGGCAAAAACCGCAATCACTTTTGCACCAACCTAAT

>hsamiR3137

TCTGTAGCCTGGGAGCAATGGGGT

>GOLEM
CCTACAGTGTTCAGTACAGAAACATGTTGTACAGGTTTGTAGCCCAGGAGCA
>WDR19
CCTATAGTATTCAGTACAGTCACATGCTGTACTGGTTTGTAGCCTAGGAGCAAT

>hsamiR548d_5p

AAAAGTAATTGTGGTTTTTGCC

>MADE1
TTATTAGGTTGGTGCAAAAGAAACTGTGGTTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACCA
ACCTAAAT

>CD38



TTATTAGGTTGGTTCAAAAATAATTGTGGTTTTGCCATTCCTTTCGGTGGCAAAACTTGCAATTACTTTTGCACCAAC
TTAAAT

>hsamiR548h_5p
AAAAGTAATCGCGGTTTTTGTC
>MADE1
TGGTGCAAAAGTAATTGCGGTTTTTG
>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTG

>hsamiR548g_5p

TGCAAAAGTAATTGCAGTTTTTG

>MADE1

AGTATTATGTTGGTACAAAAGTAATT

>MTMR6
AGTATTAGGTTGGTGCAAAAGTAATTGCGGTTTTTG

>hsamiR548h_5p
AAAAGTAATCGCGGTTTTTGTC

>MADE1
AGGTTGGTGCAAAAGTAATTGCGGTTTTTG
>ANKRD5
AGGTTGGAGCAAAAGTAATTGCGGTTTTTG

>hsamiR548g _5p
TGCAAAAGTAATTGCAGTTTTTG

>MADE1

GTATTATGTTGGTACAAAAGTAATT

>DENND4C
GTATTATGTTGGTACAAAAATAATTGCGGTTTTTG

>hsamiR548x_5p
TGCAAAAGTAATTGCAGTTTTTG

>MADE1
AGATTGGTGTGAAAGTAATTGCAGTTTTT
>MC2R
AGATTGGTGCAAAAGTAATTGCAATTTTTG

>hsamiR548b_5p

AAAAGTAATTGTGGTTTTGGCC

>MADE1

CAATTACTTTTGCGCCAACCTAAATATATA

>CD38
GCATTTGTTGGAAGAGAATATAAACTACTATTAGTTTGGTATGAAAGGCCTAGAAGGAAAAAGCACATGAATTTT
GGAGTTGGACAGAGTTGAGTTCAAATTCAGTCTCTAGCTTGATACTAAATGTAGGACTTACGGTAAATTATTAGGT

TGGTTCAAAAATAATTGTGGTTTTG

>hsamiR548n



CAAAAGTAATTGTGGATTTTGT

>MADE1

CTATTAGGTTGGTGCAAAAGTAAT

>RABL5
CTATTAGGTTGGTGCAAAAGTAATAGTGGCTTTTG

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATTTG

>NTRK3

ATATATATATATATTTG

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATTTG

>BMP2K

ATATATATATATATTTG

>hsamiR1304_5p

TTTGAGGCTACAGTGAGATGTG
>ALU_SINE1_7SL_Primates
ATCACTTGAGCCCAGGGGTTCGAGGCTACAGTGAGATGTG
>Clorf64
ATCACTTGAGCCCAGGAGTTTGAGGCTGCAGTGAGCTGTG

>hsamiR1267

CCTGTTGAAGTGTAATCCCCA

>MSTA
CAAATCTCATGTTGAAATGTAATCCCCAATGCTGGAGGTG
>CETN3
CAAATATCATGTTGAATTGTAATCCCCAGTACTGGAGGTG

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
TATACACATACGTACATATATATATATAT
>CACNA1I
TATACACATATATATATATATATATATATATATG

>hsamiR1267
CCTGTTGAAGTGTAATCCCCA

>MSTA
AATCTCATGTTGAAATGTAATCCCCAATG
>FLVCR1
AATCTCACATTGAAATGTAATCCCCAATG



>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATTTGGG
>PAQR3
ATATATATATATATTTGGG

>hsamiR28 5p
AAGGAGCTCACAGTCTATTGAG

>L2_Platlo
CCTGCCCTCCAGGAGCTCACAATCTAGTGGG
>LPPR5.1
CCTGCCCTCGAGGAGCTCACAGTCTAGTGGG

>hsamiR28 5p
AAGGAGCTCACAGTCTATTGAG
>L2_Platlo
GCCCTCCAGGAGCTCACAATCTAGTGGG
>ATPAF1
GCCCTCAAGGAGCTCACAGTCTAGTGGG

>hsamiR1285_ 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
TTGAGACCAGCCTGGGCAACAAAGTGAGATCCTATCTCTACAAATAATAAAAAAATTAGCTGGG
>0ORAI2
TTGAGGCCAGCCTGGGCAACATAGTGAGACCCCCATCTCTACAAAAAATACAAACATTAGCTGGG

>hsamiR1304_3p

TCTCACTGTAGCCTCGAACCCC

>ALU_SINE1_7SL_Primates
ATCACATCTCACTGTAGCCTCAAACCGCTGGGCTCAAGTGTTTCTCCTGCCTTAGCCTCCAGAGTAGCTGGG
>ZFP42
ATCACAGCTCACTGTAGCCTCAAACTCCTGGGCTCAAGCTATCCTCCTGCTTCAGCCTCCTGAGTAGCTGGG

>hsamiR1304_3p

TCTCACTGTAGCCTCGAACCCC

>ALU_SINE1_7SL_Primates
CTCACTGTAGCCTCAAACCGCTGGGCTCAAGTGTTTCTCCTGCCTTAGCCTCCAGAGTAGCTGGG
>LRCH3
CTCACTGTAGCCTCAACCTCCCAGGCTCAAGTGATCCTCCCACCCCAGCCTCCTGAGTAGCTGGG

>hsamiR1304_3p

TCTCACTGTAGCCTCGAACCCC

>ALU_SINE1_7SL_Primates
CTCACTGTAGCCTCAAACCGCTGGGCTCAAGTGTTTCTCCTGCCTTAGCCTCCAGAGTAGCTGGG
>Cllorf54
CTCACTGTAGCCTCCAACTTCTGGGCTCAAGTGATTCTCGTGCCTCAGCCTCCTGAGCAGCTGGG



>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
AGGAGTTTGAGACCAGCCTGGGCAACAAAGTGAGATCCTATCTCTACAAATAATAAAAAAATTAGCTGGGTGTGG
TGGCATATGCCTGTAGTCCCAACTACTTGGGAGGCTGAGGCAGGAGGACTGCCTGAGCCTAGGAGTTTGCAGCTG
CACTGAGCTATGATGGTGCCGCTGCACTCCAGCCTGGG

>KIAA1530
AGGAGTTCGAGATCACCGTGGGCAACACAGTGAGACCTCATCTCTACAAAAAATTTAAAAAATTAGCCAGGTGTT

GTGGTGTGTGCCTGTAGTCCCAGCTACCTGGGAGGCTGACGTGGAAGGATGGCTTGAGCCCAGGAGTTTGAGGC
TGCACTGAGCTATGATTCTGCCACTGCACTCAGCCTGGG

>hsamiR28 5p
AAGGAGCTCACAGTCTATTGAG

>L2_Platlo
CCTGCCCTCCAGGAGCTCACAATCTAGTGGG
>DOCK7
CCTGCCCTCAAGGAGCTCACAATCTAATGGG

>hsamiR1267

CCTGTTGAAGTGTAATCCCCA

>MSTA
CCAAATCTCATGTTGAAATGTAATCCCCAATGCTGGAGGTGGGG
>CTCFL
CCAAAGCTCATGTTGAATTGTAATCCCCAGTGTTGGAGGTGGGG

>hsamiR1267

CCTGTTGAAGTGTAATCCCCA

>MSTA
CCAAATCTCATGTTGAAATGTAATCCCCAATGCTGGAGGTGGGG
>QTRTD1
CCAAACCTCAAGTTGAAATGTAATCCCCAATACTGGAGGTGGGG

>hsamiR1267

CCTGTTGAAGTGTAATCCCCA

>MSTA
GGATATTTGTCCTCATCCAAATCTCATGTTGAAATGTAATCCCCAATGCTGGAGGTGGGG
>UGT1A1
GGATATTTGTCCACACTCAGATCTCATGTTGAATTGTAATCCCCAGTGCTGGAGATGGGG

>hsamiR548q
GCTGGTGCAAAAGTAATGGCGG
>MADE1
TTAGGTTGGTGAAAAAGTAAT
>MTMR6
TTAGGTTGGTGCAAAAGTAATTGCGG

>hsamiR1273a
GGGCGACAAAGCAAGACTCTTTCTT



>AluS
AGAGTCTTGCTTTGTCGCCCAGGCTGGAGTGCAGTGGCGCAATCTTGGCTCACTGCAACCTCCACCACCCGGGTTC
AAGCAATTCTCCTGCCTCAGCCCGCTGAGTAGCTGGGATTATAGGCGAGCGCCACCACGCCCGGCTAATTTTTGTA
TTTTTAGTAGAGATGGGTTTCACTATGTTGGCCAGGCTGGTCTCGAACTCCTGACCTCGTGATCCACCCACCTTGGC
CTTCCAAAGTGCTGGGATTACAGG

>XPNPEP3
GGCGACAAAGCAAGACTGTCTCTGGCTGGGGGCCGTGGCTCATGCCTGTAATCCCAGCAGTTTGGGAAGCTGAG

GTGGGTGGATCACAAGGTCAGGAGATCAAGACCAGCCTGGCCTGGCCAAGATGGTGAAACCCCGTCTCTACTAAA
AATACAAAAATTGGGTGTGGTGGCAGGTGCCTGTAATCCCAGTTACTAGGGAGGCTGAGGCAGGAGAATTGGTT
GAAGCCGGTGGGTGGAGGTTGCAGTGAGCCAAGATCACACCACTGTACTCCAGCCTGGGTGACAGAGTGAGACT
CTATCTCAAAAAAAAAAAAGAACTAAAGGCTCAACACAAATAAATGATAAATGTTCAATGTGATGGATATGCTAAT
TGTTCTGATCTGATCATTATATATGTATCAAAACATCATTATTTACCCTGTAAATACGTACAATTATATGTCAATTAA
AAACTTTAAAAAGGCTGGGTGCAGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGTGGGCAGATTA
TGAGGTCAGGAGATTGAGACCATCCTGGCTAACACAGTAAAACCCCATCTCTACTAAAAATACAATAAACTAGCCG
GGCATGGTGGCACGCGCCTGTAGTCCCAGCTACTCAGGAGGCTGAGGCAGAAGAATTGCCTGAACCCGGGAGAT
GGAGGTTGCAGTGAGCCAAGATCGTGCCACTGCACTCCAGCCTGGGTGACAGAGCGAGACTCCATCTCAAAAAAA
AAAAAAACAAAAAAACCCCACAAAAAACCTTTAAAAAAAAAAAAAGCTAATATAAAGCCTTTACCTTAAAACTCTG
AATTTATCTTATTCACTTTTTACCCTTAGAAGTTTATGAACTTGCAAAGGCAGTTGAAAACTATGGTAAGTCTTCAA
GTCCCAGCTTTATTAAATGTAAGAGACCAGCAAACTTTAACCTAAATTTTAAGAATTTTAAGAAATATTTGGAAAAT
ACTATTAGAAAAATAAAATTATTTGATATCCAGTAACAGTTAATAGCATTCTCTGTATTAAAAAATTACTAAAGGGA
AATGGGTATGTCTGCGGCATGGCTGAGAATGAGTAAGATCACACACAGCTTATCTGCTCAACAAATCCTGAATATA
TCAGACAGCCCATAACATTGCTATGAGAAGTCTGATTCAAATGCTTAGCTGCTATAGTTAGTTAATCTGGGACTCA
AAGGACAATATACCTGGGTCAGGGACTGAAAATCACCAGAAGAATTCTACAACAGCCTTTCTGCCTACCAATAACA
CCTATAGAACTTGACTGGAATCTAACCAGAAGTGTGTTTCATGTCCAAGTATGCTGCTATACATACAAGCTACCTAG
GCTTTTAGCTAGAAAAGTTTAGACCATAGAAAATGATACAGGAGGTGCGGTGGCTCACGTCTGTAATCGCAGCAC
TTAGGGAGGCCGAGGCGGGCAGATCATGAGGTCAGGAGTTCGAGACCAGCCTGGCCAACACAGTGAAACCTCGT
CTCTATTTAAAATACAAAAAAATAGCCGGGTGTGGTGGCAGGCGCCTGTATTCCTAGCTATTCGGGAGGCTGAGG
CAGGAGAATCGCTTGAACCTGGGAGATGGAGGTTGCAGGGAGCTGAGGTCTCGCTATTGCACACCAGCCCCGGT
GACAGTGTGAGACTCCGTCTCAAAAAAAAAAAAAAAAAGAAAAGAAAAGAAAATGATACAAGAAGAAAAGGAA
ATTCCTTATTCCTGGATTACAAATGAACAAAGGAAACACAATCCAAGGAAAGGGCTGTTGGGGGCACAGAGCCTG
GGAAGTGAGCAGCCAGAGCTGTGGAGTTATTTCCCTCCCCTTTTTTTAAAAAGCTCTGGATTGAGAAATTGGAGGG
AGGTGGGAAGGTGGGTATGGGGGATGGAGACTCCAGCTGTGCAGCCTCCATTCTGAGAGCTGCTTAGATAAGGT
GCGCAAAGCCAGGCATTCCTAGGCTAGCACTGTCAGGATATGATTTGTATCACTTTTGTTTTCACATTATCTGTCTCT
TGAGGAAGTCACTGCCTGTCTGCTTTTCACTCTGTACCCTGGGTTTCCCTGATAAGATAGGCAAACTTCCAGCATTA
CAGAGATTGTTAATCCCCTAGCTTGTGCTTCCCTAATACAAATTGTTTTTTTAAGAAACCCTCAAATTTGTGTTCTAA
CAATTGGCATGTTTTATACATCTTGACCTCATATCCAGGTTTAAAGGAGGTGAACACACTGGTTCTTAAAGCTTCCC
TCTATCACAGACGCTCCTAAATAAGCTATCTGTGGTAATCTAGCCCTGTTCATCTTGCAAACTGAGTTGCTGTATAA
TTGTATCCAATGTTTGTGTTTAAAAAAATATGACTCTTACACCGGGCGCAGTGGCTCATGCCTGTAATCCTAGCACT
TTGGGAGGCTGAGGTGGGCGGATTGCCGGAGCTCAGGAGTTTGAGACCGGCCTGGGCAACAGGGTGAAACCCT
GTCTCTACTAAAATACAAAAAATTAGCTGGGCATGGCAGCGTGCACCTGTAGTCCCAGTTACTTGGGAGGCTGAG
GCAGGAGAATTGCCTGAACCCAGGTGGTGGAGGTTGTAGTGAGCTGAGATTACGCCACTGCACTCCATCCAGCCC
AGGCGACAGAGCGAGACTCTGTCTCCAAAAAAAAAAAAAAAAAAGAAGTATGACTCTTTACCACTGCACTCCCAG




TGCTAGTATCAAAGAAAGATAAGAATCATAGGATATTTACGGGTACTTGGTAGATTCCATATTTTGTTTCTATTAGC
ACTAGAGGAAATCACAGAATGATAACAGGGGTACTTCTCTGAAAACTGGGCGCTACTACTGTGACTCTGACAGGG
TACGTAAGTAGAGGATCTGCTCCTGCGCAGCACAACAGCTAAAAGGGTAACCTGTGAGGGTCAGTGCATTAAGAA
TCTATAGAGGGAGCAGGGATATCTGCGAAAGAAATCTTTCTTTTTTTTTTCTTITTITTTTTTTTTTITTITTGAGACGGAG
TCTCGCTCTGTCACCCAGGCTGGAGTGCAGTGGCGCGATCTTGGCTCACTGCAAGCTCTGCCTTCTGGGTTCACGC
CATTCTCCTGCCTCAGCCTCCTGAGTAGCTGGGACTACAGGCATCCGCCACCACGCCCAGCTAATTTTTTTTGTATTT
TTAGTAAAGACGGGGTTTCACCGTGTTAGCCAGGAGGTCTCAATCTCCTGACCTCGTGATCCGCCCACCTCGGCCT
CCCAAAGTGCTGGGATTACAGGCTTGAGCCACCACGCCCGGCCAGAAATCATTTTTTTCTTTTCTTTTTATTAATTIT
TGAAGTCATCATTAAGAAATCAACTTTAAATTGAAGAGAAAAGATGGCAGGATGTCAGGATTTTATTITATTTATTT
GTTTTTTTGAGGCAGAGTCTTGCTCAGTCACCCAGGCTGGAGTGCAGTCGCATGAGCTCAGCTCACTGCAACCTCC
ACCTCCCAGGTTCAAGCAATTCTCATGCCTCAGCCTCCCAAGTAGCCAGGATTACAGGCATGTATCATCACACCCAG
CTCATTTTTGTATTTTITAGTAGAGACAGTGTTTCACCACGTTGGCCAGGCTGGTCTTGACCTCCTGGTCTCAAGAGA
TCCACCTGCCTGGACCTCCCAAAGTGCTGGGATTACAGG

>hsamiR548a_5p
AAAAGTAATTGCGAGTTTTACC

>MADE1
AGTATTACGTTGGTGCAAAAGTAATTGC
>MTMR6
AGTATTAGGTTGGTGCAAAAGTAATTGCG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
TTTAGTAGAGTCGGTGTTTCTCCATGTTGGCCAGGCTGGTTTCGAACTCCTGACCTCAGGTGATCCACCCACCTCAG
CCTCCCAAAGTGCTGGAATTACAGGCGTGAGCCACCG

>RBM7
GGCGTGGTGGTGGGTGCCTGTAATCCCAGCTACTCGGGAGGCTAAGGCAGGAGAATCACTTGAACCCGGGATAT
GGAGGTTGCAGTGACCTGAGATCCCGCCATTGCACTCTAGCCTGGGTGTCGTAGCAAGACTCTGTCTCAAAAAAA
AAACAAAAACAAACATGCAGTATTAATCTTCGTTAACATCTACAAACCTACTAAGTTTTCATATGGATAAGATACCC
AAAAATAATAATCTCATTGGAAACAAATTCTGTGAAAATGCTTAAGCAAACAAATTGTTTATCTTAATTCTATAGTG
AGTAGTTGAATAGCTACATTTACTTAGAAACAGAAAAACTGAATTCATTTATAAACAGGAAATCTAAGTGTACTTTA
ACTCCTAGAGACCACTGAGGGTAACTAAAGTACTCCAAGCTATAATCGAGGGGTCACTGAAAATCTGATTGTGAA
ACATCATGCTCTATATGTACAAAAGATGTATTTCAGGATGCTCAAAATTAAAGAACTGATATTCTAAACAGCAGGC
AATCAGTGAATAAAAGTATGTTAATTCTTTGTGTACAATGTCTCTGAAGTCAGTGACATAAAAAAAAAAAAATAAC
ACACACCCTTCCTTTTATATTTTCAGTATATTAAAAAGGAACAGTACAAATGCTGTGGTATTAAAAAGGATCCTTAT
TTTTCAACAAATGAACTTTTATAAACAATTCTGTAATGAAATGAAAACAGTATCTTAATACAAGCTTTTGTTAAACA
AGATTTTAAAATTTTAAAATTAGAAAACGTTAAGATTAAACTCTTTCAAAGGTTCAAACAAAAAAACAACCTGTACA
ATCTCCATTACATGTGTCTTTGTACACAGTCTGGGCACTTTGAAAATGTTAAAGTTTTTAACGTTTGACTGACAGAA
GCAGCACTTAAAGGCTTCATGAATCTATTTTCCAAAAAAGTATGCTTTCAGTAAAACATTTTACCATTTTATCTAACT
ATGCACTGACATTTTTGTTCTTCCTGAAAAGGGGATTTATGCTAACACTGTATTTTTAATGTAAAAATATACGTGTA
GAGATATTTTAACTTCCTGAGTGACTTATACCTCAAATGGGATTTAATGAACAATTTCTAAATTTTAGAATGAAACA
GTATGTGTAAATCTACACATGTATGTTCAACTAGGGTAAAGCTCAAGAGCATGTCACAGAATTTATACCTAAATTAT
ATAAGAAGTTAAGCAATGCCTTTATCCCCAAACTTTACCAATAAGCCTTCTCAAATAGAATGTTAGTAAAGTGAATC



ACTGAAAAGTTTCATTTTTGAATTAACTAAAATACCAGTAGCCATTTTAGACTGTCAACCTGGATGTTTTCTTGATTC
ACTAGCAAGAAATTTCTTGCAATACAAAAAGATAACAAATAATTAAAATATCTGCTTTATCATACAACTTCACCCCC
TCCTAAAGTGTCTAAAATGATTAGGAATTGTAGCACTTTCTTTTGCATAAAACCCTTTCCTCTTCATAAAACCCTGAG
GTGAAAGGTTATTAATGTAATAAAACCGCAATTCATTTTGTATTAAACTGTAGCTTTAAAAAAATTTATAAAGAAAT
GTGACAACTTGTAAAGCTGCTCTGTACAGTTTTTCAACAAAATATTTCCATATCAACTTAGTCAAAGGGCCTAAAAT
GACCCTATAAAAACAATGTCCTTTTAACATGTGTTAGTGTCGAGATGAGCGCCATTTTCCATCTCTACTACTGTCTCT
TCTGTTATCATAGTCATGGCTCCAGTCATCATGATTCCTGTCTTCATAGAAGAAATCATCTCTCTTTCCTCTGTAATG
ATGGTCAGACCCATGATCAGTGTAACGCTGTTCCCGGCTATAATGTCTATCTGCTAGGTAGGGATAAGAATTCATT
CTGACTTTACGCTGTGATGATGGTGTACCTTGGCGCCACTGGGAGCTTGAAGACTGATTGAAACTATGACTGTGTG
ATTGAACTGATGGTGAAAATCCTGATTGATCCAGAGGTGAAGAACCAAATTTTCCACCATATGACATTTGTCTCAA
AGCACTGTTCATCTGAGGAATAGGAAAAGTGGAAATGTTAATACTTCTAGATATCAAAGCTAATATGTATTTGGTC
AGTTAACAGAAAATGAAAGAAAATAAAGTCACTCTTGCCTAGATGGATCCACAACTAAAGCAGTACAATAGCTTCA
ATCATTCCAATGTATACCTACAAGATACATATATATACATAAATACTACTCTTTGTCCTCAAGAATGCAACTCAGAAT
AAGTCACACAAAATGACTATAATGCAAAATCACTGTGTAAAAAACAAAGAATCAGGAGATCAGTATCATTAGGAA
AGGTTTCATGAAGGTGGCATATGATCTGGGTATTAAAACAATGGATGGAATATTTTCATATTTTAAGGGAGAGATA
TGCCAAGAAAAGGAAATTGCACAAACAAAAATAACAGGGAAACACAGAACAGGTTCATAGAATACCAAGTAATTC
TTTGAGACAGGTTACAGATCTCGGCTCACTGCAAGCTCCACCTCCCGGGTTCAAGCGATTCTCCTGCCTCAGCCTCC
CAAGTAGCTGGGACTACAGGCCTGTGCCACCACGCCCGGCTAATTTTTGTATTTTTAGTAGAGACGGGGTTTCACC
ATCTTGGCCAGGCTGGTCTCGAACTCCTGACCTCGTGATCCACCCACCTCAGCCTCCCAAAGTGCTGGGGTTACAG
GCGTTAGCCACCG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
TTTAGTAGAGTCGGTGTTTCTCCATGTTGGCCAGGCTGGTTTCGAACTCCTGACCTCAGGTGATCCACCCACCTCAG
CCTCCCAAAGTGCTGGAATTACAGGCGTGAGCCACCG

>RBM7
GGCGTGGTGGTGGGTGCCTGTAATTCCAGCTACTCGGGAGGCTGAGGTGAGAGAATCACTGGAACCCAGGAGGC
GGAGGTAGCAGTGAGCTGAGATTGTGCCACTCTACTCCAGCCTGGGTGACAGAGTGAGGCTCTGCCATAAATAAA
TTAAAATAAAATAAAAACAAAGTCACACATTATTCATGAATACAGATCCAAAACTTTTTGAAGTTTGACAAAATGA
ACAAATAGAATTCTAGAATACATGTACTGTGACATGTAATTCTCAGGATGCAATGTTTTAGGTTTAGAGAGCCTATT
CAAAGTTTTATGTGTTGAATCCTCCTTTTCCTTATTCAATTAACAGACGTTCTTCCTTTCATCAAAAAGTTTCACTGTT
AAATATATGCCAGGCACTGGATCCTGGGAATGCAGTGATGAATAAGATAAGGTCTGTCTTCATAGAGCTGTCTAC
AGAGACAGACAAGTAAAAAGAAAATTATAATACAGTCTAAAGGCTATGATAAAAGAAAAAGATATTTGGGGAAT
ACATAACTTGGCACTGAATCTGGATTTCAGAGCTCTGGAAAGGCTTTCTAGAGGAAGTAATGCATAGATTGAGCA
GTGAAGGGCAGTTACTATGAGAACTAAAGTGGGGAAGTCATCAGAGGAGACTGAAGTAGCACATGCCAAATAGG
GGTCATATTAAGTTGAGAATTTTGTACTTAAGTCAGAGGCCACTGAAGCTTTATTCAGGCGAGTGACAGATTTACA
TCTTCAATTCTTAAGAGTGTGGAATAAATTTGAGGAAAGAAGACTGGAAGCAGGAAAACATTAGGGTGTTCTTGG
AATAATCCTCTTGAGAAAATTGCCTACTCTAAGATGGTAGCAGTAGGTATGGGGAAAGTGGGCACACACAACATA
ATTAGAAAGTGGTATAAAAATTTTATTTTAGATGGGGAAAGGTAGAAAATACTAGGTTAAGTATAAAGGGATTTCT
TTACCTATAGTACTTGTCAGAAATTTTATGGTGCTGTTTTTGAGTAAAAGAAAGTCACACAGTAACACAAAATGGCT
TCCAAACATTTGATTTTTTTTTTCTTTTTTTTAGAAGACTTTATGAGACACTAGCATTCCACAGGAAACACTATGGGA
GAAACTGTTCTCCCACAAAAATAATCTCTTCTTCCTTTCTGTTCTTGCAGCTGTCAATATAGATGAAGCATCCCAAAT




CTGAAATCTGAAATGCTCCAAAATATGAAACTTTTTGAGTGCCAATACAGATGTGACACTCAGGGGAAAGGCTCAT
TGGAGCACTGTGGATTTCCGGACCTGGGATGCTCAACTGGCAAGCATTAATGCAAATATTCCAGAACCCAAAACAC
TTCTCAAGCATTTTGAATAAGGGATGCTCAAACCTGTACTTCTGAGTTGTCTCACCAACTATATTCAATTTTTTAAGG
CTGTCTTGTCCTGTCCCTTTACACAATACATGTATTTAGTTTGGTTACTTTCAGCTCACTGAAAGTGAAGTGAAAAA
GAAGATTCACCAGAACTTCACAAGCTTCCCTCAAAAAGCCATTGAAAAAGATTATTCTGAGTCAGGGTCATCTGTT
AACCAATATAAAAGGATCCGACCCACAGATAACGTTGTAATAAAGCAGTATTAGGCCAGGCGCGGTGGCTCACAC
CTGTAATTCCAGCACCTCGGTAGGCCAAGGTAGGTGGATCACTTGAGGTCAGGAGTTTGAGACCAGCCTGGCCAA
TGTGGTGAAACCCCATCTCTACTAAAAATACAAAAACTAGCCAGGCGTGGTGGTGGGTGCCTGTAATCCCAGCTAC
TCGGGAGGCTAAGGCAGGAGAATCACTTGAACCCGGGATATGGAGGTTGCAGTGACCTGAGATCCCGCCATTGC
ACTCTAGCCTGGGTGTCGTAGCAAGACTCTGTCTCAAAAAAAAAACAAAAACAAACATGCAGTATTAATCTTCGTT
AACATCTACAAACCTACTAAGTTTTCATATGGATAAGATACCCAAAAATAATAATCTCATTGGAAACAAATTCTGTG
AAAATGCTTAAGCAAACAAATTGTTTATCTTAATTCTATAGTGAGTAGTTGAATAGCTACATTTACTTAGAAACAGA
AAAACTGAATTCATTTATAAACAGGAAATCTAAGTGTACTTTAACTCCTAGAGACCACTGAGGGTAACTAAAGTAC
TCCAAGCTATAATCGAGGGGTCACTGAAAATCTGATTGTGAAACATCATGCTCTATATGTACAAAAGATGTATTTC
AGGATGCTCAAAATTAAAGAACTGATATTCTAAACAGCAGGCAATCAGTGAATAAAAGTATGTTAATTCTTTGTGT
ACAATGTCTCTGAAGTCAGTGACATAAAAAAAAAAAAATAACACACACCCTTCCTTTTATATTTTCAGTATATTAAA
AAGGAACAGTACAAATGCTGTGGTATTAAAAAGGATCCTTATTTTTCAACAAATGAACTTTTATAAACAATTCTGTA
ATGAAATGAAAACAGTATCTTAATACAAGCTTTTGTTAAACAAGATTTTAAAATTTTAAAATTAGAAAACGTTAAGA
TTAAACTCTTTCAAAGGTTCAAACAAAAAAACAACCTGTACAATCTCCATTACATGTGTCTTTGTACACAGTCTGGG
CACTTTGAAAATGTTAAAGTTTTTAACGTTTGACTGACAGAAGCAGCACTTAAAGGCTTCATGAATCTATTTTCCAA
AAAAGTATGCTTTCAGTAAAACATTTTACCATTTTATCTAACTATGCACTGACATTTTTGTTCTTCCTGAAAAGGGGA
TTTATGCTAACACTGTATTTTTAATGTAAAAATATACGTGTAGAGATATTTTAACTTCCTGAGTGACTTATACCTCAA
ATGGGATTTAATGAACAATTTCTAAATTTTAGAATGAAACAGTATGTGTAAATCTACACATGTATGTTCAACTAGG
GTAAAGCTCAAGAGCATGTCACAGAATTTATACCTAAATTATATAAGAAGTTAAGCAATGCCTTTATCCCCAAACTT
TACCAATAAGCCTTCTCAAATAGAATGTTAGTAAAGTGAATCACTGAAAAGTTTCATTTTTGAATTAACTAAAATAC
CAGTAGCCATTTTAGACTGTCAACCTGGATGTTTTCTTGATTCACTAGCAAGAAATTTCTTGCAATACAAAAAGATA
ACAAATAATTAAAATATCTGCTTTATCATACAACTTCACCCCCTCCTAAAGTGTCTAAAATGATTAGGAATTGTAGC
ACTTTCTTTTGCATAAAACCCTTTCCTCTTCATAAAACCCTGAGGTGAAAGGTTATTAATGTAATAAAACCGCAATTC
ATTTTGTATTAAACTGTAGCTTTAAAAAAATTTATAAAGAAATGTGACAACTTGTAAAGCTGCTCTGTACAGTTTTT
CAACAAAATATTTCCATATCAACTTAGTCAAAGGGCCTAAAATGACCCTATAAAAACAATGTCCTTTTAACATGTGT
TAGTGTCGAGATGAGCGCCATTTTCCATCTCTACTACTGTCTCTTCTGTTATCATAGTCATGGCTCCAGTCATCATGA
TTCCTGTCTTCATAGAAGAAATCATCTCTCTTTCCTCTGTAATGATGGTCAGACCCATGATCAGTGTAACGCTGTTCC
CGGCTATAATGTCTATCTGCTAGGTAGGGATAAGAATTCATTCTGACTTTACGCTGTGATGATGGTGTACCTTGGC
GCCACTGGGAGCTTGAAGACTGATTGAAACTATGACTGTGTGATTGAACTGATGGTGAAAATCCTGATTGATCCA
GAGGTGAAGAACCAAATTTTCCACCATATGACATTTGTCTCAAAGCACTGTTCATCTGAGGAATAGGAAAAGTGGA
AATGTTAATACTTCTAGATATCAAAGCTAATATGTATTTGGTCAGTTAACAGAAAATGAAAGAAAATAAAGTCACT
CTTGCCTAGATGGATCCACAACTAAAGCAGTACAATAGCTTCAATCATTCCAATGTATACCTACAAGATACATATAT
ATACATAAATACTACTCTTTGTCCTCAAGAATGCAACTCAGAATAAGTCACACAAAATGACTATAATGCAAAATCAC
TGTGTAAAAAACAAAGAATCAGGAGATCAGTATCATTAGGAAAGGTTTCATGAAGGTGGCATATGATCTGGGTAT
TAAAACAATGGATGGAATATTTTCATATTTTAAGGGAGAGATATGCCAAGAAAAGGAAATTGCACAAACAAAAAT
AACAGGGAAACACAGAACAGGTTCATAGAATACCAAGTAATTCTTTGAGACAGGTTACAGATCTCGGCTCACTGC
AAGCTCCACCTCCCGGGTTCAAGCGATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTACAGGCCTGTGCCACC



ACGCCCGGCTAATTTTTGTATTTTTAGTAGAGACGGGGTTTCACCATCTTGGCCAGGCTGGTCTCGAACTCCTGACC
TCGTGATCCACCCACCTCAGCCTCCCAAAGTGCTGGGGTTACAGGCGTTAGCCACCG

>hsamiR1255a

AGGATGAGCAAAGAAAGTAGATT

>TIGGER1
TGGTAGAAATATCAAGAGAACTAGAATTAAAAGTGAATCCTGAAGATAGGACTGACTTGGTGCAATCCCATGATA
AAATTTTAATGGATAAGGAGTTGCTTCTCAAGGATGAGCAAAGAA

>PYROXD1
TGGTGGAAATAACAAAAGAACTGTAATTAGAAATGAATCCTGAAGATGAGACTACATTGCTGCAATCTCATGATA

AAATTTGAAAAGATGAGTTGTTGTTTCTCATGGATGAGCAAAGAACGTAG

>hsamirl5la_5p
TCGAGGAGCTCACAGTCTAGT
>L2_Platlo/MdoRepl1_SINE_Metatheria
TCCCTGTCCTCAAGGAGCTTCAGTCTAGTAG
>GRIA4
TCCCTGCCCTCAAGGAGCTTACAGTCTAGTAG

>hsamiR548h_3p

CAAAAACCGCAATTACTTTTGCA

>MADE1
TAATGACAAAAACCGCGATTACTTTTGCACCAACCTAATAG
>SMU1
TAATGGCAAAAACCGCAATTACTTTTGCACTAACCTAATAG

>hsamiR548u

CAAAGACTGCAATTACTTTTGCG

>MADE1
AAAAACCACATTACTTTTGCACCATCCTAATAG
>ANKRD5
AAAAACCACAATTACTTTTGCACCAACCTAATAG

>hsamiR1304_5p

TTTGAGGCTACAGTGAGATGTG
>ALU_SINE1_7SL_Primates
ATCACTTGAGCCCAGGGGTTCGAGGCTACAGTGAG
>DPY30
ATCACTTGAGCCCAGGAGGTCGAGGCTACAGTGAG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952 RF00100_7SK
CTCTGTTGCCCAGGCTGGAGTGCAGTAGCACAATCTCACCTCACTGCAATCTCTGCCTCCCGGGTTCAAGTGTTTCT
CCTGCCTCAACCTCCTGAATTGCTGGGATTACAGGTGCATGCCACCACATCTGGCTAATTTCTTGTATTTTTAGTAG
AGACAGGGTTTCACTATGTTGGCCAGGCTGGTCTCGAACTCCTGACCTCAGGTGATCCGCCTGCCTCAGCCTCCCA
AATTGCTGGGATTACAGGCATGAGCCACTGTGCCTGGCCT

>MEFV



AGGCCGGGCACAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGTGGATCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCTAACATGGTGAAACCCCCGTCTCTACTAAAAATACAAGAAAACCAGCCTGGTGT
GGTGGCACGCACCTGTAATCCCAGCTGCTCAGGAGGCTGAGGCAGGAGAATCGCTTGAACCTGGGAGGTGGAGG
TTGCAGTGAGCTGAGATCGTGCCACTGCACTCCAGCCTGGGCCACAGAG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
CTCTGTTGCCCAGGCTGGAGTGCAGTAGCACAATCTCACCTCACTGCAATCTCTGCCTCCCGGGTTCAAGTGTTTCT
CCTGCCTCAACCTCCTGAATTGCTGGGATTACAGCTGCGTGCCACCACATCTGGCTAATTTCTTGTATTTTTAGTAG
AGACAGGGTTTCACTATGTTGGCCAGGCTGGTCTCGAACTCCTGACCTCAGGTGGTCCGCCTGCCTCAGCCTCCCA
AATCGCTGGGATTACAGGCATGAGCCACTGTGCCTGGCCT

>MEFV
AGGCCGGGCACAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGTGGATCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCTAACATGGTGAAACCCCCGTCTCTACTAAAAATACAAGAAAACCAGCCTGGTGT
GGTGGCACGCACCTGTAATCCCAGCTGCTCAGGAGGCTGAGGCAGGAGAATCGCTTGAACCTGGGAGGTGGAGG

TTGCAGTGAGCTGAGATCGTGCCACTGCACTCCAGCCTGGGCCACAGAG

>hsamiR3934
TCAGGTGTGGAAACTGAGGCAG

>MIR

CATTTTACAGATGAGGAA

>KSR1
CATTTTACAGATGAGGAAACTGAGGCAG

>hsamiR1303

TTTAGAGACGGGGTCTTGCTCT

>PB1D11
TTGTAGAGTTGAGGTCTCGCTATGTTGCCCAGCCTGATCTCAAACTCCCGGCCTCAAG
>GTF2IRD2B
TTGTAGAGATGGGGTCTTGCTATGTTGCCCAGGCTGGTCTCAAACTCCTGGCCTCAAG

>hsamiR1303

TTTAGAGACGGGGTCTTGCTCT

>PB1D11
TTGTAGAGTTGAGGTCTCGCTATGTTGCCCAGCCTGATCTCAAACTCCCGGCCTCAAG
>GTF2IRD2
TTGTAGAGATGGGGTCTTGCTATGTTGCCCAGGCTGGTCTCAAACTCCTGGCCTCAAG

>hsamiR548h_5p

AAAAGTAATCGCGGTTTTTGTC

>MADE1
TATTAGGTCAGTGCAAAAGTAATTCCAGTTTTT
>MTMR6
TATTAGGTTGGTGCAAAAGTAATTGCGGTTTTTGTC

>hsamiR1285_ 3p



TCTGGGCAACAAAGTGAGACCT

>Alu)
CAGGAGTTTGAGACCAGCCTGGGCAACAAAGTGAGATCCTATCTCTACAAATAATAAAAAAATTAGCTGGGTGTG
GTGGCATATGCCTGTAGTCCCAACTACTTGGGAGGCTGAGGCAGGAGGACTGCCTGAGCCTAGGAGTTTGCAGCT
GCACTGAGCTATGATGGTGCCGCTGCACTCCAGCCTGGGCAAAAGAGTGAGACTGTGTC

>0R7D2
CAGGAGTTCAAGACCAGCCTGGCCAACATGGTGAAACCCTGTCTCTACTAAAAATAGAAGAATTAGCTGGGTGGG

GTGGCAGGTGCCTGTAGTCCCAGCTACTCAGGAGGTTGAGGCAGGAGAATCGCTTGAACCTGGGAGGTGGAGGT
TGCAGTGAGATGAGATCGCGCCACTGCACTCCAGCCTGGGCAACAGAGTGAGACTCTGTC

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT

>Alu)
CCAGCCTGGGCAACAAAGTGAGATCCTATCTC
>ZNF528
CCAGCCTGGGCAACAGAGTGAGACTCTATCTC

>hsamiR548n
CAAAAGTAATTGTGGATTTTGT
>MADE1
TGGTGCAAAAGTAATTGCGGGTTTTGC
>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTGC

>hsamiR548n

CAAAAGTAATTGTGGATTTTGT

>MADE1
TTAGGTTGGTGCAAAAGTAATTGCGGGTTTTGC
>KATNAL1
TTAGGCTGGTGCAAAAGTAATTGCGGTTTTTGC

>hsamiR548h_5p
AAAAGTAATCGCGGTTTTTGTC

>MADE1
TTAGGTTGGTGCAAAAGTAATTGCAGTTTTTGC
>KATNAL1L
TTAGGCTGGTGCAAAAGTAATTGCGGTTTTTGC

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1

CAATTACTTTTGCACCAACTTAA

>CD38
GCATTTGTTGGAAGAGAATATAAACTACTATTAGTTTGGTATGAAAGGCCTAGAAGGAAAAAGCACATGAATTTT
GGAGTTGGACAGAGTTGAGTTCAAATTCAGTCTCTAGCTTGATACTAAATGTAGGACTTACGGTAAATTATTAGGT

TGGTTCAAAAATAATTGTGGTTTTGCCATTCCTTTCGGTGGCAAAACTTGCAATTACTTTTGC

>hsamiR548a_3p



CAAAACTGGCAATTACTTTTGC

>MADE1

AAAACTCGCAATTACTTTTGCACC

>CD38
GCATTTGTTGGAAGAGAATATAAACTACTATTAGTTTGGTATGAAAGGCCTAGAAGGAAAAAGCACATGAATTTT

GGAGTTGGACAGAGTTGAGTTCAAATTCAGTCTCTAGCTTGATACTAAATGTAGGACTTACGGTAAATTATTAGGT
TGGTTCAAAAATAATTGTGGTTTTGCCATTCCTTTCGGTGGCAAAACTTGCAATTACTTTTGC

>hsamiR603

CACACACTGCAATTACTTTTGC

>MADE1

TGCAATTACTTTTGCACCAA

>CD38
GCATTTGTTGGAAGAGAATATAAACTACTATTAGTTTGGTATGAAAGGCCTAGAAGGAAAAAGCACATGAATTTT

GGAGTTGGACAGAGTTGAGTTCAAATTCAGTCTCTAGCTTGATACTAAATGTAGGACTTACGGTAAATTATTAGGT
TGGTTCAAAAATAATTGTGGTTTTGCCATTCCTTTCGGTGGCAAAACTTGCAATTACTTTTGC

>hsamiR548m
CAAAGGTATTTGTGGTTTTTG
>MADE1
CAAAGGTATTTGTGGC
>TMEM132D
CAAAGGTATTTGTGGC

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
CCAGGAGTTTGAGACCAGCCTGGGCAACAAAGTGAGATCCTATCTCTACAAATAATAAAAAAATTAGCTGGGTGT
GGTGGCATATGCCTGTAGTCCCAACTACTTGGGAGGCTGAGGCAGGAGGACTGCCTGAGCCTAGGAGTTTGCAG
CTGCACTGAGCTATGATGGTGCCGCTGCACTCCAGCCTGGGC

>AFF3
CCAGGAGTTTGAGACCAGCCTGGGCAACATAGTGAGACCCCCATCTCTACAAAAAAAATAAAGAAAAAATTAGCC

GGGTGTGGTGGCACGTGCCTATCTTCCCAGCTGCTTGGGAGGCTGAGGCAGGAGGATTGCTTGAGCCCAGGAGT
TTGAGGCTGCAGGGAGCCATGATCGCGCCACCGCATTCCAGCTTGGGC

>hsamiR1304_3p

TCTCACTGTAGCCTCGAACCCC

>ALU_SINE1_7SL_Primates
CTCACTGTAGCCTCAAACCGCTGGGCTCAAGTGTTTCTCCTGCCTTAGCCTCC
>ERN2
CTCACTGCAGCCTCGAACTCCTGGGCTCAAGTGATTCTCCCACCTCAGCCTCC

>hsamiR1972
TCAGGCCAGGCACAGTGGCTCA
>AANU01178229.1 7254x6952 RF00100_7SK



CCTCCCGGGTTCAAGTGTTTCTCCTGCCTCAACCTCCTGAATTGCTGGGATTACAGGTGCATGCCACCACATCTGGC
TAATTTCTTGTATTTTTAGTAGAGACAGGGTTTCACTATGTTGGCCAGGCTGGTCTCGAACTCCTGACCTCAGGTGA
TCCGCCTGCCTCAGCCTCCCAAATTGCTGGGATTACAGGCATGAGCCACTGTGCC

>CA5B
AGGCCAGGCACAGTGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCCAAGACGGGTGGATCACGAGGTCAGA
TCGAGACCATCCTGGTTAACACGGTGAAACCCTGTCTCTACTTAAAATACAAAAAATAGCCGGGTGTGGTGGCGG
GCGCCTGTAGTCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGT
GAGCCGAGATCGCGCCACTGCACTCCAGCCCGGGTGACAGCGCGACTCTGTCTCAAAAAAATAAAAAAAATAAAA
AAAAATAAAAAACAAGACAGCTAGGAGGAAAGCCTGTATGCTTTGGAAAATGCATATCTTGTGTGTTTACCCTTTT
AAAGGTAACTATACTTTGAAACAGGTGAACTGCAGAAAGTTAACAAAGACTTCTTTTTTTACCATGTTTACCTTTCT
AAGAATTCTATGCATTTCCTAGGGCATACATGCAAAAGCCTTCACATTTCCCCCTTTTTAAAAGAGATATTTCTCAAA
CTTATACGTATACAGTTCAGTAGTGTTAAGTACAATCACACTTGTTTTGCAACAGATCTCTAGAATTCTTGCAACAC
AAGCTCTGTACCCACTAAATACAAATTCACCCTCTCCCCTTCCCCCAACCGTTGCTTGGCAACCACCTTTCTACTTTCT
ATTGTATGATTTTGACTACTTTGCATACTTCACATGGAGGAATCATATAGCATTTGTTCTTTTGTTGGCTGGCTTATT
TCACTTGGCATAATGCCTTCAAGGTTCATCCACATTGTACATTTGACAGGATTTCCTTCTTTTTAAAGGCTGAATAAT
ATTCCATTGACTGTATATACCACATTTCCTTTATCTATTCATCTGTTGATGGACATTTGGGATGCTTCCAGAACCTCT
TGGCTATTGTGAATAATGCTGCTATGAACATGGGTGTACAAATATCTCTTTGAGATCCCGCTTTGGTGGTAATTCTT
ATGGTAATTCTGTTTTCAGTTATTTGGGAAACCTGTGTACTGTTTTCCGTAATGACTGCACCGTTTTACATTACCACC
AACAGTGCACAAGGGTTTCAACTTCTCTGCATCCTCCCCAATACTTGTTATTTTTTTGTTCTTCTGATAGTGGCCATC
ATGATGGGCGTGAGACGATATCTCATTGTGGTTTTGATTTGCATTTCCCTAATAATTGGCAATGTTGAGCATATTTT
CATGTTCTTATTGGCCAATTGTATAACTTCTTTGGAGAAATGTCTGTGCAAGTCCTTTGCCCATTTTTAAAAATTGAG
TTATTTGGTTTTTTGTTGTTGAGTTGTAGAAGTTCCTCATATATTCTGGATTTGGGCTCCTTATAAGATAGACGATTT
GCAATTATTTTCTCTCATTCTAGAGCTTGCGTTTTCACTTTGTTGATTGCTTCCTTTGACACACAGACATTTTTAAGTT
TGATGTAGTCCCGTTTCCTTCCTAACGATCTTTAAGTGTACAGTTCAGTAGTGTTAAGTATATTCATCCAACCCTATC
TTGCAGACCAGATGACAAACATATTAATGAAAGAAATACTACCAGTCATTGACGCAACAGAGTCTGAACATAGGC
TTAGAGGCATTCAGAAACATTCCAAGATATTTATAAGCAAGAGCCACAGGAGCATGAATTCCTCAGAATATGTAGA
ATTATCTAGATTTTAGCCTATCTGACAAGTTTCTCTCCCTATTACCATAACAAAAGTCTTTTAAACCACTGTATAAAC
TGAGATATTTAAGTTAATCACCTGCCTTGCAAAGAACCTTGACTAATGAGTAAATAAAGTTCAGACAGTTGTAAAG
GGAAGACGGGATAGCTCTTTCACTGTAGAAAACATTATCATTATATACTATGTAACAGCGTGCAAATAATACAAAA
TAATAATATAAACTATAGGCTATTAGATTACTAGTCCTTTGAAAAATATTTCTGGAAGGCCGGGCACGGTGGCTCA
CGCCTGTAATCCCAGCACTTTGGGAGGCCAAGGCGGGTGGATCACCTGAGGTCAGGAGTTCAAGACCAGCCTGG
CCAACATAGTGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTGGGCGTGGTGGCATGTGCCTGTAGTCCCAG
TTACTCAGGAGGCTGAGGCAGGAGAATCGCTTAAACCCGGGAGGTGGAGGTTGCAGTGAGCCAAGATAGTGCCA
CTGCACTCCAGCCTGGGGGACAGAGCGAGACTCCATCTCAAAAAAAAAAAAAAAAAAGAAAAGAAAAATATTTCT
GGAAATGTGCAATGAAAGAATTCTAAGTTCTAGGCACTTTAAGCATTTTTTCTTTTCTTTTCTTTTTTTITTTTITATTA
GACACAGAGTCTCACTCTGTTGCCCAGGCTGGAGTGCAGTGGTGTGATCTTGGTTCACTACAACCACCACCTCCTG
GGTTCAAGCGATTCTCCAGCCTCAGCTTCCCGAGTAGCTGGCATTACAGGTGCTCACCACCATGCCTGGCTAATTTT
TTATTTGTAGTAGTGACAGGGTTTCATCATGTTGGCCAGGCTGGTCTCAAACTCCTGACCTCAAGTGAGCTACCCG
CCTCAGCCTCCCAAAGTGCTGGGATTACAGGTGTGAGCCACTGTGCC

>hsamiR1972
TCAGGCCAGGCACAGTGGCTCA
>AANU01178229.1 7254x6952 RF00100_7SK



CCTCCCGGGTTCAAGTGTTTCTCCTGCCTCAACCTCCTGAATTGCTGGGATTACAGCTGCGTGCCACCACATCTGGC
TAATTTCTTGTATTTTTAGTAGAGACAGGGTTTCACTATGTTGGCCAGGCTGGTCTCGAACTCCTGACCTCAGGTGG
TCCGCCTGCCTCAGCCTCCCAAATCGCTGGGATTACAGGCATGAGCCACTGTGCC

>CA5B
AGGCCAGGCACAGTGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCCAAGACGGGTGGATCACGAGGTCAGA
TCGAGACCATCCTGGTTAACACGGTGAAACCCTGTCTCTACTTAAAATACAAAAAATAGCCGGGTGTGGTGGCGG
GCGCCTGTAGTCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGT
GAGCCGAGATCGCGCCACTGCACTCCAGCCCGGGTGACAGCGCGACTCTGTCTCAAAAAAATAAAAAAAATAAAA
AAAAATAAAAAACAAGACAGCTAGGAGGAAAGCCTGTATGCTTTGGAAAATGCATATCTTGTGTGTTTACCCTTTT
AAAGGTAACTATACTTTGAAACAGGTGAACTGCAGAAAGTTAACAAAGACTTCTTTTTTTACCATGTTTACCTTTCT
AAGAATTCTATGCATTTCCTAGGGCATACATGCAAAAGCCTTCACATTTCCCCCTTTTTAAAAGAGATATTTCTCAAA
CTTATACGTATACAGTTCAGTAGTGTTAAGTACAATCACACTTGTTTTGCAACAGATCTCTAGAATTCTTGCAACAC
AAGCTCTGTACCCACTAAATACAAATTCACCCTCTCCCCTTCCCCCAACCGTTGCTTGGCAACCACCTTTCTACTTTCT
ATTGTATGATTTTGACTACTTTGCATACTTCACATGGAGGAATCATATAGCATTTGTTCTTTTGTTGGCTGGCTTATT
TCACTTGGCATAATGCCTTCAAGGTTCATCCACATTGTACATTTGACAGGATTTCCTTCTTTTTAAAGGCTGAATAAT
ATTCCATTGACTGTATATACCACATTTCCTTTATCTATTCATCTGTTGATGGACATTTGGGATGCTTCCAGAACCTCT
TGGCTATTGTGAATAATGCTGCTATGAACATGGGTGTACAAATATCTCTTTGAGATCCCGCTTTGGTGGTAATTCTT
ATGGTAATTCTGTTTTCAGTTATTTGGGAAACCTGTGTACTGTTTTCCGTAATGACTGCACCGTTTTACATTACCACC
AACAGTGCACAAGGGTTTCAACTTCTCTGCATCCTCCCCAATACTTGTTATTTTTTTGTTCTTCTGATAGTGGCCATC
ATGATGGGCGTGAGACGATATCTCATTGTGGTTTTGATTTGCATTTCCCTAATAATTGGCAATGTTGAGCATATTTT
CATGTTCTTATTGGCCAATTGTATAACTTCTTTGGAGAAATGTCTGTGCAAGTCCTTTGCCCATTTTTAAAAATTGAG
TTATTTGGTTTTTTGTTGTTGAGTTGTAGAAGTTCCTCATATATTCTGGATTTGGGCTCCTTATAAGATAGACGATTT
GCAATTATTTTCTCTCATTCTAGAGCTTGCGTTTTCACTTTGTTGATTGCTTCCTTTGACACACAGACATTTTTAAGTT
TGATGTAGTCCCGTTTCCTTCCTAACGATCTTTAAGTGTACAGTTCAGTAGTGTTAAGTATATTCATCCAACCCTATC
TTGCAGACCAGATGACAAACATATTAATGAAAGAAATACTACCAGTCATTGACGCAACAGAGTCTGAACATAGGC
TTAGAGGCATTCAGAAACATTCCAAGATATTTATAAGCAAGAGCCACAGGAGCATGAATTCCTCAGAATATGTAGA
ATTATCTAGATTTTAGCCTATCTGACAAGTTTCTCTCCCTATTACCATAACAAAAGTCTTTTAAACCACTGTATAAAC
TGAGATATTTAAGTTAATCACCTGCCTTGCAAAGAACCTTGACTAATGAGTAAATAAAGTTCAGACAGTTGTAAAG
GGAAGACGGGATAGCTCTTTCACTGTAGAAAACATTATCATTATATACTATGTAACAGCGTGCAAATAATACAAAA
TAATAATATAAACTATAGGCTATTAGATTACTAGTCCTTTGAAAAATATTTCTGGAAGGCCGGGCACGGTGGCTCA
CGCCTGTAATCCCAGCACTTTGGGAGGCCAAGGCGGGTGGATCACCTGAGGTCAGGAGTTCAAGACCAGCCTGG
CCAACATAGTGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTGGGCGTGGTGGCATGTGCCTGTAGTCCCAG
TTACTCAGGAGGCTGAGGCAGGAGAATCGCTTAAACCCGGGAGGTGGAGGTTGCAGTGAGCCAAGATAGTGCCA
CTGCACTCCAGCCTGGGGGACAGAGCGAGACTCCATCTCAAAAAAAAAAAAAAAAAAGAAAAGAAAAATATTTCT
GGAAATGTGCAATGAAAGAATTCTAAGTTCTAGGCACTTTAAGCATTTTTTCTTTTCTTTTCTTTTTTTTTTTTITATTA
GACACAGAGTCTCACTCTGTTGCCCAGGCTGGAGTGCAGTGGTGTGATCTTGGTTCACTACAACCACCACCTCCTG
GGTTCAAGCGATTCTCCAGCCTCAGCTTCCCGAGTAGCTGGCATTACAGGTGCTCACCACCATGCCTGGCTAATTTT
TTATTTGTAGTAGTGACAGGGTTTCATCATGTTGGCCAGGCTGGTCTCAAACTCCTGACCTCAAGTGAGCTACCCG
CCTCAGCCTCCCAAAGTGCTGGGATTACAGGTGTGAGCCACTGTGCC

>hsamiR1972
TCAGGCCAGGCACAGTGGCTCA
>AANU01178229.1 7254x6952 RF00100_7SK



TGTTGCCCAGGCTGGAGTGCAGTAGCACAATCTCACCTCACTGCAATCTCTGCCTCCCGGGTTCAAGTGTTTCTCCT
GCCTCAACCTCCTGAATTGCTGGGATTACAGGTGCATGCCACCACATCTGGCTAATTTCTTGTATTTTTAGTAGAGA
CAGGGTTTCACTATGTTGGCCAGGCTGGTCTCGAACTCCTGACCTCAGGTGATCCGCCTGCCTCAGCCTCCCAAATT
GCTGGGATTACAGGCATGAGCCACTGTGCCTGGCC

>NOL9
TCAGGCCAGGCGCAGTGGCTCACGCCTGTAATCCCAGCACTTTCGGAGGCCAAGGCGGGCGGATCACGAGGTCA

GGAGTTCGAGACCAGCCTGACCAACATGGTGAAACCCTGTCTCTACTAAAAATACAAAAATTAGCTGGGCGTGGT
GGCATACGCCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATCGCTTAAACCTGGGAGGCGGAAGTTG
CAGTGAGCCGAGATCACTCCACTGCACCCCAGCCTGGGCGACAGAGCTAGACTCTGTCTCAAAAAAAAAAAAAAA
AAAGAAATTGCTTCAGCACTTTGGGAGGCCGAGGCAAGCGGATCACAAGGTCAGGAGATCGAGACCAGCCTAGC
CAATACGGTGAAACCCTATCTCTACTAAAAATATAAAAATTAGCCAGGCATGGTGGCGCTCACCTGTAATCCCAGC
TACTTGGGAGGCTGGGGCAGAAGAATCACTTGAACCCGGGAGGGGAGAGGCTGTAGTGAGCCAAGGTCGTGCC
ACTGCACCCCAGCCTGGGTGACAGAGCGAGACTCTGTCTCAAAAAAAAAGAAAAAAAAAAAAGAATAGCTCCAAT
GGAGAACTCCTTACTACCTAATCTGACCCATAACAGACTGTGGAAATGATAAAAAGTCCAATCTTGTCCTTCTTCTA
AATGCCCTTAAAGCCACTGCCACCAGCCGGGTGCGGTGGCTCATGCCTGTAATCCCAACACTTTGGGAGGCCAAG
GCAGGTGGATCACCTGAGGACAGGAGTTCAAAACCAGCCTGGCCAACATGGTGAAACCCCTTCTCTACTAAAAAT
AGAAAATCAGCCAGGCATGGTGGCGCATGCCTGTAATCCCAGCTACTCGGGAGGTTGAGGCAAGAGAATCACTT
GAACCCGGGAGGCGGAGGTGGCAGTGAGCCCAGATTGCGCCACTGCACTCCAGCCTGGGCAACAAGAGCGAAAC
TCCATCTCAAAAAAAAAAAAAAAAAAAAAAAAGGATAAAAAGGCCACTGCCATCAATAATGGGATGAATTGTCAT
CCTGGAGAATGGTGCTGCTGCAGGTCTGACCGGCACAAGCTAGACCTGACAGAGGCCTTGGCTCCCTGTCTCCGA
ACCTCCTTCCCTAAACCCTGTACAGCTTCCTGGGCCAACTCTAGCCCCAGTACGGCCACCTGACCCACAGCTGATAG
CTCCCTCTAGAGGCAACGATTTTTCTTTACTGATAGGGACTGAAGAAAAAGACTTGACCTTCATACAGGCCGCATTT
AAAGCCTGAAGGCAAACCTAGATTGAATGCAAATGCAATTACAGGGCACCAGTTTCATTCTTCCAGAGCCTTGCTG
CAAATGACCTCCAGTGAGTATAACTGTAAGATACACGAAAGTGGAGAAAGGCAAAACATTGATGGTGATGGATTG
TCTTAAAATTCTTTACAAGGCCAGCACAGTAAAACATCATATGAATGAGCCAGATTTCAACATAAATAAGGGGCAA
CTAAGAAGCTAGACTCAATTGTCTCAAAGGTATCAAAACTAATCACCATAGCAAGGTTTCCTGTGCTTATTTTAAGT
CCTTTGCTGTTGGGTCTAAGAGGTGCTGAGGGGCCACTGTAAAATACTAAAGACAATGATAACCAACAGTTGTAT
AAGTGTATATAAGTGTTAAAACCCACACATCCTAATAGTCTTACAATGTGATCATGCTGGGAAGATGGAATTCTGT
CAAAGCGGTGGTCACAATACCAGTTTGAACCTCAGCCCCAGGAAGTATCCTGCTGTCTTAAATGCAGAAATGATGT
GACCTGGTCCCATCACCCGTTTACACAAACCACTTCCAACCTAGAGGACAGAGTCGGAAGCACCAGGGAGAACGT
GGAGAATGGCAGTCTGGTCACCAGCCGCCGGCACCCCCAGGAAAAAGCTCTAAATGGCAGGGTTGTTCATAGGT
GCAAGTTCAGGTCCAGCCTCCCACAGGCAATAATGGAGCTTTCCCAAGAGCTGGTCTGCCAGTCCTTCTTCCTTCAA
AACAGCCCAGTCTCCAGCTCTGCCCTGTGGTTGTCTCTGGCCTCAGATCAGAAGTCAATTTGGACAAATCTACTTTT
ATAAGAGCCCCCAGAAGAGGTTTTCCAGATTATTATTTTTTTITTITTGAGATGGAGTCTTGCTCTTGTTGCCCAGGC
TGGAGTGCAGTGGCGTGACCTCGGCTCACTGCAAGCTCCGCCTCCTGGGTTCATGCCATTCTCCTGCCTCAGCCTC
CTGAGTAGCTGGGACTATAGGCGCCCACCACCACGCCCAGCTAGTTTTTTGTATTTTTAGTAGAGACGGAGTTTCA
CTGTGTTAGCCAGGATGGTCTCAATCTCCTGACCTCGTGAACCGCCTGCCTTGGCCTCCCAAAGTGCTGGAATTAC
AGGCGTGAGCCACTGCGCCTGGCC

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
AAAACTCGCAATTACTTTTGCACC



>CD38
CAAAACTTGCAATTACTTTTGCACC

>hsamiR548h_5p

AAAAGTAATCGCGGTTTTTGTC

>MADE1
GTGCAAAAGTAATTCCAGTTTTTACCATTAAAAGTAATGACAAAAACCGCGATTACTTTTGCACC
>KATNAL1L
GTGCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAACCACAATTACTTTTGCACC

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
TGGTGCAAAAGTAATTGCCAGTTTTGCCATTGAAAGTAATGGTAAAACTCGCAATTACTTTTGCACC
>KATNAL1L
TGGTGCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAACCACAATTACTTTTGCACC

>hsamiR548a_5p

AAAAGTAATTGCGAGTTTTACC

>MADE1
TGGTGCAAAAGTAATTGCCAGTTTTGCCATTGAAAGTAATGGTAAAACTCGCAATTACTTTTGCACC
>KATNAL1L
TGGTGCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAACCACAATTACTTTTGCACC

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
AAAAACCCCAATTACTTTTGCACAAACC
>KATNAL1L
AAAAACCACAATTACTTTTGCACCAACC

>hsamiR548d_3p
CAAAAACCACAGTTTCTTTTGC
>MADE1
AAAAACCACAATTACTTTTGCACCAACC
>KATNAL1L
AAAAACCACAATTACTTTTGCACCAACC

>hsamiR548h_3p
CAAAAACCGCAATTACTTTTGCA
>MADE1
AAAAACCGCGATTACTTTTGCACCAACC
>KATNAL1L
AAAAACCACAATTACTTTTGCACCAACC

>hsamiR548b_5p
AAAAGTAATTGTGGTTTTGGCC
>MADE1



CAAAAGCAACTGAGGTTCTTGCCATTGAAAATAAAGGCCAAAACCACAATTACTTTTGCGCCAACC
>KATNAL1
CAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAACCACAATTACTTTTGCACCAACC

>hsamiR548k

AAAAGTACTTGCGGATTTTGCT

>MADE1
GCAAAAATAATTGCGGTTTTTGCCATTAAAAGTAAAGCAAAATCCGCAAGTACTTTTGCACCAACC
>KATNAL1L
GCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAACCACAATTACTTTTGCACCAACC

>hsamiR548d_5p

AAAAGTAATTGTGGTTTTTGCC

>MADE1
TTAGGTTGGTGCAAAAGAAACTGTGGTTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACCAACC
>KATNAL1L
TTAGGCTGGTGCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAACCACAATTACTTTTGCACCAACC

>hsamiR548i

AAAAGTAATTGCGGATTTTGCC

>MADE1
TAGGCTGGTACAAAAATAATTGCTATTTTTGCCATTACTTTTAATGGCAAAATCCGCAATTACTTTTGCACCAACC
>KATNAL1
TAGGCTGGTGCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAACCACAATTACTTTTGCACCAACC

>hsamiR548i

AAAAGTAATTGCGGATTTTGCC

>MADE1
TAGGTTGGTGCAATAATATTTGTGGTTTTTGCCGTTAAAAGTATGGCAAAATCCGCAATTACTTTTGCACCAACC
>KATNAL1
TAGGCTGGTGCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAACCACAATTACTTTTGCACCAACC

>hsamiR548d_3p

CAAAAACCACAGTTTCTTTTGC

>MADE1
TTAGGTTGGTGCAAAAGAAACTGTGGTTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACCAACC
>KATNAL1L
TTAGGCTGGTGCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAACCACAATTACTTTTGCACCAACC

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
TTAGGTTGGTGCAAAAGTAATTGTGGTTTTTGCCATTGAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCAACC
>KATNAL1
TTAGGCTGGTGCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAACCACAATTACTTTTGCACCAACC

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT



>Alul
CCAGGAGTTTGAGACCAGCCTGGGCAACAAAGTGAGATCCTATCTCTAC
>RP11-111M22.2.1
CCAGGAGTTCAAGACCAGCCTGGGCAACATAGTGAGACCCTGTCTCTAC

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC

>MADE1
AAAAACCCCAATTACTTTTGCACAAACCTAATAC
>AL591684.1
AAAAACCGCAATTACTTTTGCACCAACCTAATAC

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC

>MADE1
AAAAACCCCAATTACTTTTGCACAAACCTAATAC
>AL603965.1
AAAAACCGCAATTACTTTTGCACCAACCTAATAC

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
GGCAAAAATCACAATTACTTTTGCACCAACTTAATAC
>AL591684.1
GGCAAAAACCGCAATTACTTTTGCACCAACCTAATAC

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
GGCAAAAATCACAATTACTTTTGCACCAACTTAATAC
>AL603965.1
GGCAAAAACCGCAATTACTTTTGCACCAACCTAATAC

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
TCTCTACAAATAATAAAAAAATTAGCTGGGTGTGGTGGCATATGCCTGTAGTCCCAACTACTTGGGAGGCTGAGG
CAGGAGGACTGCCTGAGCCTAGGAG

>ZNF528
TCTCTACTAAAAATACAAAAATGAACTGGGTGTGGTGGCGCACGTCTGTAGTCTCAGCTACTTAGGAGGCTAAGG

CAGAAGGACTGCTTGAGCCCAGGAGGCGGAGGGTGCAGTGAGCCAAGAACACACCACTACACTCCAGCCTGGGC
AACAGAGTGAGAC

>hsamiR548g _5p

TGCAAAAGTAATTGCAGTTTTTG

>MADE1
TGGTACAAAAGTAATTACAGTTTTGCCATAGAACGTAATGCAAAAACTGCAATTACTTTTGCAC
>HLA-DMB



TGGTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCAC

>hsamiR548g 3p

AAAACTGTAATTACTTTTGTAC

>MADE1
TGGTACAAAAGTAATTACAGTTTTGCCATAGAACGTAATGCAAAAACTGCAATTACTTTTGCAC
>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCAC

>hsamiR548aa
AAAAACCACAATTACTTTTGCACCA
>MADE1
TAATGGCAAAAACCACAGTTTCTTTTGCAC
>SMU1
TAATGGCAAAAACCGCAATTACTTTTGCAC

>hsamiR603

CACACACTGCAATTACTTTTGC

>MADE1
TGTGCCATTACTTTTAAATGGGAAGCACTGCAATTACTTTTGCAC
>SMU1
TGTGCCATTACTTTTAATGGCAAAAACCGCAATTACTTTTGCAC

>hsamiR548g_5p

TGCAAAAGTAATTGCAGTTTTTG

>MADE1
TGGTACAAAAGTAATTACAGTTTTGCCATAGAACGTAATGCAAAAACTGCAATTACTTTTGCAC
>KATNAL1L
TGGTGCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAACCACAATTACTTTTGCAC

>hsamiR1271 3p

AGTGCCTGCTATGTGCCAGGCA

>L2B
TCAACAAATATTTACTGAGTGCTTGCTAGGTGCCAAGCAC
>CAPRIN1
TCAACAAATATTTATTGAGTGCCTACTATGTGCCAGGCAC

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
TAATTTTTGTATTATTAGTAGAGACAGGGTTTCACCATGTAGGCCAGGCTGGTCTCAAACTCCTGACCTCATATGAT
CCGCCCACCTCAGTCTCCCAAAGTGCTAGGATTACAGGTGTGAGCCAC

>GPR157
GAGGTGGAGGCTGCAGTGAGCCATGATTGCATCACTGCACTCCAGACTGGGTATGATGCTCCAGACAGCAAAACC
CTGCCTCACAAAAATAAATAAACTAAAAAGAAGTAACAGCCCCTCCTGGACTTGTTTTATTTTTTGAGATGGAGTCT
TGCTCTGTCACCCAGGCTGGAGTGCAGTGGTGCAGTCTCGGCTCACTGCAACCTCTGCCTTCTGGGTTCAAGCAAT
TCTCCTGCCTCAGCCTCCTGAGTAGCTGGCACTACAGGCACACGAAACCACATCCAACTATTTTTTTTTITTITTITGTAT

ATTTAGTAGAAACAGGGTTTCACCATGTTGGCCAGGCTGGTCTCAAACTCCTGACCTCAGGTGATCTGCCCACCTT




GGTCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACTGCGCCTGGCCCCCTCCTGGACTTTTAGGATGTGACTTC
CTTCCCATCCAGCCTTTCTGTCTGAGCACTACCCACCCAGCTAGACTGACTTGGTAACTGGATCTAAGAAGGAGGC
GATATTGCTGTTTTCGAGGTCGATGGGCCAGGGGCCTGGGCTAAGGCACTTAGACAAGCCCCTGCCCTGCCCACC
TGGTCACCACCATTCACAGTGATCACTCATCTGTGGCAAGAGGTGGGCAGCGGAGGAAGCTGACTAGAGATACCT
GATGTATAACTTTTTGGAGGTTTTTACAAAAGCAGATACAGTGGCCAGTGGCATCAAAGAAATGGAATGAGAACT
TGAGCCCAGGCACCCGGAGCAGGTATTTTCTGAGCCCTCAGCTCCCTCTACAGGCCTTTCCTGACCACAGCCAGTC
CATCTGGGGAGCCATGTCTCAGCTCTGGCTTGGGTACAGCAGGGAGGGCTCCAGAGGCCCCTGCTGAGCAGGGT
TGATCCTAACACTATTCCTCTGTGGCCTATATTGTCTTTTCTCTTTTACCTGTTAATCATGTTCTCTTTTGCAGCAAGC
AAATTCCTGAATTTTCGCTCCCTTCTAGAAGCTCAAGTGAGGGTCTTTACCAGAGACATACCCAGAGATTTGCTGTA
ACGTCTTCAGGGGAATCCAGAATTCACTTACAGAGGCTATTTCTGCCAAGTGGCTTTCCCTGGAGCAGCCCAGAGC
TCTCTTTCAATCCTAAGGGGATGTCTGTCTCACTAATTTCCATCAAGAAATCTGTTTTCTTGGACAGGCACAGTGGC
TCATGCCTGCAATCGAAGCATTTTGGGAGGCTGAGGTGGGTGGATCACCTGAGGTCAGGAGTTCGAGACCAGCCT
GGCCAACATGGTGAAAACCCGTCTCTACTGAAAATACAAAAAATTAGCCGAGCATGGTGGCGCATGCCTGTAATC
CCAGCAGCTTGGGATTGGGAAGCAGGAGAATCGCTTGAACCTGGGAGGCGGTGGTTGCAGTGAGTCAAAATTGC
ACCACTGCACTCCAGCCTGGGCAATAGAGTGAGACTCCATCTCAAAAAAAAAAAAAAAAAAAAAGAAAGCGACAA
AAAGAAATCCATTTTCACAGGAAACCAAAAATGAGCATTTTGGACTCAGTCTGCTAAATGATTATTCCTTTCCTGAT
ACAGATTTTGGTTTTGAGAGTCAAACAGGGATCGGCAGCACAGCGTGACTTCGGTTTTGATTCAGAACCATTTTAC
TAGGCTCAGAAAATCATGCTTTGTCGAGTTCTGATGGATTCCAAGGGAAATCACCTATCAGGTAAAGCTGTACTTT
CTCTCACCAAGACCCTGGAGGTAGCATTTCCACTTCCATTCTTTGCCGATGGCTCCTGTGACTGAACACAGAAGCTG
TTTTCTGAAATAAGACGAAAGCGTTTGTGGAAGACCCACAGAATAAAAATAGAGATACAGGTGCTTACTTTCAATT
CTTTTCTTTTAAATGTAAATAATCGCTCCATGCTCCATGCCGCCACTTACCTCAGCTGAATACAAAACAGCTGAATCC
TTTTGAATCCTTTGTTTTTTTCTTTTTTTGAGACAGGGTCCTGCTGTTGCCCAGGCTGGAGTGGCAGTGGTGCCATC
CCAGTTCAATGAAGCCTCAAATCCCTGGGCTCAAGGGATCCTCCCGTCTCAGCCTCCTGAGTAGTAGGGACTACAG
GCACGCACCACCACATCAGCTCCGGGCGACAGAATGAGGCTCCTTTTTTAAAAAAAAAAAAAAAAAAAAACTGAC
TCTGAAGCTTAAAACCTTCACCTTTAGGAAGAAATCGTATTTGTTTGTTTGAGACCGAGTTTCACTCTTGTTGCCCA
GGCTGGAGTGCAATGGTGTGGTCTTGGCTCACCGCAACCTCCGCCTCCCAGGTTCAAGAGATTCTCCTGCCTCAGC
CTCCCAAAGACCTGGGATTACAGACGTGCATCACCATGCCTGGCTAATTTTTGTATTTTTAGTAGAGACAGGGTTTC
ACCATGTTGGCCAGGCTGGTCTTGAACTCCTGACCTCAGGTGATCTGCCTGCCTTGGCCTCCCAAAGTGCTAGGGT
TACAGGTGTGAGCCAC

>hsamiR548d_5p

AAAAGTAATTGTGGTTTTTGCC

>MADE1
TGGTGCAAAAGAAACTGTGGTTTTTGCCATTACTTTTACAGGCAAAAACCACAATTACTTTTGCACCAAC
>MTMR6
TGGTGCAAAAGTAATTGCGGTTTTTGTCATCACTTTCAATGGCAAAAGCCCCAATTACTTTTGCAGCAAC

>hsamiR548i

AAAAGTAATTGCGGATTTTGCC

>MADE1
TAGGCTGGTACAAAAATAATTGCTATTTTTGCCATTACTTTTAATGGCAAAATCCGCAATTACTTTTGCACCAAC
>MTMR6
TAGGTTGGTGCAAAAGTAATTGCGGTTTTTGTCATCACTTTCAATGGCAAAAGCCCCAATTACTTTTGCAGCAAC



>hsamiR548h_5p

AAAAGTAATCGCGGTTTTTGTC

>MADE1
TTAGGTTGGTGCAAAAGTAATTGCAGTTTTTGCTATTACTTTCAATGACAAAAACCGCGATTACTTTTGCACCAAC
>MTMR6
TTAGGTTGGTGCAAAAGTAATTGCGGTTTTTGTCATCACTTTCAATGGCAAAAGCCCCAATTACTTTTGCAGCAAC

>hsamiR548d_5p

AAAAGTAATTGTGGTTTTTGCC

>MADE1
TATTAGGTTGGTGCAAAAGAAACTGTGGTTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACCAA
C

>MTMR6
TATTAGGTTGGTGCAAAAGTAATTGCGGTTTTTGTCATCACTTTCAATGGCAAAAGCCCCAATTACTTTTGCAGCAA

c

>hsamiR548w

AAAAGTAACTGCGGTTTTTGCCT

>MADE1
TATTAGATTGGTGCAAAAGTAATTGTGGGTTTTGCCATTATGTTGAAAGGCAAAAACCGCAGTTACTTTTGCACCA
AC

>MTMR6
TATTAGGTTGGTGCAAAAGTAATTGCGGTTTTTGTCATCACTTTCAATGGCAAAAGCCCCAATTACTTTTGCAGCAA

c

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC

>MADE1
TAATGGCAAAAATCACAATTACTTTTGCACCAAC
>HLA-DMB
TAATGGCAAAAACTGCAATTACTTTTGCACCAAC

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
TTTTAATGGCAAAAATCACAATTACTTTTGCACCAAC
>LRRC55
TTTTAATGGCAAAAACCGCAATTACTTTTGCACCAAC

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
AAAAATCACAATTACTTTTGCACCAAC
>KATNAL1L
AAAAACCACAATTACTTTTGCACCAAC

>hsamiR548i
AAAAGTAATTGCGGATTTTGCC



>MADE1
TGGTACAAAAATAATTGCTATTTTTGCCATTA
>DENND4C
TGGTACAAAAATAATTGCGGTTTTTGCCATTA

>hsamiR548w
AAAAGTAACTGCGGTTTTTGCCT

>MADE1
TTGGTGCAAAAGTAATTGTGGGTTTTGCCATTA
>DENND4C
TTGGTACAAAAATAATTGCGGTTTTTGCCATTA

>hsamiR548q

GCTGGTGCAAAAGTAATGGCGG

>MADE1
TTAGGTTGGTGAAAAAGTAATCATGCTTTTTGCCATTA
>RABL5
TTAGGTTGGTGCAAAAGTAATAGTGGCTTTTGCCATTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
TACATATATATATATAT

>SRP72
GTTTATATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
TACATATATATATATAT

>ZBED3
TACATATATATATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
TACATATATATATATAT

>NRF1
TACATATATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATACGTACATATATATATATAT

>SENP1
ATACATACATATATATATATATATATGTA

>hsamiR1277_5p



AAATATATATATATATGTACGTAT
>EnSpm-8_HM
TACATATATATATATAT

>YAF2
TACATATATATATATATGTA

>hsamiR1304_3p

TCTCACTGTAGCCTCGAACCCC

>ALU_SINE1_7SL_Primates
GTGGCAGGATCACATCTCACTGTAGCCTCAAACCGCTGGGCTCAAGTGTTTCTCCTGCCTTAGCCTCCAGAGTA
>DFFA
GTGGCACGATCACAGCTCATTGTAGCCTCGAACTCCTGGGCTCAAGTGATCCTTCTGCCTTAGCCTCCCGAGTA

>hsamiR28 5p
AAGGAGCTCACAGTCTATTGAG
>L2_Platlo
CCTGCCCTCCAGGAGCTCACAATCTA
>EPC2
CCTGCCCTCAAGGAGCTCACAGTCTA

>hsamiR708 5p
AAGGAGCTTACAATCTAGCTGGG
>L2_Platlr
GTCCCTGCCCTCTAGAAGCTCACAGTCTA
>DOCK7
GTCCCTGCCCTCAAGGAGCTCACAATCTA

>hsamiR548n

CAAAAGTAATTGTGGATTTTGT

>MADE1
TATTAGGTTGGTGCAAAAGTAATTGCGGGTTTTGCTATTTTTAACGACAAAATCCACAATTACTTTTGCACCAACCT
A

>ALG10B
TATTAGGTTGGTACAAAAGTAATTGTGGTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACTAAC

CTA

>hsamiR548v
AGCTACAGTTACTTTTGCACCA

>MADE1
AAAACCGCAATTACTTTTGCTCAAACCTA
>FAM23B.1
AAAACCTCAATTACTTTTGCACCAACCTA

>hsamiR548v
AGCTACAGTTACTTTTGCACCA

>MADE1
AAAACCGCAATTACTTTTGCTCAAACCTA
>TMEM236



AAAACCTCAATTACTTTTGCACCAACCTA

>hsamiR548v
AGCTACAGTTACTTTTGCACCA

>MADE1
AAAACCGCAATTACTTTTGCTCAAACCTA
>HLA-DMB
AAAACTGCAATTACTTTTGCACCAACCTA

>hsamiR548v
AGCTACAGTTACTTTTGCACCA

>MADE1
AAAACCGCAATTACTTTTGCTCAAACCTA
>LRRC55
AAAACCGCAATTACTTTTGCACCAACCTA

>hsamiR548v
AGCTACAGTTACTTTTGCACCA

>MADE1
AAAACCGCAATTACTTTTGCTCAAACCTA
>AL591684.1
AAAACCGCAATTACTTTTGCACCAACCTA

>hsamiR548v
AGCTACAGTTACTTTTGCACCA

>MADE1
AAAACCGCAATTACTTTTGCTCAAACCTA
>AL603965.1
AAAACCGCAATTACTTTTGCACCAACCTA

>hsamiR548x_3p
TAAAAACTGCAATTACTTTC

>MADE1
GCAAAAACTGCAATTACTTTTGCACTAACCTA
>LRRC55
GCAAAAACCGCAATTACTTTTGCACCAACCTA

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
TAATGGTAAAACTCGCAATTACTTTTGCACCGACCTA
>LRRC55
TAATGGCAAAAACCGCAATTACTTTTGCACCAACCTA

>hsamiR548h_3p

CAAAAACCGCAATTACTTTTGCA

>MADE1
TAATGACAAAAACCGCGATTACTTTTGCACCAACCTA



>LRRC55
TAATGGCAAAAACCGCAATTACTTTTGCACCAACCTA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
TAATGGCAAAAACCACAGTTTCTTTTGCACCAACCTA
>LRRC55
TAATGGCAAAAACCGCAATTACTTTTGCACCAACCTA

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
ATATTAGTTTGGTGCAAAAGTAATTGCCAGTTTTGCCATTACTTTTAACGGCAAAAAACCCCAATTACTTTTGCACA
AACCTA

>LRRC55
ATATTAGATTGACGCAAAAGTAATTGGGATTTTTGCTATCATTTTTAATGGCAAAAACCGCAATTACTTTTGCACCA

ACCTA

>hsamiR548v
AGCTACAGTTACTTTTGCACCA

>MADE1
AAAACCGCAATTACTTTTGCTCAAACCTA
>ANKRD5
AAAACCACAATTACTTTTGCACCAACCTA

>hsamiR548v
AGCTACAGTTACTTTTGCACCA

>MADE1
AAAACCGCAATTACTTTTGCTCAAACCTA
>TCEANC2
AAAACCACAATTACTTTTGCACCAACCTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
TACATATATATATATAT

>SRP72

GTTTATATATATATATA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
TACATATATATATATAT

>SRP72
TACATATATATATATATATA

>hsamiR1277_5p



AAATATATATATATATGTACGTAT
>EnSpm-8_HM
TACATATATATATATAT
>ITPRIPL2
TACATATATATATATATA

>hsamiR620

ATGGAGATAGATATAGAAAT
>EnSpm_7_HM_EnSpm_Hydra_magnipapillata
TATATATATATATACGGAGCTAGATATAGATATATATA
>MRPL32
TATATATATATATATAGAGATAGATATAGATATATATA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
CAATTACTTTTGCACCGACCTAATA
>ALG10B
CAATTACTTTTGCACTAACCTAATA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
CAATTACTTTTGCACCGACCTAATA
>ALG10
CAATTACTTTTGCACTAACCTAATA

>hsamiR548x_3p

TAAAAACTGCAATTACTTTC

>MADE1
GCAAAAACTGCAATTACTTTTGCACTAACCTAATA
>SMU1
GCAAAAACCGCAATTACTTTTGCACTAACCTAATA

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
TAATGGTAAAACTCGCAATTACTTTTGCACCGACCTAATA
>SMU1
TAATGGCAAAAACCGCAATTACTTTTGCACTAACCTAATA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
TAATGGCAAAAACCACAGTTTCTTTTGCACCAACCTAATA
>SMU1
TAATGGCAAAAACCGCAATTACTTTTGCACTAACCTAATA



>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
TTACTTTTAATGGCAAAAATCACAATTACTTTTGCACCAACTTAATA
>SMU1
TTACTTTTAATGGCAAAAACCGCAATTACTTTTGCACTAACCTAATA

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
TGCCATTACTTTTAACGGCAAAAAACCCCAATTACTTTTGCACAAACCTAATA
>SMU1
TGCCATTACTTTTAATGGCAAAAACCGCAATTACTTTTGCACTAACCTAATA

>hsamiR548u
CAAAGACTGCAATTACTTTTGCG

>MADE1
AAAAACCACATTACTTTTGCACCATCCTAATA
>ALG10
AAAAACCACAATTACTTTTGCACTAACCTAATA

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
GTTTTGTCGTTACTTTTAATGGCAAAAATCACAATTACTTTTGCACCAACTTAATA
>ALG10
GTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACTAACCTAATA

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
GTTTTGCCATTACTTTTAACGGCAAAAAACCCCAATTACTTTTGCACAAACCTAATA
>ALG10
GTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACTAACCTAATA

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
TTGGTGCAAAAGTAATTGCCAGTTTTGTCGTTACTTTTAATGGCAAAAATCACAATTACTTTTGCACCAACTTAATA
>ALG10B
TTGGTACAAAAGTAATTGTGGTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACTAACCTAATA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
TTAGGTTGGTGCAAAAGTAATTGTGGTTTTTGCCATTGAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCAACC
TAATA

>ALG10B



TTAGGTTGGTACAAAAGTAATTGTGGTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACTAACCT
AATA

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
TATTAGTTTGGTGCAAAAGTAATTGCCAGTTTTGCCATTACTTTTAACGGCAAAAAACCCCAATTACTTTTGCACAA
ACCTAATA

>ALG10B
TATTAGGTTGGTACAAAAGTAATTGTGGTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACTAAC

CTAATA

>hsamiR548d_3p

CAAAAACCACAGTTTCTTTTGC

>MADE1
TTATTAGTCTGGTGCAAAAGAAACTGTGGTTTTTGCCATTACTTTTACAGGCAAAAACCACAATTACTTTTGCACCA
ACCTAATA

>ALG10B
TTATTAGGTTGGTACAAAAGTAATTGTGGTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACTAA

CCTAATA

>hsamiR548d_5p

AAAAGTAATTGTGGTTTTTGCC

>MADE1
TTATTAGTCTGGTGCAAAAGAAACTGTGGTTTTTGCCATTACTTTTACAGGCAAAAACCACAATTACTTTTGCACCA
ACCTAATA

>ALG10B
TTATTAGGTTGGTACAAAAGTAATTGTGGTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACTAA

CCTAATA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
TTAGGTTGGTGCAAAAGTAATTGTGGTTTTTGCCATTGAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCAACC
TAATA

>ALG10
TTAGGTTGGTAAAAAAGTAATTGTGGTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACTAACCT

AATA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
AATGGCAAAAACCACAGTTTCTTTTGCACCAACCTAATA
>TLR10
AATGGCAAAAACCACAATTAGTTTTGCACCAACCTAATA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC



>MADE1
CAATTACTTTTGCACCGACCTAATA
>ANKRD5
CAATTACTTTTGCACCAACCTAATA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC

>MADE1
AAAAACCCCAATTACTTTTGCACAAACCTAATA
>FAM23B.1
AAAAACCTCAATTACTTTTGCACCAACCTAATA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC

>MADE1
AAAAACCCCAATTACTTTTGCACAAACCTAATA
>TMEM236
AAAAACCTCAATTACTTTTGCACCAACCTAATA

>hsamiR548h_3p

CAAAAACCGCAATTACTTTTGCA

>MADE1
AATGACAAAAACCGCGATTACTTTTGCACCAACCTAATA
>FAM23B.1
AATGGCAAAAACCTCAATTACTTTTGCACCAACCTAATA

>hsamiR548h_3p

CAAAAACCGCAATTACTTTTGCA

>MADE1
AATGACAAAAACCGCGATTACTTTTGCACCAACCTAATA
>TMEM236
AATGGCAAAAACCTCAATTACTTTTGCACCAACCTAATA

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
ACTTTTAATGGCAAAAATCACAATTACTTTTGCACCAACTTAATA
>FAM23B.1
ACTTTCAATGGCAAAAACCTCAATTACTTTTGCACCAACCTAATA

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
ACTTTTAATGGCAAAAATCACAATTACTTTTGCACCAACTTAATA
>TMEM236
ACTTTCAATGGCAAAAACCTCAATTACTTTTGCACCAACCTAATA

>hsamiR548a_3p



CAAAACTGGCAATTACTTTTGC
>MADE1
GCAATTACTTTTGCACCGACCTAATA
>SUMF1
GCAATTACTTTTGCACCAACCTAATA

>hsamiR548f

AAAAACTGTAATTACTTTT

>MADE1
AAAAACTGCAATTATGTTCGCACCAACCTAATA
>SUMF1
AAAAACTGCAATTACTTTTGCACCAACCTAATA

>hsamiR548g 3p

AAAACTGTAATTACTTTTGTAC

>MADE1
GCAAAAACTGCAATTACTTTTGCACTAATCTAATA
>SUMF1
GCAAAAACTGCAATTACTTTTGCACCAACCTAATA

>hsamiR548f

AAAAACTGTAATTACTTTT

>MADE1
TAATGTCAAAAACTGTGATTACTTTTGCACCAACCTAATA
>SUMF1
TAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAATA

>hsamiR548h_3p

CAAAAACCGCAATTACTTTTGCA

>MADE1
TAATGACAAAAACCGCGATTACTTTTGCACCAACCTAATA
>SUMF1
TAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAATA

>hsamiR548p

TAGCAAAAACTGCAGTTACTTT

>MADE1
TAATGACAAAAACTGCAATTAATTTTATACCAACCTAATA
>SUMF1
TAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAATA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
TAATGGCAAAAACCACAGTTTCTTTTGCACCAACCTAATA
>SUMF1
TAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAATA



>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
TTTAATGGCAAAAATCACAATTACTTTTGCACCAACTTAATA
>SUMF1
TTTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAATA

>hsamiR548f

AAAAACTGTAATTACTTTT

>MADE1
TTTAATGGCAAAAACCACTATTACTTTTGCACCAACCTAATA
>SUMF1
TTTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAATA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
CGCAATTACTTTTGCACCGACCTAATA
>AL591684.1
CGCAATTACTTTTGCACCAACCTAATA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
CGCAATTACTTTTGCACCGACCTAATA
>AL603965.1
CGCAATTACTTTTGCACCAACCTAATA

>hsamiR548h_3p
CAAAAACCGCAATTACTTTTGCA

>MADE1
CAAAAACCGCGATTACTTTTGCACCAACCTAATA
>AL591684.1
CAAAAACCGCAATTACTTTTGCACCAACCTAATA

>hsamiR548h_3p
CAAAAACCGCAATTACTTTTGCA

>MADE1
CAAAAACCGCGATTACTTTTGCACCAACCTAATA
>AL603965.1
CAAAAACCGCAATTACTTTTGCACCAACCTAATA

>hsamiR548x_3p

TAAAAACTGCAATTACTTTC

>MADE1
GCAAAAACTGCAATTACTTTTGCACTAACCTAATA
>AL591684.1
GCAAAAACCGCAATTACTTTTGCACCAACCTAATA



>hsamiR548x_3p

TAAAAACTGCAATTACTTTC

>MADE1
GCAAAAACTGCAATTACTTTTGCACTAACCTAATA
>AL603965.1
GCAAAAACCGCAATTACTTTTGCACCAACCTAATA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
GGCAAAAACCACAGTTTCTTTTGCACCAACCTAATA
>AL591684.1
GGCAAAAACCGCAATTACTTTTGCACCAACCTAATA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
GGCAAAAACCACAGTTTCTTTTGCACCAACCTAATA
>AL603965.1
GGCAAAAACCGCAATTACTTTTGCACCAACCTAATA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC

>MADE1
AAAAACCCCAATTACTTTTGCACAAACCTAATA
>ANKRD5
AAAAACCACAATTACTTTTGCACCAACCTAATA

>hsamiR548d_3p

CAAAAACCACAGTTTCTTTTGC

>MADE1
GGCAAAAACCACAATTACTTTTGCACCAACCTAATA
>ANKRD5
GGCAAAAACCACAATTACTTTTGCACCAACCTAATA

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
ATGGCAAAAATCACAATTACTTTTGCACCAACTTAATA
>ANKRD5
ATGGCAAAAACCACAATTACTTTTGCACCAACCTAATA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
AGGTTGGTGCAAAAGTAATTGTGGTTTTTGCCATTGAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCAACCT
AATA

>ANKRD5



AGGTTGGAGCAAAAGTAATTGCGGTTTTTGCTGCAATTAAAGGTTATGGCAAAAACCACAATTACTTTTGCACCAA
CCTAATA

>hsamiR548h_3p
CAAAAACCGCAATTACTTTTGCA

>MADE1
CAAAAACCGCGATTACTTTTGCACCAACCTAATA
>PGM3
CAAAAACCGCAATTACGTTTGCACCAACCTAATA

>hsamiR548aa
AAAAACCACAATTACTTTTGCACCA

>MADE1
GCAAAAACCACAGTTTCTTTTGCACCAACCTAATA
>PGM3
GCAAAAACCGCAATTACGTTTGCACCAACCTAATA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
GTTGGTGCAAAAGTAATTGTGGTTTTTGCCATTGAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCAACCTAAT
A

>CDC27
GTTGGTGCAAAAGTAATTGCAGGTTTTGCCATAAAAGTCATGGCAAAAACCACAATTACTTATGCACCAACCTAAT

A

>hsamiR548g_5p

TGCAAAAGTAATTGCAGTTTTTG

>MADE1
GTATTATGTTGGTACAAAAGTAATTACAGTTTTGCCATAGAACGTAATGCAAAAACTGCAATTACTTTTGCACTAAT
CTAATA

>CDC27
GTATTAAGTTGGTGCAAAAGTAATTGCAGGTTTTGCCATAAAAGTCATGGCAAAAACCACAATTACTTATGCACCA

ACCTAATA

>hsamiR3135a

TGCCTAGGCTGAGACTGCAGTG

>Alu2_TS
TGTAGTCACAGCTACTTGGGAGGCTGAGGTGGGAGAATCACCTGAGCCCAGGAGGTCAAGGCTGCAGTGA
>SLC35E3
TGTAGTCCCAGCTACTGGGGAGGTTGAGGCAGGAGGATTGCTTGAGCCCAGGAGGCTGAGGCTGCAGTGA

>hsamiR3919

GCAGAGAACAAAGGACTCAGT
>ABDC01224945.1_1546x1450_RF00019_Y RNA
AGTAGAGAACAAAGGA

>PSAT1

AGTAGAGAACAAAGGA



>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)

GTGGTGGCTCACACCTGCAATCCCAGCACTTTG

>KIAA1530
TGGGCAACACAGTGAGACCTCATCTCTACAAAAAATTTAAAAAATTAGCCAGGTGTTGTGGTGTGTGCCTGTAGTC
CCAGCTACCTGGGAGGCTGACGTGGAAGGATGGCTTGAGCCCAGGAGTTTGAGGCTGCACTGAGCTATGATTCTG
CCACTGCACTCAGCCTGGGTAAGAGCAAAAGCCCATCTCTAAAAGGAAAAACAAAAAAAACAACTGTTACAACTC
AAGATAAATCATTCAATTAAAAATAGGCAAGAGGTTTGAATAGACTCCTCTCCAAAGGAGATACACAAATGGCCA
GTAAGCCCACGAGAAGATGTTCGGTATCCTTCTCCAATGCTGCTGTGAACATGGGTGCACAAGCTTCCGCATGGAC
AGGTTTTCACCTCCTTTGTTTTATACATTGGAGGGGAACTGCATGGATAAACCTTAAAAACAACGCCAAGTGTAAG
AAGCCAGGGACAAGAGGACACATGTATGAAAAGGCACATCCAGAAACAGAAAGCAGATGACTGAACGGTTCACT
AGCCTTTGTGTTTGTGTTAAAAACAGCATTTGCACAAAAGTGGGTTTCCCAGAGTTCCTCTGAGTGGTCGCCTCCTG
GCTGGGGAATGCACGCTCTGAAGGCTGAGCTGCACACACATTCCGTCCGTGCTGAACCCCACACCACGACAAGCA
CTGGTCTCACGAGGACTCGCAGAAGCCCTCTGGAACAGGGTCGCTGCCTGTGTTCACATCTCCAGGCCCGAGGGC
CTCTTCTGCGAGGCCAGACCCATCACCAGACGATGCCGAACCCTGTAGCAGCAGAGCGGCCGTACCTTCAGGGCA
TTGCAACACACCATTTCTTTACATCAAACACAGTAATAGACAAAGCATGGTTACTGCCCAGACCCACGCCCACTCTG
CTGTCCTGAGACACTGGCAGAGGGAGAAAGTGCTGATGGCCAGTGCACTGGGCCCCGCTCTCTAGTTCAGTGCGT
AGTTAAACTGGTTTGAAAACTTCTCGTGCTTCTTCTGGTCCATCCGGTTCATGGCTGCCACTACCCTCCGCACAGCT
GCCCTGTGGGGAAACAAGGCAAGATGTGACCTGGGAGGCTTCCGCCAGGGGCCTGGGCTCCCAGTGGCGGCATC
ACCAAAGTTAGGCACTGGTCCTGGGGCAACTGCTGCCCTCGGACACTGACAGACTGCCTGTGGGTGCCACCTTCA
GAGACAGATGGGCGACGGGCCCCTTGGCCCTGGCCCGAGACAGACAGGCTTAGAAAGGGCCGCCCCAGGTCCCA
GAAGCGGAGTCTGCGGCGGGTGGTTCTGCGCGGTGAAGGTGGCCCCAGCCCCACCTTGGCACTTCTCCCGTGGCC
TCCCGCACTCCAGGATGAGGGCAGCCTCCCCCTTGGCCTCCCGGGGAGCGGCCTCGCAGGAGATGCAGCCAGGA
GGCGTCAGGACAGCCCTGCCCGCTGCTGCACGCACGGCTCCACGGCCAGGGCTGGAAACCTGGAGGGCTGCAGC
AGGGGGGGCACGGGCCAGGCAGGCATTCCGGGGAGCAGGATGAGGTGTGCTGTGCTGACCAGCTCAGCTGCTG
CGACCCACGAGGGTGTGGAGCTGTGGAGCCAGCAGGGCCTGAGGCCACAATGTGGTGAAGCTGCCGCTCAGCTG
CGGCCCCTGTGGGGCTGCCAGGCGCTGCTGTGGGGGCCCCTCGAGGCAGGGTTTTGCCTGTGGTCACCCCAGATC
CTTTCTGTAGGGAGGGGTCTGGGCCACACAGCTGTGGCGAAGAGCCAGCTCCTGCCATGGGCTTCAGTGTCCCCA
TGAGACACAGGGAGGAGGCCTGGCATGGGCCCACTGGCCATTCCTCCTCCTGGGCATCAGCACCAAGGCTGGCCT
CTGCCCCTGGCTGATCCACGGGAAAACAGCCTCACCCTGAGCTCCAAGGGCTAAGGTGCCTTGGGTGGCTGGCAT
ACGGGATGGGTCCAGCCCTGTGCCAGGGGCCCCAGGCAGCCTCTCCACAGCCCCCACCAGCGCCCCTGCLCCLCACC
CAAGCAAGGCTGTGGATGTACCACCCACAAGCCTGGGGGAAGCCTGGTCTGAGTGCTGTGAAGGCGCCTCCCACC
CGAGCCCACTCAGGCCGGTGCACGGTCATGCTGGCCAGGAGGGGCCTCCTCTGCCCGGTGCACTTAGCACCTTCC
AGGTGTGTCCAAGGGAGGGTTTCTGGGATGGCGATGGGTGGGGGCCACCTCACTGGTGCTACCAGACAAACCTG
CACCAGCAGGGACTTGACACAGA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GCAATCTCTGCCTCCCGGGTTCAAGTGTTTCTCCTGCCTCAACCTCCTGAATTGCTGGGATTACAGGTGCATGCCAC
CACATCTGGCTAATTTCTTGTATTTTTAGTAGAGACAGGGTTTCACTATGTTGGCCAGGCTGGTCTCGAACTCCTGA
CCTCAGGTGATCCGCCTGCCTCAGCCTCCCAAATTGCTGGGATTACAGGCATGAGCCAC



>MEFV
GTGGCTCATGCCTGTAATCCCTGCACTTTGGGAGGCTGAGGTGGGTGCATCACCTGAGGTCAGGAGTTTGAGACC

GGCCTGGCCAACATGATGAAACCTCATGTCTACTAAAAATGCAAAAAATTAGCCGGGCATGGTGGCGGGCGCCTG
TAATCCCAGCTACTTCGGAGGCTGAGGCAGGAGAATCTCTTGAACCTGGGAGGCGGAGGTTGCGAGCCAAGATT
GCACCACTGCACTCCAGCCTGGGTGACAAGAGCAAAACTTTGTCTCAAAAAAAAAAAAAAAAAAGAATCATAGGC
CGGGCACAGTGGCTCA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GCAATCTCTGCCTCCCGGGTTCAAGTGTTTCTCCTGCCTCAACCTCCTGAATTGCTGGGATTACAGCTGCGTGCCAC
CACATCTGGCTAATTTCTTGTATTTTTAGTAGAGACAGGGTTTCACTATGTTGGCCAGGCTGGTCTCGAACTCCTGA
CCTCAGGTGGTCCGCCTGCCTCAGCCTCCCAAATCGCTGGGATTACAGGCATGAGCCAC

>MEFV
GTGGCTCATGCCTGTAATCCCTGCACTTTGGGAGGCTGAGGTGGGTGCATCACCTGAGGTCAGGAGTTTGAGACC

GGCCTGGCCAACATGATGAAACCTCATGTCTACTAAAAATGCAAAAAATTAGCCGGGCATGGTGGCGGGCGCCTG
TAATCCCAGCTACTTCGGAGGCTGAGGCAGGAGAATCTCTTGAACCTGGGAGGCGGAGGTTGCGAGCCAAGATT
GCACCACTGCACTCCAGCCTGGGTGACAAGAGCAAAACTTTGTCTCAAAAAAAAAAAAAAAAAAGAATCATAGGC
CGGGCACAGTGGCTCA

>hsamiR548i

AAAAGTAATTGCGGATTTTGCC

>MADE1
TAGGCTGGTACAAAAATAATTGCTATTTTTGCCATTACTTTTAATGGCAAAATCCGCAATTACTTTTGCA
>MTMR6
TAGGTTGGTGCAAAAGTAATTGCGGTTTTTGTCATCACTTTCAATGGCAAAAGCCCCAATTACTTTTGCA

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
TATTAGTTTGGTGCAAAAGTAATTGCCAGTTTTGCCATTACTTTTAACGGCAAAAAACCCCAATTACTTTTGCA
>MTMR6
TATTAGGTTGGTGCAAAAGTAATTGCGGTTTTTGTCATCACTTTCAATGGCAAAAGCCCCAATTACTTTTGCA

>hsamiR3934
TCAGGTGTGGAAACTGAGGCAG

>MIR

CATTTTACAGATGAGGAA

>SMC1A
CATTTTACAGATGAGGAAACTGAGGCA

>hsamiR1255b2 3p
AACCACTTTCTTTGCTCATCCA
>TIGGER1
AAACCACTTTCTTTGCTCATCC
>TIGD1L2
AAACCACTTTGTTTGCTCATCCA



>hsamiR1227

CGTGCCACCCTTTTCCCCAG

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
TGGGGAAAAGGGTGG

>RFX5

CCACCCTTTTCCCCA

>hsamiR1267
CCTGTTGAAGTGTAATCCCCA

>MSTA
CCAAATCTCATGTTGAAATGTAATCCCCA
>SLC35A5
CCAAATCTCATCTTGAATTGTAATCCCCA

>hsamiR548aa
AAAAACCACAATTACTTTTGCACCA
>MADE1
AATGGCAAAAACCACAGTTTCTTTTGCACCA
>TLR10
AATGGCAAAAACCACAATTAGTTTTGCACCA

>hsamiR548aa
AAAAACCACAATTACTTTTGCACCA
>MADE1
AAAACCACAGTTTCTTTTGCACCA
>ZNF154
AAAACCACAGTTACTTTTGCACCA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
TGGTGCAAAAGTAATTGTGGTTTTTGCCTGTAAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCA
>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCA

>hsamiR548]

AAAAGTAATTGCGGTCTTTGGT

>MADE1
CTGGTGCAAAAGTAATGCAGTTTTTGCCACTGAAAGTAATACCAAAGACCGCAATTACTTTTGCACCA
>HLA-DMB
CTGGTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCA

>hsamiR548aa
AAAAACCACAATTACTTTTGCACCA

>MADE1
TAATGGCAAAAACCACAGTTTCTTTTGCACCA
>LRRC55
TAATGGCAAAAACCGCAATTACTTTTGCACCA



>hsamiR548v
AGCTACAGTTACTTTTGCACCA

>MADE1
ATGGCAAAACCGCAATTACTTTTGC
>KATNAL1
ATGGAAAAACCACAATTACTTTTGCACCA

>hsamiR548]

AAAAGTAATTGCGGTCTTTGGT

>MADE1
TAGGCTGGTGCAAAAGTAATGCAGTTTTTGCCACTGAAAGTAATACCAAAGACCGCAATTACTTTTGCACCA
>KATNAL1
TAGGCTGGTGCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAACCACAATTACTTTTGCACCA

>hsamiR548t_3p

AAAAACCACAATTACTTTTGCACCA

>MADE1
GTTAGGTTGGTGCAAAAGTAATTGTGGTTTTTGTCATTAAAAAATTGCAAAAACCACGATCACTTTTGCACCA
>KATNAL1L
GTTAGGCTGGTGCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAACCACAATTACTTTTGCACCA

>hsamiR548u

CAAAGACTGCAATTACTTTTGCG

>MADE1
TTAGGTTGGCGCAAAAGTAATTGCAGTCTTTGCCATTAAAAGTAAAGAAAAAAACCACATTACTTTTGCACCA
>KATNAL1
TTAGGCTGGTGCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAACCACAATTACTTTTGCACCA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
TTAGGTTGGTGCAAAAGTAATTGTGGTTTTTGCCTGTAAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCA
>KATNAL1L
TTAGGCTGGTGCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAACCACAATTACTTTTGCACCA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
AGGTTGGTGCAAAAGTAATTGTGGTTTTTGCCTGTAAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCA
>ANKRD5
AGGTTGGAGCAAAAGTAATTGCGGTTTTTGCTGCAATTAAAGGTTATGGCAAAAACCACAATTACTTTTGCACCA

>hsamiR548aa
AAAAACCACAATTACTTTTGCACCA

>MADE1
AAGTAATGGCAAAAACCACAGTTTCTTTTGCACCA
>TCEANC2
AAGTAATGGCAAAAACCACAATTACTTTTGCACCA



>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
AAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCA
>|TSN1
AAAAGCAATGGCAAAAACCGCAATCACTTTTGCACCA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
TATTAGGTTGGTGCAAAAGTAATTGTGGTTTTTGCCTGTAAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCA
>CDC27
TATTAAGTTGGTGCAAAAGTAATTGCAGGTTTTGCCATAAAAGTCATGGCAAAAACCACAATTACTTATGCACCA

>hsamiR3134
TGATGGATAAAAGACTACATATT
>L1PB1
GTGAGGGATAAAAGACTACA
>NTRK3
GTGAGGGATAAAAGACTACA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC

>MADE1

CAATTACTTTTGCACCAACTTAA

>CD38
CAAAACTTGCAATTACTTTTGCACCAACTTAA

>hsamiR548d_3p

CAAAAACCACAGTTTCTTTTGC

>MADE1
TTATTAGGTTGGTGCAAAAGAAACTGTGGTTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACCA
ACCTAA

>ALG10B
TTATTAGGTTGGTACAAAAGTAATTGTGGTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACTAA

CCTAA

>hsamiR548d_5p

AAAAGTAATTGTGGTTTTTGCC

>MADE1
TTATTAGGTTGGTGCAAAAGAAACTGTGGTTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACCA
ACCTAA

>ALG10B
TTATTAGGTTGGTACAAAAGTAATTGTGGTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACTAA

CCTAA

>hsamiR548d_3p
CAAAAACCACAGTTTCTTTTGC



>MADE1
TTATTAGGTTGGTGCAAAAGAAACTGTGGTTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACCA
ACCTAA

>ALG10
TTATTAGGTTGGTAAAAAAGTAATTGTGGTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACTAA

CCTAA

>hsamiR548d_5p

AAAAGTAATTGTGGTTTTTGCC

>MADE1
TTATTAGGTTGGTGCAAAAGAAACTGTGGTTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACCA
ACCTAA

>ALG10
TTATTAGGTTGGTAAAAAAGTAATTGTGGTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACTAA

CCTAA

>hsamiR548d_5p

AAAAGTAATTGTGGTTTTTGCC

>MADE1
TATTAGGTTGGTGCAAAAGAAACTGTGGTTTTTGCCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACCAA
CCTAA

>DENND4C
TATTATGTTGGTACAAAAATAATTGCGGTTTTTGCCATTAATAGTGGCAAAAACTACAATTAATTTTGTGCCAACCT

AA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
TTAGGTTGGTGCAAAAGTAATTGTGGTTTTTGCCATTGAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCAACC
TAA

>RABL5
TTAGGTTGGTGCAAAAGTAATAGTGGCTTTTGCCATTAAAAATTAAAAATGGCAAAAACCACGATTAGTTTTGCAC

CAACCTAA

>hsamiR548t_3p
AAAAACCACAATTACTTTTGCACCA

>MADE1
GCAAAAACCACGATCACTTTTGCACCACCCTAA
>TLR10
GCAAAAACCACAATTAGTTTTGCACCAACCTAA

>hsamiR548d_3p
CAAAAACCACAGTTTCTTTTGC

>MADE1
AAAACCACAATTACTTTTGCACCAACCTAA
>ZNF154
AAAACCACAGTTACTTTTGCACCAACCTAA



>hsamiR548t_3p
AAAAACCACAATTACTTTTGCACCA

>MADE1
GCAAAAACCACGATCACTTTTGCACCACCCTAA
>FAM23B.1
GCAAAAACCTCAATTACTTTTGCACCAACCTAA

>hsamiR548t_3p
AAAAACCACAATTACTTTTGCACCA

>MADE1
GCAAAAACCACGATCACTTTTGCACCACCCTAA
>TMEM236
GCAAAAACCTCAATTACTTTTGCACCAACCTAA

>hsamiR548f

AAAAACTGTAATTACTTTT

>MADE1
GCAAAAATTGCAATTAGGTTTGCACCAACCTAA
>HLA-DMB
GCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548f

AAAAACTGTAATTACTTTT

>MADE1
TAATGGCAAAAACCACTATTACTTTTGCACCAACCTAA
>HLA-DMB
TAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548h_3p

CAAAAACCGCAATTACTTTTGCA

>MADE1
AAAGTAATGACAAAAACCGCGATTACTTTTGCACCAACCTAA
>HLA-DMB
AAAGTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548x_3p

TAAAAACTGCAATTACTTTC

>MADE1
AAAGTAATTGCAGTTTTTACGATTGAAAGTAACGCAAAAACTGCAATTACTTTTGCACTAACCTAA
>HLA-DMB
AAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548k

AAAAGTACTTGCGGATTTTGCT

>MADE1
GCAAAAATAATTGCGGTTTTTGCCATTAAAAGTAAAGCAAAATCCGCAAGTACTTTTGCACCAACCTAA
>HLA-DMB
GCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA



>hsamiR548u

CAAAGACTGCAATTACTTTTGCG

>MADE1
GCAAAAGTAATTGCAGTCTTTGCCATTAAAAGTAAAGAAAAAAACCACATTACTTTTGCACCATCCTAA
>HLA-DMB
GCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548h_5p

AAAAGTAATCGCGGTTTTTGTC

>MADE1
GTGCAAAAGTAATTCCAGTTTTTACCATTAAAAGTAATGACAAAAACCGCGATTACTTTTGCACCCACCTAA
>HLA-DMB
GTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548a_5p

AAAAGTAATTGCGAGTTTTACC

>MADE1
TGGTGCAAAAGTAATTGCCAGTTTTGCCATTGAAAGTAATGGTAAAACTCGCAATTACTTTTGCACCGACCTAA
>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548c_5p

AAAAGTAATTGCGGTTTTTGCC

>MADE1
TGGTGCAAAAGTAATTGAGATTTTTGCTACTGAAAGTAATGGCAAAAACCGCAATTACTTTTGCACCAACCTAA
>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548h_5p

AAAAGTAATCGCGGTTTTTGTC

>MADE1
TGGTGCAAAAGTAATTGCAGTTTTTGCTATTACTTTCAATGACAAAAACCGCGATTACTTTTGCACCAACCTAA
>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548i

AAAAGTAATTGCGGATTTTGCC

>MADE1
TGGTGCAATAATATTTGTGGTTTTTGCCGTTAAAAGTATGGCAAAATCCGCAATTACTTTTGCACCAACCTAA
>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548a_3p

CAAAACTGGCAATTACTTTTGC

>MADE1
TGGTGCAAAAGTAATTGCCAGTTTTGCCATTGAAAGTAATGGTAAAACTCGCAATTACTTTTGCACCGACCTAA
>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA



>hsamiR548c_3p

CAAAAATCTCAATTACTTTTGC

>MADE1
TGGTGCAAAAGTAATTGAGATTTTTGCTACTGAAAGTAATGGCAAAAACCGCAATTACTTTTGCACCAACCTAA
>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548f

AAAAACTGTAATTACTTTT

>MADE1
TGGTCCAAAAGTAATTACAGTTTTTGTCTTTGAAAGTAATGTCAAAAACTGTGATTACTTTTGCACCAACCTAA
>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548f

AAAAACTGTAATTACTTTT

>MADE1
TGGTGCAAAAGTAATTACAGTTTTTGCCATTAAAAGTAATGATAAAAACTGCAATTATGTTCGCACCAACCTAA
>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548p

TAGCAAAAACTGCAGTTACTTT

>MADE1
TGGTGCAAAAGTAACTGCAGTTTTTGCTATTGAAAGTAATGACAAAAACTGCAATTAATTTTATACCAACCTAA
>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548t_3p

AAAAACCACAATTACTTTTGCACCA

>MADE1
TGGTGCAAAAGTAATTGTGGTTTTTGTCATTAAAAAATTGCAAAAACCACGATCACTTTTGCACCACCCTAA
>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
TGGTGCAAAAGTAATTGTGGTTTTTGCCATTGAAAGTAATGGCAAAAACCACAGTTTCTTTTGCACCAACCTAA
>HLA-DMB
TGGTGCAAAAGTAATTGCGGTTTTTGCCACTGAAAGTAATGGCAAAAACTGCAATTACTTTTGCACCAACCTAA

>hsamiR548t_3p
AAAAACCACAATTACTTTTGCACCA

>MADE1
GCAAAAACCACGATCACTTTTGCACCACCCTAA
>AL591684.1
GCAAAAACCGCAATTACTTTTGCACCAACCTAA



>hsamiR548t_3p
AAAAACCACAATTACTTTTGCACCA

>MADE1
GCAAAAACCACGATCACTTTTGCACCACCCTAA
>AL603965.1
GCAAAAACCGCAATTACTTTTGCACCAACCTAA

>hsamiR548t_3p
AAAAACCACAATTACTTTTGCACCA

>MADE1
GCAAAAACCACGATCACTTTTGCACCACCCTAA
>ANKRD5
GCAAAAACCACAATTACTTTTGCACCAACCTAA

>hsamiR548t_3p
AAAAACCACAATTACTTTTGCACCA

>MADE1
GCAAAAACCACGATCACTTTTGCACCACCCTAA
>TCEANC2
GCAAAAACCACAATTACTTTTGCACCAACCTAA

>hsamiR548d_3p

CAAAAACCACAGTTTCTTTTGC

>MADE1
ATGGCAAAAACCACAATTACTTTTGCACCAACCTAA
>ANKRD5
ATGGCAAAAACCACAATTACTTTTGCACCAACCTAA

>hsamiR548d_3p

CAAAAACCACAGTTTCTTTTGC

>MADE1
AATGGCAAAAACCACAATTACTTTTGCACCAACCTAA
>TCEANC2
AATGGCAAAAACCACAATTACTTTTGCACCAACCTAA

>hsamiR548t_3p
AAAAACCACAATTACTTTTGCACCA

>MADE1
GCAAAAACCACGATCACTTTTGCACCACCCTAA
>|TSN1
GCAAAAACCGCAATCACTTTTGCACCAACCTAA

>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
CAATTACTTTTGCACCGACCTAATAA
>FAM23B.1
CAATTACTTTTGCACCAACCTAATAA



>hsamiR548a_3p
CAAAACTGGCAATTACTTTTGC
>MADE1
CAATTACTTTTGCACCGACCTAATAA
>TMEM236
CAATTACTTTTGCACCAACCTAATAA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
AATGGCAAAAACCACAGTTTCTTTTGCACCAGACTAATAA
>FAM23B.1
AATGGCAAAAACCTCAATTACTTTTGCACCAACCTAATAA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
AATGGCAAAAACCACAGTTTCTTTTGCACCAACCTAATAA
>FAM23B.1
AATGGCAAAAACCTCAATTACTTTTGCACCAACCTAATAA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
AATGGCAAAAACCACAGTTTCTTTTGCACCAGACTAATAA
>TMEM236
AATGGCAAAAACCTCAATTACTTTTGCACCAACCTAATAA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
AATGGCAAAAACCACAGTTTCTTTTGCACCAACCTAATAA
>TMEM236
AATGGCAAAAACCTCAATTACTTTTGCACCAACCTAATAA

>hsamiR603
CACACACTGCAATTACTTTTGC
>MADE1
CAATTACTTTTGCACCAA
>TCEANC2
CAATTACTTTTGCACCAA

>hsamiR603
CACACACTGCAATTACTTTTGC
>MADE1
CAATTACTTTTGCACCAA
>FAM23B.1
CAATTACTTTTGCACCAA



>hsamiR603
CACACACTGCAATTACTTTTGC
>MADE1
CAATTACTTTTGCACCAA
>TMEM236
CAATTACTTTTGCACCAA

>hsamiR603
CACACACTGCAATTACTTTTGC
>MADE1
CAATTACTTTTGCACCAA
>KATNAL1
CAATTACTTTTGCACCAA

>hsamiR603
CACACACTGCAATTACTTTTGC
>MADE1
CAATTACTTTTGCACCAA
>ANKRD5
CAATTACTTTTGCACCAA

>hsamiR603
CACACACTGCAATTACTTTTGC
>MADE1
GCAATTACTTTTGCACCAA
>LRRC55
GCAATTACTTTTGCACCAA

>hsamiR603
CACACACTGCAATTACTTTTGC
>MADE1
GCAATTACTTTTGCACCAA
>AL591684.1
GCAATTACTTTTGCACCAA

>hsamiR603
CACACACTGCAATTACTTTTGC
>MADE1
GCAATTACTTTTGCACCAA
>AL603965.1
GCAATTACTTTTGCACCAA

>hsamiR603
CACACACTGCAATTACTTTTGC
>MADE1
TGCAATTACTTTTGCACCAA
>CD38
TGCAATTACTTTTGCACCAA



>hsamiR603
CACACACTGCAATTACTTTTGC
>MADE1
ACTGCAATTACTTTTGCACCAA
>HLA-DMB
ACTGCAATTACTTTTGCACCAA

>hsamiR603
CACACACTGCAATTACTTTTGC
>MADE1
ACTGCAATTACTTTTGCACCAA
>SUMF1
ACTGCAATTACTTTTGCACCAA

>hsamiR548i

AAAAGTAATTGCGGATTTTGCC

>MADE1
TAGGCTGGTACAAAAATAATTGCTATTTTTGCCATTACTTTTAATGGCAAAATCCGCAATTACTTTTGCACCAA
>KATNAL1
TAGGCTGGTGCAAAAGTAATTGCGGTTTTTGCCATTGAAAGTAATGGAAAAACCACAATTACTTTTGCACCAA

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
TTTAGTAGAGTCGGTGTTTCTCCATGTTGGCCAGGCTGGTTTCGAACTCCTGACCTCAGGTGATCCACCCACCTCAG
CCTCCCAAAGTGCTGGAATTACAGGCGTGAGCCACCG

>RBM7
GGCGTGGTGGTGGGTGCCTGTAATCCCAGCTACTCGGGAGGCTAAGGCAGGAGAATCACTTGAACCCGGGATAT
GGAGGTTGCAGTGACCTGAGATCCCGCCATTGCACTCTAGCCTGGGTGTCGTAGCAAGACTCTGTCTCAAAAAAA
AAACAAAAACAAACATGCAGTATTAATCTTCGTTAACATCTACAAACCTACTAAGTTTTCATATGGATAAGATACCC
AAAAATAATAATCTCATTGGAAACAAATTCTGTGAAAATGCTTAAGCAAACAAATTGTTTATCTTAATTCTATAGTG
AGTAGTTGAATAGCTACATTTACTTAGAAACAGAAAAACTGAATTCATTTATAAACAGGAAATCTAAGTGTACTTTA
ACTCCTAGAGACCACTGAGGGTAACTAAAGTACTCCAAGCTATAATCGAGGGGTCACTGAAAATCTGATTGTGAA
ACATCATGCTCTATATGTACAAAAGATGTATTTCAGGATGCTCAAAATTAAAGAACTGATATTCTAAACAGCAGGC
AATCAGTGAATAAAAGTATGTTAATTCTTTGTGTACAATGTCTCTGAAGTCAGTGACATAAAAAAAAAAAAATAAC
ACACACCCTTCCTTTTATATTTTCAGTATATTAAAAAGGAACAGTACAAATGCTGTGGTATTAAAAAGGATCCTTAT
TTTTCAACAAATGAACTTTTATAAACAATTCTGTAATGAAATGAAAACAGTATCTTAATACAAGCTTTTGTTAAACA
AGATTTTAAA

>hsamiR1285_ 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
CTGGGCAAAAGAGTGAGACTGTGTCCCAAGGAAAAAAAAAAA
>FCAR
CTGGGCAACAGAGTGAGACTCTGTCTCAAATAAAAATAAAAA

>hsamiR1285_ 3p



TCTGGGCAACAAAGTGAGACCT

>Alu)
AGGAGTTTGAGACCAGCCTGGGCAACAAAGTGAGATCCTATCTCTACAAATAATAAAAAA
>FAM175A
AGGAGTTTGAGACCAGCCTGGGCAACAAAGTGAGAACCTGTCTCTACAAACAATAAAAAA

5pUTR Aligning Sequences

>hsamirl6l 3p
CCAGTATTAACTGTGCTGCTGA
>AAYZ01253455.1_1930x1824_RF00026_U6
CTGTGCTGCTGAAG

>RBMS2

CTGTGCTGCTGAAG

>hsamirl6l 3p
CCAGTATTAACTGTGCTGCTGA
>AAYZ01253455.1_1930x1824_RF00026_U6
TCTAAAATTATCTCCAGTATTAACT

>SLC14A2

TCTTAACTTATTCCAGTATTAACT

>hsamirl6l 3p
CCAGTATTAACTGTGCTGCTGA
>AAYZ01253455.1_1930x1824_RF00026_U6
CTCCAGTATTAACT

>|L15

CTCCAGTATTAACT

>hsamirl6l 3p
CCAGTATTAACTGTGCTGCTGA
>AAYZ01253455.1_1930x1824_RF00026_U6
AAAATTATCTCCAGTATTAACT

>|L15

AAAAGTCACTCCAGTATTAACT

>hsamiR28 5p
AAGGAGCTCACAGTCTATTGAG
>L2_Platlo
CCTCAAGGAGCTCACAG

>|L15

CCTCAAGGAGCTCACAG

>hsamiR28 5p
AAGGAGCTCACAGTCTATTGAG
>L2_Platlo
CTCAAGGAGCTCACAGTCTA



>PITPNB
CTCAAGAAGCTCACAGTCTA

>hsamir302a_3p
TAAGTGCTTCCATGTTTTGGTGA
>THER1_SINE_Mammalia
TGCTTCCATGTTTCAGTGGAGGTGTCTCCAA
>HIVEP2
TGCTTCCATGTTCCAGGGTGTCTGCAA

>hsamir302a_5p
ACTTAAACGTGGATGTACTTGCT
>THER1_SINE_Mammalia
CCACTTAAACGTGGATGTA
>MYO9B
CCTCTTAAACGTGGATTTA

>hsamir30la_5p
GCTCTGACTTTATTGCACTACT
>LINE1-21 ZM
TGCTCTGACTTTATT

>HBP1

TGCTCTGACTTTATT

>hsamir302b_3p
TAAGTGCTTCCATGTTTTAGTAG
>THER1_SINE_Mammalia
TGCTTCCATGTTTCAGTGGAGGTGTCTCCAA
>HIVEP2
TGCTTCCATGTTCCAGGGTGTCTGCAA

>hsamir302c_3p
TAAGTGCTTCCATGTTTCAGTGG
>THER1_SINE_Mammalia
TGCTTCCATGTTTCAGTGGAGGTGTCTCCAA
>HIVEP2
TGCTTCCATGTTCCAGGGTGTCTGCAA

>hsamir302c_5p
TTTAACATGGGGGTACCTGCTG
>THER1_SINE_Mammalia
GGGGGTACCTGCTG

>[L21R

CTTCTGCCTGCCCG



>hsamir302c_5p
TTTAACATGGGGGTACCTGCTG
>THER1_SINE_Mammalia
TGGGGGTACCTGCTGTGTGAA
>BNIPL
TGGGGGTACCTGCCTGTGAA

>hsamir376¢

AACATAGAGGAAATTCCACGT

>CER15_| _CE_LTR_Retrotransposon_Caenorhabditis_elegans
AAACATAGAGGAAA

>CYorf15B.1

AAACATAGAGGAAA

>hsamiR376a_5p

GTAGATTCTCCTTCTATGAGTA

>CER15_| _CE_LTR_Retrotransposon_Caenorhabditis_elegans
CTTCTATGAGTACAT

>DFNA5

CTTCTATGAGTACAT

>hsamiR376a_3p

ATCATAGAGGAAAATCCACGT

>CER15_| _CE_LTR_Retrotransposon_Caenorhabditis_elegans
TAGAGGAAAATCCA

>TYRP1

TAGAGGAAAATCCA

>hsamiR376a_3p

ATCATAGAGGAAAATCCACGT

>CER15_| _CE_LTR_Retrotransposon_Caenorhabditis_elegans
TAATCATAGAGGAA

>GRHL3

TAATCATAGAGGAA

>hsamiR340_3p
TCCGTCTCAGTTACTTTATAGC
>MARNA

GTCTCAGTTACTTT

>GPR141

GTCTCAGTTACTTT

>hsamir345_5p
GCTGACTCCTAGTCCAGGGCTC
>MIR3
ACTCCTAGTCCAGGGCTC
#N/A

T



>hsamir376b

ATCATAGAGGAAAATCCATGTT

>CER15_| _CE_LTR_Retrotransposon_Caenorhabditis_elegans
TAGAGGAAAATCCA

>TYRP1

TAGAGGAAAATCCA

>hsamir376b

ATCATAGAGGAAAATCCATGTT

>CER15_| _CE_LTR_Retrotransposon_Caenorhabditis_elegans
AAAATCCATGTTTT

>LPHN3

AAAATCCATGTTTT

>hsamir376b

ATCATAGAGGAAAATCCATGTT

>CER15_| _CE_LTR_Retrotransposon_Caenorhabditis_elegans
TAATCATAGAGGAA

>GRHL3

TAATCATAGAGGAA

>hsamiR493_5p
TTGTACATGGTAGGCTTTCATT
>L2B

GTACATGGTAGGCTTT
>PRKCQ
GTACATGGTAGGCTTT

>hsamiR493_5p
TTGTACATGGTAGGCTTTCATT
>L2B

GGGCTTTGTACATGGTA
>PTPN3
GGGCTTTGTACATGGTA

>hsamiR493_3p
TGAAGGTCTACTGTGTGCCAGG
>L2B
CTACTGTGTGCCAGGCCC
>AES
CTACTGTGTGCCAGGCCC

>hsamiR450a_5p

TTTTGCGATGTGTTCCTAATAT
>Gingerl_6_HM_Gingerl_Hydra_magnipapillata
TGTGTTCCTAATAT

>Z/NF410

TGTGTTCCTAATAT



>hsamiR544a

ATTCTGCATTTTTAGCAAGTTC

>MER5A1
GGACCAAGATTCTGCATTTTTAGCAAGTTCTCAAGTGA
>VGLL4
GGACTACGATTCTGCATTTCTAACAAGTTCCCAGGTGA

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GTGGCGGGCGCCTGTGATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGT
TGCAGTGAGCCAAGATCGCGCCATTGCACTCCAGCCTGGGTGACAGAGTGAGACTCCAT

>ZCCHC8
GTGGCGGGCGCCTGTAATCCCAGCTATTCGGGAGGCTGAGGCAGGAGAATCGCTTGAACCCGGGAGGCGGAGG

TTGCAGTGAGCCGAGATCGCGCCACTGCACTCCAGCCTGGGCAACAGACTGAGACTCCAT

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTCGAGACCAGCCTGACCA
ACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGTGATCCCAACT
ACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAGCCAAGATCGCGCCATT
GCACTCCAGCCTGGGTGACAGAGTGAGACTCC

>TM7SF3
GCCTGTAATCCCAGCACTCTGGGAGGCCAAGGCGGGCAGATCACGAGGTCAGGAGTTCGAGACCAGCCTGAACA

ACATGGTGAAACCCCGCCTGTACTAAAAATACAAAAACTAGCTGGGTGTGGTGGCGGGCGCCTGTAATCCCAGCT
ACTCTGGAGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGTCGGAGGTTGCAGTCAGCCAAGATCATGCCACT
GCACTCCAGCCTAGGCGACAGAGCGAGACTCC

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
AGCTGGGTGTGGTGGCTGACGCCTGTAATCCCAGCTAGTCAGGAGGCTGAGACAGGAGAATCGCTTGAACCC
>TM7SF3
AGCTGGGTGTGGTGGCGGGCGCCTGTAATCCCAGCTACTCTGGAGGCTGAGGCAGGAGAATTGCTTGAACCC

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTCGAGACCA
GCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGTG
ATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAGCCAAGAT
CGCGCCATTGCACTCCAGCCTGGGTGACAGAGTGAGACTCC

>ACTR6
GTGGCTCACGCCTGTAATCCCAGCACTTTAGGAGACCAAGGCAAGCAGATCACTTGAGGTCAGGAGCTTGAGACC

AGCCTGACCAACACGGCGAAACCCCGTCTCTATTAAAAATACAAAAAGTAGCCGGGCGAGGTGGCGGGCGCCTGT



AATCCCAAGTACTCGGGAGGCTGAGGCGGGAGAATTGCTTGAACCGGGGAGGCGGAGGTTGCAGTGAGCCGAG
ATGGCTCCACTACACTCCAGCCTGGGCGACAGAGCGAGACTCC

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GGTGGCTGACGCCTGTAATCCCAGCTAGTCAGGAGGCTGAGACAGGAGAATCGCTTGAACCCAGCAGATGGAGG
TTGCAGTGAGCCG

>ACTR6
GGTGGCGGGCGCCTGTAATCCCAAGTACTCGGGAGGCTGAGGCGGGAGAATTGCTTGAACCGGGGAGGCGGAG

GTTGCAGTGAGCCG

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTCGAGACCA
GCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGTG
ATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAGCCAAGAT
CGCGCCATTGCACTCCAGCCTGGGTGACAGAG

>ACTR6
GTGGCTCACGCCTGTAATCCCAGCACTTTAGGAGACCAAGGCAAGCAGATCACTTGAGGTCAGGAGCTTGAGACC

AGCCTGACCAACACGGCGAAACCCCGTCTCTATTAAAAATACAAAAAGTAGCCGGGCGAGGTGGCGGGCGCCTGT
AATCCCAAGTACTCGGGAGGCTGAGGCGGGAGAATTGCTTGAACCGGGGAGGCGGAGGTTGCAGTGAGCCGAG
ATGGCTCCACTACACTCCAGCCTGGGCGACAGAG

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTCGAGACCA
GCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGTG
ATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAGCCAAGAT
CGCGCCATTGCACTCCAGCCTGGGTGACAGAGTGAGACTCCATCTCAAA

>MCCC1
GTGGCCCACGCCCGTAATCCCAGCACTTTGGGAGGCTGAGGTGGGTGGATCATCTGAGGTCAGGAGTTGGAGAC

CAGCCTGGCCAACATGGTGAAACTCCATCTCTACTAAAAATACAAAAATTAGCTGGGCATGGTGTTGGGCGCCTGT
AATCCCAGCTACTCGGGAGGCTGAGGTGGAAGAATCGCTTGAACCCGGGAGGCGGAAGTTGCAGTGAGCCGAG
ATCACGCCACTGCACTCCAGCCTGAGTGACAAGAGCAAAACTCCATCTCAAA

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTCGAGACCA
GCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGTG
ATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAGC

>SYNJ2



GTGGCTCACGCCTGTAATCCCAACACTTTGAGAGGCCAAGGTGGGTGGATCACCTGAGGTCAGGAGTTTGGGACC
AGCCTGGCCAACATGGTGAAACCCCGTCTCTACTAAAAACACAAAAATTAGCCAGGCATGGTGGTGTGCACCTGT
AATCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATTGCTTGAATCTGGGAAGCGGAGGTTGCAGTGAGC

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GGTGTGGTGGCTGACGCCTGTAATCCCA
>SYNJ2
GGTGCGGTGGCTCACGCCTGTAATCCCAAC

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
CACAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTCGAG
ACCAGCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGCGCC
TGTGATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAGCCA
AGATCGCGCCATTGCACTCCAGCCTGGGTGACAGAGTGAGACTCCATCTCAAAAAA

>AACS
CACAGTGGCTCACACCTGTAATCCCAGCATTTCGGGAGGCCAAGGTGGGTGGATCACCTGAGGTCAGGAGCTCGA

GACCAGCCTGACCAACACGGTGAAATCTCATCTCTACTAAAAATATAGAAAAATTAGCTGGGCGTGGTGGCACAT
GCCTGTGATCCCAGCCACTTGGGAGGCTGAGGCACAAGAACTGCTTGAACCCAGAAGGTAGAGGTTGCAGTGAG
CTGAGATCGCACCCACTGCACTCCAGCCTGGGTGACAGAGCAAGACTCTACCTCAAAAAA

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
AAAAATAAGCTGGGTGTGGTGGCTGACGCCTGTAATCCCAGCTAGTCAGGAGGCTGAGACAGGAGAATCGCTTG
AACCCAGCAGATGGAGGTTGCAGTGAGC

>AACS
AAAAATTAGCTGGGCGTGGTGGCACATGCCTGTGATCCCAGCCACTTGGGAGGCTGAGGCACAAGAACTGCTTGA

ACCCAGAAGGTAGAGGTTGCAGTGAGC

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTCGAGACCA
GCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGTG
ATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAGCCAAGAT
CGCGCCATTGCACTCCAGCCTGGGTGACA

>URGCP
GTGGCTCACGCCTGCAATTCCAGCACTTTGGAAGGCTGAGGCGGGCGGATTACTTGAGGTCAGGAGTTCGAGACT

GGCCTGGCCAACATGGTGAAACCCTGTCTCTACTAAAAATATAAAAATTAGCCAGGCGTGGTGGCAGGCGCCTGT
AATCCCAGCTACTTCGGAGGCTAAGGCAGGAGAATCACTTGAACACAGGAGGCAGAGTTGCAGTGAGCCGAGAT
CGCACCACTGCACTCCAGCCTGGGTGACA

>hsamiR566



GGGCGCCTGTGATCCCAAC

>GarnAlul
GTGGTGGCTGACGCCTGTAATCCCAGCTAGTCAGGAGGCTGAGACAGGAGAATCGCTTGAAC
>URGCP
GTGGTGGCAGGCGCCTGTAATCCCAGCTACTTCGGAGGCTAAGGCAGGAGAATCACTTGAAC

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
CAGGAGTTCGAGACCAGCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTG
GTGGCGGGCGCCTGTGATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGT
TGCAGTGAGCCAAGATCGCGCCATTGCACTCCAGCCTGGGTGACAGAGTGAGACTCCATCTCAAA

>PYROXD1
CAGGAGTTCGAGACCAGCCTGGCCAACATGGTGAAAGCCCGTCTCTACTAAAAATACAAACATTAGCGGGGCGTG

GTGGCTGGCGCCTGTAATCCCAGCTACAGGCTGACGCAACAGAAGAATCGCTTGAACCCGGGAGGCAAAGCTTG
CATTAAGCCAAGATCGCACCACTGCCCTCCAGTCTGGGCGACAGAGTGAGACTCCGTCTCAAA

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GTGGTGGCTGACGCCTGTAATCCCAGCTA
>PYROXD1
GTGGTGGCTGGCGCCTGTAATCCCAGCTA

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
CTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTCGAGACCAGCCTGACCAAC
ATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGTGATCCCAACTACT
CAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAGCCAAGATCGCGCCATTGC
ACTCCAGCCTGG

>TBC1D5
CTGTAATCCCAGCACTTTGGGAGGCTGAGGCAGGCGGATTACTTGAGGTCAGCAGTTCGAGACCAGCCTGGCCAA

TATAGTGAAACCCCGTCTCTACTAAAAATACAAAAATTAGCCGGGCATGGCGGTGGGCGCCTGTAATCCCAGCTCC
TGAGGAGGCTGAGGCAGGAGAATCGCTTGAATCTGGGAGGCGGAGATTGCGGTGAGCTGAGATCGCACCATTAT
ACTCCAGCCTGG

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTCGAGACCA
GCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGTG
ATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGC

>FADS2
GTGGCTCACACCTGTAATTCCAGCACTTTGGGAGACAGAAGCGGGTGGATCACTTGAGGTCAGGAGTTTGAGACC

AGCCTGGGCAACATGGTGAAACCCCGCCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTTGTGGGCGCCTGT
AATCCCAGCTACTCGGGAGGCTGAGGCAGGAAAATCACTTGAACCCGGGAGGC



>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTCGAGACCA
GCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGTG
ATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAGCCAAGAT
CGCGCCATTGCACTCCAGCCTGGGTGACAGAGTGAGACTCCATCTCAAAAAACAAACAAACAAAA

>PRKRIR
GTGGCTCACGTCTGTAATCCCAGCACTTTGGGAAGCTGAGGCGGGAGGATCACCTGAGGTCGGGAGTTCAAGAC
CAGCCTGACCAACATGGAGAACCCTCGTCTCTACTAAAAATACAAAAAGAGCCGGGCGTGGTGGCACATGCCTGT
GATCCCAGCTACTCGGGGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGAGGCGGAGGTTGCGGTGAGCTGAG

ATCGCACCCTTGCACTCCAGCCTGGGCAACAAGAGCGAGACTCTGTCTCAAAAAAAAAAAAAAGAAAA

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GGGCTGGGCACAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGG
AGTTCGAGACCAGCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGG
CGGGCGCCTGTGATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCA
GTGAGCCAAGATCGCGCCATTGCACTCCAGCCTGGGTGACAGAGTGAGACTCCATCTCAAAAAACAAACAAA
>C140rf79
GGGCTGGGCACAGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCTGACAGATCAGGAGGTCAGG

AGTTCAAGATCTGCCTGGCCAACATAGTGAAACCCCGTCTCTACTAAAAATACAAAAAAATAGCCGGGCGTGGTG
ATGGGCGCCTGTCATCCCAGCTACTGGGGAGGCTGAGGCAGGAGAATCGCTTGAACCCGGGAGGCGGAGGTTGC
AGGGAGCGGAGATCGCGCCACTGCACTCCAGCCTGGGGGACAGAGTGAGACTCTGTCTCAAACAAACAAACAAA

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
AAAAATAAGCTGGGTGTGGTGGCTGACGCCTGTAATCCCAGCTAGTCAGGAGGCTGAGACAGGAGAATCGCTTG
AACCCAGCAGATGGAGGTTGCAGTGAGC

>Cl4orf79
GGGCGCCTGTCATCCCAGCTACTGGGGAGGCTGAGGCAGGAGAATCGCTTGAACCCGGGAGGCGGAGGTTGCA

GGGAGCGGAGATCGCGCCACTGCACTCCAGCCTGGGGGACAGAGTGAGACTCTGTCTCAAACAAACAAACAAAA
AAACAAATAAAAACAGCATTCCCTGCAGGAGCACTGGGCTGTCTCATTTATTTGTTCATTTATACTTTTATTCAAAC
AACACGTGCCATCCTTCAACACCCCAACCCACCTCCCGTGCCCCCTCTATGCCTCACAGCACCTGCCCTGGAGTAGC
TGACTTACTGCCGTTACTGTCTCCTCCAAGGAGTGGAAGCTCCGTGAGACCAGATATTTTGCTGGTTTTGTTCACTC
AAGTGCCTAGAACTGTGCTGAGTACAAAACAGATGCTCCCAAACTACGAGTACCAGTGCATGCTCAGGAGAACAA
ATGAGCAAACCAACGGTGAATGTCTACTATGTGCCACACGTCACTGCTACGCACTGTGAGGGACTGAGAAGGTCT
GCCTGCAGGAAGTTCACGTTCTAGTATGGAAGGGAAAATGAGTGCAAGGGCAGGTGCGGCAGCTCACACCTGTA
AACCCAGCACTTTGGGAGACTGAGGAGGGCAAATCACTTGAGCTCAGGAGTTTGAGACCAGCCTGAGCAACATA
GCAAAACCCTGTCTCTACAAAAAATACAAAAATTAGCTGGGTGTAGTGGCGGGTGCCTGTAGTCCCAGTACTCAG
GAGGCTGAGGCAGGAAGATCGCTTAAGCCTAGGAGACGGAGGCTGTAGTGAGC

>hsamiR566
GGGCGCCTGTGATCCCAAC



>GarnAlul
GTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTCGAGACCA
GCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGTG
ATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAGCCAAGAT
CGCGCCATTGCACTCCAGCCTGGGTGACAGAGTGAGACT

>MED22
GTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCAGGGATCACCTGAGGTCAGGAGTTTGAGACTA

GCCTGACCAACATGGTGAAACCCCAACTCTACTAAAAATACAAAAATTAGCCGGGCGTGATGGCAGGCGCCTGTA
ATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATCGCTTGAACCCGGGAAGCACAGGTCGCAGTGAGCCGAGAT
CGCGCCACTGCACTCCAGCCTGGGCGACAGGGGGAGACT

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
AAAAATAAGCTGGGTGTGGTGGCTGACGCCTGTAATCCCAGCTAGTCAGGAGGCTGAGACAGGAGAATCGCTTG
AACCC

>MED22
AAAAATTAGCCGGGCGTGATGGCAGGCGCCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATCGCTTG

AACCC

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTCGAGACCA
GCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGTG
ATCCCA

>FRRS1
GTGGCTCAAGCCTGTAATCCCAGCACTTTGGGAGGCGGAGGCGGGCATATCACGAGGTCAGGAGATAGAGACCA

TCCTTGCCAACACAGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTGGTGGCGGGCGCCTGT
AATCCCA

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
ACAAAAAATAAGCTGGGTGTGGTGGCTGACGCCTGTAATCCCAGC
>FRRS1
ACAAAAAATTAGCCGGGCGTGGTGGCGGGCGCCTGTAATCCCAGC

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GAGGTCAGGAGTTCGAGACCAGCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAG
GCGTGGTGGCGGGCGCCTGTGATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCG
AAGGTTGCAGTGAGCCAAGATCGCGCCATTGCACTCCAGCCTGG

>SHC1



GAGGTCAGGAGTTCGAGGCTAGCCTAGCCAACATGGGGAAACCCCGTCTCTACTAAAAATACAAAAATTAGCCGG
GCGTGGTGGTGGGCGCCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATCACTTGAACTCAGGAGGCG
GAGGTTGCAGTGAGCCGAGATCGCACCATTGCACTCCAGCCTGG

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
AAAAATAAGCTGGGTGTGGTGGCTGACGCCTGTAATCCCAGCTAGTCAGGAGGCTGAGACAGGAGAATCGCTTG
AACCCAGCAGATGGAGGTTGCAGTGAGCCG

>SHC1
AAAAATTAGCCGGGCGTGGTGGTGGGCGCCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATCACTTG

AACTCAGGAGGCGGAGGTTGCAGTGAGCCG

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GGCTGGGCACAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGA
GTTCGAGACCAGCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGC
GGGCGCCTGTGATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAG
TGAGCCAAGATCGCGCCATTGCACTCCAGCCTGGGTGACAGAGTGAGACTC

>CYBASC3
GGCTGGGCGCGGTAGCTCACGCCTGTAATCCCAGCACTTTGGGAAGCCGAGGCGGGCGGATCACATGAGGTCAG

GAGTTCGAGACCAGCCTGACCAACATGGAGAAACCCCGTCTCTACTAAAAATACAAAAATTAGCCGGGCGCGGTA
GCGGGCGCCTGTAATCCCAGCTACTTGGGAGGCTGAGGCAGGGGAATCGCTTGAACCCGGGAGGCGGAGGTTGC
AGTGAGCCGAGATCGTGCCACTGCATTCCAGCCTGGGCGACAGAGTGAGACTC

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul

GCTGGGTGTGGTGGCTGACGCCTGTAATCCCAGC

>CYBASC3
GCTGGGCGCGGTAGCTCACGCCTGTAATCCCAGCACTTTGGGAAGCCGAGGCGGGCGGATCACATGAGGTCAGG

AGTTCGAGACCAGCCTGACCAACATGGAGAAACCCCGTCTCTACTAAAAATACAAAAATTAGCCGGGCGCGGTAG
CGGGCGCCTGTAATCCCA

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GGGCACAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTC
GAGACCAGCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGC
GCCTGTGATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAG
CCAAGATCGCGCCATTGCACTCCAGCCTGGGTGACAGAGTGAGACTCCATCTCAAAAAA

>NLRP3
GGGCACAGTGGCTCACGCCTGTAATCCCAGCACTTTGAGAGGCCAAGGCAGGCAGATCACCTGAGCTGAGGAATT

CAAGACCAGCCTGGCCAACATGGCAAAACTGTGTCTCTACTAAAAGTACAAAAATGAGCCGGGTGTGGTGGCGG
GCGCCTGTAATCCCAGCTACTCAGGAAGTTGAGGTAGGAGAATTGATTGAACCCGGGAAGTGGAGGCTGCAGTG
AGCCAAGATCACGCCACTGCACTCCAGCCTAGGCGACACAGCAAGACTCCATCTCAAAAAA



>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
AAAAATAAGCTGGGTGTGGTGGCTGACGCCTGTAATCCCAGCTAGTCAGGAGGCTGAGACAGGAGAATCGCTTG
AACCCAGCAGATGGAGGTTGCAGTGAGCC

>NLRP3
AAAAATGAGCCGGGTGTGGTGGCGGGCGCCTGTAATCCCAGCTACTCAGGAAGTTGAGGTAGGAGAATTGATTG

AACCCGGGAAGTGGAGGCTGCAGTGAGCC

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul

GTGGCTGACGCCTGTAATCCCAGC

>NLRP3
GTGGCTCACGCCTGTAATCCCAGCACTTTGAGAGGCCAAGGCAGGCAGATCACCTGAGCTGAGGAATTCAAGACC

AGCCTGGCCAACATGGCAAAACTGTGTCTCTACTAAAAGTACAAAAATGAGCCGGGTGTGGTGGCGGGCGCCTGT
AATCCCA

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul

GTGGCTGACGCCTGTAATCCCAGC

>NLRP3
GTGGCTCACGCCTGTAATCCCAGCACTTTGAGAGGCCAAGGCAGGCAGATCACCTGAGCTGAGGAATTCAAGACC

AGCCTGGCCAACATGGCAAAACTGTGTCTCTACTAAAAGTACAAAAATGAGCCGGGTGTGGTGGCGGGCGCCTGT
AATCCCAGCTACTCAGGAAGTTGAGGTAGGAGAATTGATTGAAC

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul

GTGGCTGACGCCTGTAATCCCAGC

>NLRP3
GTGGCTCACGCCTGTAATCCCAGCACTTTGAGAGGCCAAGGCAGGCAGATCACCTGAGCTGAGGAATTCAAGACC

AGCCTGGCCAACATGGCAAAACTGTGTCTCTACTAAAAGTACAAAAATGAGCCGGGTGTGGTGGCGGGCGCCTGT
AATCCCAGCTACTCAGGAAGTTGAGGTAGGAGAATTGATTG

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
CTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTCGAGACCAGCCTGACCAAC
ATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGTGATCCCAACTACT
CAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAGCCAAGATCGCGCCATTGC
ACTCCAGCCTG

>MEI1
CTGTAATCCCAGCACTTTGGGAGGCTGAGGAGGGTATATCACCTGAGGTCAGGAGTTCAAGACCAGCTTGGCCAA

CATAGTGAAACCCCGTCCCTACAAAAATACAAAAATTAGCCGGCTATGATGGCGGGCGCCTGTAATCCCAGCTACT



TGGGAGGCTGAGGTGGGAGAATCGCTTGAACCTGGGAGGCAGAGGTTGCAGTGAGCTGAGATGGCACCATTGC
ACTCCAGCCTG

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GGCACAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTCG
AGACCAGCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGCG
CCTGTGATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAGC
CAAGATCGCGCCATTGCACTCCAGCCTGGGTGACAGAGTGAGACTCCATCTCAA

>DDB1
GGCACAGTGGCTCACGCTTGTAATTCCAGCACTTCGGGAGGCCGAGGCAGGCAGATCACAAGGGCAAGAGTTCG

AGACCAGGCTGGCCAACACAGTGAAACCCCATCTGTACTAAAAATACAAAAATTAGCTGGGCATGGTGGCACGCG
CCTGTAATCCCAACTACTCAGGAGGCTGGGCCAGGAGAATCGCTTGAACCTGGGAGGTAGAGGTTGCAGTGAGC
CGAGATCGTGCCACTGCACTCCAGCCTGGACGACAGGGTGAGACTCCGTCTCAA

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
AAAAATAAGCTGGGTGTGGTGGCTGACGCCTGTAATCCCAGCTAGTCAGGAGGCTGAGACAGGAGAATCGCTTG
AACCCAGCAGATGGAGGTTGCAGTGAGCCGCAATCTCGCTACTGTACTGCAGCCTGGGCAACAGAGTGAGACT
>DDB1
AAAAATTAGCTGGGCATGGTGGCACGCGCCTGTAATCCCAACTACTCAGGAGGCTGGGCCAGGAGAATCGCTTGA

ACCTGGGAGGTAGAGGTTGCAGTGAGCCGAGATCGTGCCACTGCACTCCAGCCTGGACGACAGGGTGAGACT

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTCGAGACCA
GCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGTG
ATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAGCCAAGAT
CGCGCCATTGCACTCCAGCCTGGGTGACAGAGTGAGACTCCATCTCAAAAAA

>ADCY6
GTGGCTCACGTCCGTAATCCCAGCACTTTGGAAGGCCCTGGCAGGTAGATCACAAGGTCAGGAGTTCAAGACCAG

CCTGGCCAAGATGGTGAAACCTCGTCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGGGCGCCTGTAA
TCCCAGCTACTCAGGAGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGCAGAGGTTGCAGTGAGCAAAGATCG
CGCCATTGCACTCCAGCCTGGGTGACAGAGTGAGACTCCGTCTCAAAAAA

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
AAAAATAAGCTGGGTGTGGTGGCTGACGCCTGTAATCCCAGCTAGTCAGGAGGCTGAGACAGGAGAATCGCTTG
AACCC

>ADCY6
AAAAATTAGCCGGGCGTGGTGGCGGGCGCCTGTAATCCCAGCTACTCAGGAGCTGAGGCAGGAGAATTGCTTGA

ACCC



>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
CCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTCGAGACCAGCCTGACCAAC
ATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGTGATCCCAACTACT
CAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAGCCAAGATCGCGCCATTGC
ACTCCAGCCTGGGTGACAGAGTGAGACTCCATCTCAAAAAACAAACAAACAAA

>MLXIP
CCTGTAATCCCAGCACTTTGGGAGGCCAAGGTGGGCAGATCGCCTGAGATCAGGAGTTCGAGACCAGCCTGGCCA

ACATGGTGAAACCCCATCTCTACTAAAAATACAAAAAATTAGCTGGGTGTAGTGATGGGCGCCTGTAATCCCAGCT
AACTCGGGAGGCTGAGGCAGGAGAATCACTTGAACCCAGGAGGCGGAGGTTGCAGTGAGCCGAGATCACACCAC
TGCACTCCAGCTAGGCGACAGAGTGAGACTCCATCTCAAAAAACAAACAAACAAA

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
CTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTCGAGACCAGCCTGACCAAC
ATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGTGATCCCAACTACT
CAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAGCCAAGATCGCGCCATTGC
ACTCCAGCCTGGGTGACAGAGTGAGACTCCATCTCAAAAAACAAACAAACAAAAAATAAGCTGGGTGTGGTGGCT
GACGCCTGTAATCCCAGC

>MLXIP
CTGTAATCCCAGCACCTTGGGAGGCCGAGGCAGGTGGATCACCAGAGGTCAGGAGTTCGAGACCAGCCTGGCCA

ATGTGGTGAAACCCCATCTCTACTGAAGATACAAAATTAGCCAGGTGTGGTGGCACATGCCTGTAATCTCAGCTAC

TCAGGAGGATGAGGCAGGAGAATCACTTGAACCCGGGAGGCAGAGGTTGCAGTGAGCCAAGATCATGTCATCTC

ACTCCAGCCTGGGCAATAACAGTGAAACTCCGTCTCAAAAAAAAAAAAAAGAGAATAGAGACTGGGTGTGGGGG

CTCACACCTGTAATCCCAGCACTTTGGGAGGCCAAGGTGGGCAGATCGCCTGAGATCAGGAGTTCGAGACCAGCC
TGGCCAACATGGTGAAACCCCATCTCTACTAAAAATACAAAAAATTAGCTGGGTGTAGTGATGGGCGCCTGTAATC
CCA

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
ACAAAAAATAAGCTGGGTGTGGTGGCTGACGCCTGTAATCCCAGCTAGTCAGGAGGCTGAGACAGGAGAATCGC
TTGAACCCAGCAGATGGAGGTTGCAGTGAGCCG

>MLXIP
ACAAAAAATTAGCTGGGTGTAGTGATGGGCGCCTGTAATCCCAGCTAACTCGGGAGGCTGAGGCAGGAGAATCA

CTTGAACCCAGGAGGCGGAGGTTGCAGTGAGCCG

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
TGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTCGAGACCAGC
CTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGTGAT
CCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAGCCAAGATCG
CGCCATTGCACTCCAGCCTGGGTGACAGAGTGAGACTCCATCTCAAAAAACAAACAAACAAAAA

>ANKLE2



TGGCTCACACCTGTAATCCCAGCATTTTGGGAAGCTGAGGCAGGTGGATCACCTGAGGTCAGGAATTCGAGACCA
TCCTGGCCAACATGGTGAAACCCCGTCTCTATTAAAAATACAAAAATTAGCCGGGCGTGGTGGCAGGCGCCTGTA
ATCCCAGCTACTCGGGAGGCTGATGCAGGAGAATCGCTTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGAT
CGCGCCACTGCACTCCAGCCTGGGCCACAGGGCGAGACTACATTTCAAAAAAAAAAAAAAAAAAAA

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
AAAAATAAGCTGGGTGTGGTGGCTGACGCCTGTAATCCCAGCTAGTCAGGAGGCTGAGACAGGAGAATCGCTTG
AACCCAGCAGATGGAGGTTGCAGTGAGCCGCAATCTCGCTACTGTACTGCAGCCTGGGCAACAGAGTGAGACT
>ANKLE2
AAAAATTAGCCGGGCGTGGTGGCAGGCGCCTGTAATCCCAGCTACTCGGGAGGCTGATGCAGGAGAATCGCTTG

AACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCGCGCCACTGCACTCCAGCCTGGGCCACAGGGCGAGACT

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GGGCTGGGCACAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGG
AGTTCGAGACCAGCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGG
CGGGCGCCTGTGATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCA
GTGAGCCAAGATCGCGCCATTGCACTCCAGC

>SHMT1
GGGCTGGGCGCGGTGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCTGAGACGGGCAGATCATGAGGTCAGG
AGATCGAGACCATCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATGCAAAAAATTAGCCAGATATGGTG
GCGGGCGCCTGTAATCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGTGGAGCTTG

CAGTGAGCCGAGATTGTGCCACTGCACTCCAGC

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
TGGTGGCTGACGCCTGTAATCCCAGCTAGTCAGGAGGCTGAGACAGGAGAATCGCTTGAACCCAGCAGATGGAG
GTTGCAGTGAGCCG

>SHMT1
TGGTGGCGGGCGCCTGTAATCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGTGGA

GCTTGCAGTGAGCCG

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
CCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTCGAGACCAGCCTGACCAAC
ATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGTGATCCCAACTACT
CAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAGCCAAGATCGCGCCATTGC
ACTCCAGCCTGGGTGACA

>MTHFR
CCTGTAATCCCAGCACTTTGGGAGGCCGAGGTGGGTGGATCACCTGAGGCCAGGAGTTTGAGACCAGCCTGGCC

AACATGGTGAAATCCCGACTCTACTAAAAATATAAAAATTAGCCAGGTTTGGTGGCGGGCGCCTGTAATCCCAGCT



ACTCTGGAGGCTGAGGCAGGAGAATCGCTTGAACCCGGAAGGCAGAGGTTGCAGTGAACCAAGATTGTGCCATA
GCACTCCAGCCTGGGCGACA

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
TGGTGGCTGACGCCTGTAATCCCAGCTAGTCAGGAGGCTGAGACAGGAGAATCGCTTGAACCCAGCAGATGGAG
GTTGCAGTGA

>MTHFR
TGGTGGCGGGCGCCTGTAATCCCAGCTACTCTGGAGGCTGAGGCAGGAGAATCGCTTGAACCCGGAAGGCAGAG

GTTGCAGTGA

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GCTGGGCACAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAG
TTCGAGACCAGCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCG
GGCGCCTGTGATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGT
GAGCCAAGATCGCGCCATTGCACTCCAGCCTGGGTGACAGAGTGAGACTCCATCTCAAAAAACAAACAAACAAAA
AA

>ADI1
GCTGGGCACTGTGGCTCACACCTATAATCCCAGAACTTTGGGAGGCCAAGGTGGGCAGATCACCTGAGGTCAGG

GGTTCAAGACCAGCCTGTCCAACATGGTGAAACCCCATCTCTACTAAAAATACAAAAATTAGCCAGGCATGGTGGT
CCACGCCTGTGATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATCACTTGAATCCAGGAGGCAGAGGTTGCAG
TGAGCCAAGACTGCGCTACCAGCCTGGGTGACAGAGCGAGGCTCCATCTCAAAAAAAAAAAAAAAAAAAAA

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
ACGCCTGTAATCCCAGCTAGTCAGGAGGCTGAGACAGGAGAATCGCTTGAACCCAGCAGATGGAGGTTGCAGTG
AGCC

>ADI1
ACGCCTGTGATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATCACTTGAATCCAGGAGGCAGAGGTTGCAGTG

AGCC

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTCGAGACCA
GCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGTG
ATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAGCCAAGAT
CGCGCCATTGCACTCCAGCCTGGGTGACAGAGTGAGACTCCATCTCAAAA

>SRPK3
GTGGCTCATGCCTGTGATCCCAGCACTTTGGGAGGCTGAGGCGGGCAGATCACCTGAAGTCAGGAGTTTTGAGAC

CAGCCTGTCCGACATGGGGAAACCCTGTCTTTACTAAAAATACCAAAATTAGTCGGGTGTGGTGGCACACGCCTGT
AGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATTGCTTGAACTCCGGGAAAAAGAGGTTGCAGTGAGCCGAG
ATTGCGCCACTGCACTCCAGCCTGGGAGAGAGAGCGAGACTCCGTCTCAAAA



>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
AGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTCGAGACC
AGCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGT
GATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAGCCAAGA
TCGCGCCATTGCACTCCAGCCTGGGTGAC

>BRF1
AGTGGCTCACGCTTGTAATCCCAGCACTTTGGGAGGCCAAGGCAGGCGGATCACGTAAGGTGAGGAGTTCGAGA

CCAGCCTGGCCAACATGGCGAAACCCCGTCTCCACTAAAAATACAAAAAAATTAGCCAGGCTTGGTGGTGGGCGC
CTGTAATCCCAGCTACTCGCGAGTCTGAGACAGGAGAACCACTTGAACCTGAGAGGTGGAGGTTGCAGTGAGCTG
AGATCCCGCCATTGCACTCCAGCCTGGGTGAC

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GTGGCTCATGCCTGTAATCCCAGCACTTTGGGAG
>BRF1
GTGGCTCATGCCTGTGATCCCAGTGCTTTGGGAG

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTCGAGACCA
GCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGTG
ATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAGCCAAGAT
CGCGCCATTGCACTCCAGCCTGGGTGACAGAGTGAGACTCCATCTCAAAAAA

>AGAP10
GTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGTGGATCATCTGAGGTCAGGAGTTCGAGACC

AGCTTCGCCTACATAGTGAAATCTCGTCTCCACTAAAAAAAAAATCACAAAAATTAGCCGGGCGTGGTGGCAGGC
GCCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATCCCTTGAACCCGGGAGGCAGAGGTTGCAGTGAG
CCAAGACTGTGCCACAGCACTCCAGCCTGGGTGACAGAGTGAGACTCCCTCTCAAAAAA

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
AAAAATAAGCTGGGTGTGGTGGCTGACGCCTGTAATCCCAGCTAGTCAGGAGGCTGAGACAGGAGAATCGCTTG
AACCCAGCAGATGGAGGTTGCAGTGAGCC

>AGAP10
AAAAATTAGCCGGGCGTGGTGGCAGGCGCCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATCCCTTG

AACCCGGGAGGCAGAGGTTGCAGTGAGCC

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GGGCACAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTC
GAGACCAGCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGC



GCCTGTGATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAG
CCAAGATC

>TRIM34
GGGCGCAGTGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGTGGATCACTTGAGGTCAGGAGT

TTGAGACCAGCCTGGCCAACATGTCGAAACCCTGTCTACAAAAATACAAAAATTAGCCGGGCATGGTGGTGGGCG
CCTGTAATCCCAGTTACTCGGGAGGCTGAGACAGGAGGATCGCTTGAACCCAGGAGACAGAGGTTGCAGTGAGC
CGAGATC

>hsamiR570_3p
CGAAAACAGCAATTACCTTTGC
>MADE1

CAGCAATTACCTTT

>ELAVL2

CAGCAATTACCTTT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTG
>CACNG3
GTGTGAGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGAGTGTGTGT
>CACNG3
GTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTG
>LMO3
GTGTGAGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGAGTGTGTGTGTGTGAGTGTGTGT
>PRDM®6
GTGAGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT



>PRDM®6
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>PRDM®6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>PRDM®6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>PRDM®6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>PRDM®6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>PRDM®6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>PRDM®6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR



GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>PRDM®6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>PRDM®6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>PRDM®6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTG
>PRDM®6
GTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGAGTGTGTGTGTGTGAGTGTGTGT

>PRDM®6
GTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGAGTGTGTGTGTGTGAGTGTGTGT

>PRDM®6
GTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGAGTGTGTGTGTGTGAGTGTGTGT

>PRDM®6
GTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT



>hAT-N53_DR

GTGAGTGTGTGTGTGTGAGTGTGTGT

>PRDM6
GTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGAGTGTGTGTGTGTGAGTGTGTGT

>PRDM®6
GTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGAGTGTGTGTGTGTGAGTGTGTGT

>PRDM6
GTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGAGTGTGTGTGTGTGAGTGTGTGT
>PRDM®6
GTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGAGTGTGTGTGTGTGAGTGTGTGT
>PRDM6
GTGAGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGAGTGTGTGTGTGTGAGTGTGTGT
>PRDM®6
GTGAGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>PRDM®6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p



TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>PRDM6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>PRDM®6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>PRDM6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>PRDM®6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>PRDM®6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>PRDM®6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>PRDM®6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>PRDM®6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAG
>PRDM®6
GTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>PRDM®6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>PRDM®6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>PRDM®6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>PRDM®6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>PRDM®6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAG



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>PRDM®6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTG
>PRDM®6
GTGTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>WISP2
GTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTG
>WISP2
GTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTG
>WISP2
CGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTG
>WISP2
CGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>WISP2
GTGTGTGTGTGTGTGTGTGTGTG



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>WISP2
GTGTGTGTGTGTGTGTGTGCGCGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTG
>WISP2
CGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT

>WISP2
GTGTGTGTGTGTGTGTGTGTGTGCGCGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTG

>WISP2
GTGTGTGTGTGTGTGTGTGTGCGCGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>WISP2
GTGTGTGTGTGTGTGTGCGCGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTG

>WISP2
CGTGTGTGTGTGTGTGTGTGTGTGCGCGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>WISP2
GTGTGTGTGTGTGTGTGCGCGTGTGTGTGTGTGA



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>WISP2
GTGTGTGTGTGTGTGTGTGCGCGTGTGTGTGTGTGA

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ACTR6
GCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGTC
>ACTR6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTC

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ACTR6
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ACTR6
GCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ACTR6
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ACTR6
GCGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>SEMA3A
GTGTGCGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTG
>SEMA3A
GTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTG
>SEMA3A
GCGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTG
>SEMA3A
GCGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>SEMA3A
GTGTGCGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTG
>SEMA3A
GCGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTG
>RUNX1T1
TGTGTGTGAGTGAGTGTGTG



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTG
>RUNX1T1
TGTGTGTGAGTGAGTGTGTGA

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGTGTGTGTGAGTGTGTG

>RUNX1T1
TGTGTGTGAGTGAGTGTGTGAGCGCAGGAGGGAGAG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CNOT3
GGGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CNOT3
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CNOT3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CNOT3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CNOT3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CNOT3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CNOT3
GGGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CNOT3
GGGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CNOT3
GGGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CNOT3
GGGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CNOT3
GGGCGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>MAPKAPK5
GTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>MAPKAPK5
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>MAPKAPK5
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>MAPKAPK5
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>MAPKAPK5
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>MAPKAPK5
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>MAPKAPK5
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>MAPKAPK5
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>MAPKAPK5
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>MAPKAPK5
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>MAPKAPK5
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>MAPKAPK5
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>MAPKAPK5
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>MAPKAPK5
TGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>MAPKAPK5
TGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NECAP1
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NECAP1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTG
>NECAP1
GTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NECAP1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>NECAP1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>TFAP4
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>TFAP4
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>TFAP4
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>TFAP4
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>TFAP4
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>TFAP4
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>TFAP4
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>TFAP4
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>TFAP4
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTG
>TFAP4
GTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>TFAP4
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>TFAP4
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>TFAP4
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>TFAP4
CGGGCGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>TFAP4
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>TFAP4
CGGGCGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>TFAP4
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>TFAP4
CGGGCGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>TFAP4
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>TFAP4
CGGGCGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>TFAP4
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>TFAP4
CGGGCGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>TFAP4
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>TFAP4
CGGGCGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>TFAP4
TGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>TFAP4
CGGGCGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>TFAP4
TGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>TFAP4
CGGGCGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>TFAP4
CGGGCGTGTGTATGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGGGCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>TFAP4
CGGGCGTGTGTATGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>TFAP4
GTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>TFAP4
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>TFAP4
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>TFAP4
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>TFAP4
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>TFAP4
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>TFAP4
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>TFAP4
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>TFAP4
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTG
>PTPRZ1
GTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTGT
>PTPRZ1
TGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAG
>PTPRZ1
GTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTGT
>PTPRZ1
TGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTG
>PTPRZ1
GTGTGTGTGTGTGTGTGTGTGAG



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTGT
>PTPRZ1
TGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTG
>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>CASC3
GTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>CASC3
GTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGGGGA

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGGGGA

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGGGGA

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGGG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGGG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGGG



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTTGG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>CASC3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>CASC3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>CASC3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>CASC3
TGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGGGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGGGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGGGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGGGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGGGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGGGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGGGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGGGGAGGGGCG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGGGGAGGGGCG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGGGGAGGGGCG



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGG



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGGGGAGGGG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGGGGAGGGG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGGGGAGGGG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTG



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGGGGAGG



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGGGGAGG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGGGGAGG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>CASC3
GTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>CASC3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGGGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CASC3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGGGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGTC
>KCNJ5
GTGTGTGTGTGTGTGTGTGTGTGTGTGTC

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>KCNJ5
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>KCNJ5
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>KCNJ5
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>KCNJ5
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>KCNJ5
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>KCNJ5
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>KCNJ5
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>KCNJ5
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>KCNJ5
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>KCNJ5
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>KCNJ5
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>KCNJ5
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>KCNJ5
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>KCNJ5
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>KCNJ5
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>KCNJ5
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>KCNJ5
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>KCNJ5
TGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>KCNJ5
TGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGAGTGTGTGTGTGTGAGTGTGTGT
>IKZF4
TGAGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTG
>IKZF4
GTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGAGTGTGTGTGTGTGAGTGTGTGT
>IKZF4
TGAGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAG
>IKZF4
GTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGAGTGTGTGTGTGTGAGTGTGTGT
>IKZF4
TGAGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTG
>IKZF4
GTGTGTGTGTGTGTGTGTGTGAG



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>C6orf70
GTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>C6orf70
GTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGT
>C6orf70
TGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTGT
>C6orf70
TGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGT
>C6orf70
GTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTGT
>C6orf70
TGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTGT
>C6orf70
TGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT
>DGKB
AGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>DGKB
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>DGKB
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>DGKB
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>DGKB
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>DGKB
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>DGKB
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>DGKB
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>DGKB
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

AGTGTGTGTGTGTGAGTGTGTGT

>DGKB
AGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

AGTGTGTGTGTGTGAGTGTGTGT

>DGKB
AGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

AGTGTGTGTGTGTGAGTGTGTGT

>DGKB
AGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

AGTGTGTGTGTGTGAGTGTGTGT

>DGKB
AGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT

>DGKB
AGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT

>DGKB
AGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT
>DGKB
AGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT
>DGKB
AGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT
>DGKB
AGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>HLX
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>HLX
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>HLX
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>HLX
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>HLX
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>HLX
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>HLX
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>HLX
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>HLX
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>HLX
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>HLX
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>HLX
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>HLX
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>HLX
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>HLX
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>HLX
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>HLX
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>HLX
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>HLX
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>HLX
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>HLX
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>HLX
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>HLX
CGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTG
>SSB
TGTGTGTGTGTGTGTGTGTGTGTGTG



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>SSB
GTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>SSB
GTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTG
>SSB
GTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTGT
>SSB
TGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTGT
>SSB
TGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTGT
>SSB
TGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>SSB
GTGTGTGTGTGTGTGTGTGTGTG



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>SSB
GTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTGT

>SSB
TGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTG
>PDIA6
TGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>PDIA6
GTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>PDIA6
GTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTG
>PDIA6
GTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTGT
>PDIA6
TGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTGT
>PDIA6
TGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTGT
>PDIA6
TGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>PDIA6
GTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>PDIA6
GTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTGT
>PDIA6
TGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>LIMD1
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>LIMD1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>LIMD1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>LIMD1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>LIMD1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>LIMD1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>LIMD1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>LIMD1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>LIMD1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>LIMD1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>LIMD1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>LIMD1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>LIMD1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>LIMD1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>LIMD1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>LIMD1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>LIMD1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>LIMD1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>LIMD1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>LIMD1
CGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>HAPLN1
GTGTGTGTGTGCGTGTGTGAGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTG
>HAPLN1
GTGTGTGTGTGTGCGTGTGTGAGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTGTGT

>HAPLN1
GAGTGTGTGTGTGTGTGCGTGTGTGAGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>HAPLN1
GTGTGAGAGTGTGTGTGTGTGTGCGTGTGTGAGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTG
>HAPLN1
GTGTGTGTGTGTGCGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTGTGT
>HAPLN1
GAGTGTGTGTGTGTGTGCGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>HAPLN1
GTGTGAGAGTGTGTGTGTGTGTGCGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>HAPLN1
GTGTGAGAGTGTGTGTGTGTGTGCGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>HAPLN1
GTGTGTGTGTGCGTGTGTGAGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTG

>HAPLN1
GTGTGTGTGTGTGCGTGTGTGAGTGTGTGTG



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTGTGT

>HAPLN1
GAGTGTGTGTGTGTGTGCGTGTGTGAGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>TIAM2
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>TIAM2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>TIAM2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>HMGA2
GTGTGAGTGTGTGTGAGTGTGAGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR

GTGTGTGTGAGTGTGTGT

>HMGA2
GTGTGTGTGAGTGTGTGTGAGTGTGAGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTG
>HMGA2
GTGTGTGTGAGTGTGTGTGAGTGTGAGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGAGTGTGTGT
>HMGA2
GTGTGTGTGAGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTG
>HMGA2
GTGTGTGTGAGTGTGTGTGAGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGAGTGTGTGT
>HMGA2
GTGTGTGTGAGTGTGTGTGAGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR

GTGTGTGTGAGTGTGTGT

>HMGA2
GTGTGTGTGAGTGTGTGTGAGTGTGAGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTG

>HMGA2
GTGTGTGTGAGTGTGTGTGAGTGTGAGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>HMGA2
GTGTGAGTGTGTGTGAGTGTGAGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTG

>HMGA2
GTGTGTGTGAGTGTGTGTGAGTGTGAGTGTGTGTG



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>FRMD4A
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>FRMD4A
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>FRMD4A
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>FRMD4A
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>FRMD4A
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>FRMD4A
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>FRMD4A
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>FRMD4A
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>FRMD4A
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>FRMD4A
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>FRMD4A
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>FRMD4A
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>FRMD4A
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>FRMD4A
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>FRMD4A
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>FRMD4A
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>FRMD4A
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>FRMD4A
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>FRMD4A
TGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>FRMD4A
TGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTGTGT
>RABGAP1L
GAGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>RABGAP1L
GTGTGAGAGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>RABGAP1L
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>RABGAP1L
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>RABGAP1L
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>RABGAP1L
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>RABGAP1L
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>RABGAP1L
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>RABGAP1L
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>RABGAP1L
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>RABGAP1L
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>RABGAP1L
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GAGTGTGTGTGTGTGAGTGTGTGT

>RABGAP1L
GAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GAGTGTGTGTGTGTGAGTGTGTGT

>RABGAP1L
GAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>RABGAP1L
GTGTGAGAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GAGTGTGTGTGTGTGAGTGTGTGT

>RABGAP1L
GAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>RABGAP1L
GTGTGAGAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GAGTGTGTGTGTGTGAGTGTGTGT

>RABGAP1L
GAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>RABGAP1L
GTGTGAGAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTGTGT

>RABGAP1L
GAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>RABGAP1L
GTGTGAGAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTGTGT
>RABGAP1L
GAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>RABGAP1L
GTGTGAGAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTGTGT
>RABGAP1L
GAGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>RABGAP1L
GTGTGAGAGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTGTGT
>RABGAP1L
GAGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>RABGAP1L
GTGTGAGAGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTGTGT
>RABGAP1L
GAGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>RABGAP1L
GTGTGAGAGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>RABGAP1L
GTGTGAGAGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGT

>LGl4

TGTGAGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT
>SCRG1
AGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT
>SCRG1
AGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGT
>SCRG1
GTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>SCRG1
GTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>SCRG1
GTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGTC
>SCRG1
GTGTGTGTGTGTGTGTGTGTTTGTGTGTC

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>SCRG1
GTGTGTGTGTGTGTGTGTGTGTTTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT
>SCRG1
AGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTG
>SAMD14
GCGTGTGCGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTG
>SAMD14
GCGTGTGCGTGTGTGTGTGTGTGA

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTG
>SAMD14
GCGTGTGCGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTG
>NINJ2
CGTGTGAGTGTATGTGTGTG



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGTC
>CSDC2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTC

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CSDC2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CSDC2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CSDC2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CSDC2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>CSDC2
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CSDC2
GTGTGTGTGTGTGTGTGTGTCTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CSDC2
GTGTGTGTGTGTGTGTGTGTGTCTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CSDC2
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>CSDC2
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>CSDC2
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>CSDC2
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>CSDC2
TGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>CSDC2
TGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL445665.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL445665.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL445665.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL445665.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTG
>AL445665.1
GTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL445665.1
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL445665.1
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL445665.1
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL445665.1
TGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL445665.1
TGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL445665.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL445665.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL445665.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL445665.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL445665.1
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTG
>BDNF
TGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTG
>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>ST8SIA3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>ST8SIA3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>ST8SIA3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>ST8SIA3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>ST8SIA3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>ST8SIA3
TGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>ST8SIA3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAG
>ST8SIA3
GTGTGTGTGTGTGTGTGTGAG



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTG
>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>ST8SIA3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAG



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CHRM?2
GTGTGAGTGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTG
>CHRM2
GTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>CHRM?2
TGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CHRM2
GTGTGAGTGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CHRM?2
GTGTGAGTGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CHRM?2
GTGTGAGTGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>CHRM?2
TGTGTGTGTGTGTGTGTGTGTGTGTGTG



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CHRM?2
GTGTGAGTGTGTGTGTGTCTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CHRM2
GTGTGAGTGTGTGTGTGTCTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CHRM?2
GTGTGAGTGTGTGTGTGTCTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR

GTGTGTGAGTGTGTGT

>CHRM2
GTGTGTGAGTGTGTGTGTGTCTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CHRM?2
GTGTGAGTGTGTGTGTGTCTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR

GTGTGTGAGTGTGTGT

>CHRM?2
GTGTGTGAGTGTGTGTGTGTCTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGAGTGTGTGT

>CHRM?2
GTGTGTGAGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTG
>LHFPL1
GTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTGT
>LHFPL1
TGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTGT
>LHFPL1
TGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTGTGT
>SLITRK2
GAGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>SLITRK2
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>SLITRK2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTGTGT

>SLITRK2
GAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTG
>SLITRK2
GTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTGTGT
>SLITRK2
GAGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTGTGT
>SLITRK2
GAGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTGTGT
>SLITRK2
GAGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>SLITRK2
GCGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>SLITRK2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>SLITRK2
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GAGTGTGTGTGTGTGAGTGTGTGT

>SLITRK2
GAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>SLITRK2
GCGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTG
>SLITRK2
GTGTGTGTGTGTGTGTGTGAGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>SLITRK2
GCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTG
>SLITRK2
GTGTGTGTGTGTGTGTGTGTGTGTGTGAGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT
>KLHL32
AGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>KLHL32
GTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>KLHL32
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>KLHL32
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>KLHL32
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTG
>KLHL32
GTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

AGTGTGTGTGTGTGAGTGTGTGT

>KLHL32
AGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT

>KLHL32
AGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT

>KLHL32
AGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT
>KLHL32
AGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT
>KLHL32
AGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT
>KLHL32
AGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>KLHL32
GTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>KLHL32
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>KLHL32
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>KLHL32
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

AGTGTGTGTGTGTGAGTGTGTGT

>KLHL32
AGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGAGTGTGTGT
>ARAP1
GTGTGTGTGAGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGAGTGTGTGT
>ARAP1
GTGTGTGTGAGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTGAGTGTG
>APOD
GCGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>APOD
GTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>APOD
GTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTG
>APOD
GTGTGTGTGTGTGTGTGTGTG



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>APOD
GTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>APOD
GTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>APOD
GTGTGTGTGTGTGTGTGTGGGTATGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>PCDHB16
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>PCDHB16
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>PCDHB16
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>PCDHB16
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>PCDHB16
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>PCDHB16
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>PCDHB16
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>PCDHB16
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>PCDHB16
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>PCDHB16
TGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>PCDHB16
TGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>RD3
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>RD3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>RD3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>RD3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>RD3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>RD3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>RD3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>RD3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>RD3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTG
>AC015804.1
AGTGTGTGTGTGTGAGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTG
>SPINK13
GCGTGTGGGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTG
>SPINK13
GCGTGTGGGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTG
>SPINK13
GCGTGTGGGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTG
>SPINK13
GCGTGTGGGTGTGTGTGTGTGTG



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GCGTGTGAGTGTGTGTGTGTG
>SPINK13
GCGTGTGGGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGAGTGTGTGT
>C90rf38
GTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGT
>C90rf38
GTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT
>0R1C1
AGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>0R1C1
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>0R1C1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTG
>0R1C1
GTGTGTGTGTGTGTGTGTGTGTGTGTG



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT

>0R1C1
AGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT
>0R1C1
AGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT
>0R1C1
AGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT
>0R1C1
AGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>0R1C1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>0R1C1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
AGTGTGTGTGTGTGAGTGTGTGT

>0R1C1
AGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTG
>CSPG4P5

T

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTGT
>CSPG4P5

T

>hsamiR582_5p
TTACAGTTGTTCAACCAGTTACT
>3

ACAGTTGTTCAACC

>SMAD1

ACAGTTGTTCAACC

>hsamiR582_5p
TTACAGTTGTTCAACCAGTTACT
>3

ACAGTTGTTCAACC

>SMAD1
ACAGTTGTTCAACCGCGAAC

>hsamiR582_5p
TTACAGTTGTTCAACCAGTTACT

>3

ACAGTTGTTCAACC

>SMAD1
ACAGTTGTTCAACCGCGAACTCACGAA

>hsamiR584_5p
TTATGGTTTGCCTGGGACTGAG
>MER81
TTGCCTGGGACTGAGG
>TRAF1
TTGCCTGGGACTGAGG

>hsamiR548b_5p
AAAAGTAATTGTGGTTTTGGCC
>MADE1
AAAAGTAATTGTGGTTTTGGC
>CASP6
AAAAGTTATTGTGGTTTTGGC



>hsamiR616_5p
ACTCAAAACCCTTCAGTGACTT
>L2
AAAACCCTTCAGTGACTTCCAT
>C12orf24
AAAAATCTTCAGTGACTTACAT

>hsamiR625_5p
AGGGGGAAAGTTCTATAGTCC
>L1MC1_EC
AGGGGGAAAGTTCT
>TNFAIP8
AGGGGGAAAGTTCT

>hsamiR638
AGGGATCGCGGGCGGGTGGCGGCCT
>ENSPM1 _ZM
CGCGGGCGGGTGGCGGCCTAGGGCGCGG
>HDAC4
CGCGGGCGGGTGCGCGGGCTCGGGCTCGG

>hsamiR644a
AGTGTGGCTTTCTTAGAGC
>L1MB3_EC
CTTATAGTGTGGCTTTCTTA
>RPS6KA2
CTTTTAGGGTGGCTTTCTTA

>hsamiR652_5p
CAACCCTAGGAGAGGGTGCCATTCA
>MER91C

AGGAGAGGGTGCCA

>TUBGCP6

AGGAGAGGGTGCCA

>hsamiR652_5p
CAACCCTAGGAGAGGGTGCCATTCA
>MER91C

AGGAGAGGGTGCCATTC
>TUBGCP6
AGGAGAGGGTGCCACTC

>hsamiR421
ATCAACAGACATTAATTGGGCGC
>MIR2_Repetitive_sequence_Mammalia
TCAACAGACATTAATTGGGCGCCTGCTCTGT
>RAD1
TCAACAGACATTGAATGTGCCATGCACTGT



>hsamiR421
ATCAACAGACATTAATTGGGCGC
>MIR2_Repetitive_sequence_Mammalia
TCATCAACAGACATTAA

>FAM35B

TCAGCAACAGACATTAA

>hsamirl224 5p
GTGAGGACTCGGGAGGTGG
>LTR9_0OG_ERV3_Otolemur_garnettii
ACTCGGGAGGTGGAGG

>RDH13

ACTCGGGAGGTGGAGG

>hsamirl224 5p
GTGAGGACTCGGGAGGTGG
>LTR9_0OG_ERV3_Otolemur_garnettii
CTCGGGAGGTGGAGGG

>MYL6B

CTCGGGAGGTGGAGGG

>hsamirl224 3p
CCCCACCTCCTCTCTCCTCAG
>LTR9_0OG_ERV3_Otolemur_garnettii
CCTCCTCTCTCCTCAG

>TCEAL3

CCTCCTCTCTCCTCAG

>hsamirl224 3p
CCCCACCTCCTCTCTCCTCAG
>LTR9_0OG_ERV3_Otolemur_garnettii
CCTCCTCTCTCCTCAG

>EGFL6

CCTCCTCTCTCCTCAG

>hsamirl224 3p
CCCCACCTCCTCTCTCCTCAG
>LTR9_0OG_ERV3_Otolemur_garnettii
CCTCCTCTCTCCTCAG

>TCEAL6

CCTCCTCTCTCCTCAG

>hsamiR1271 3p
AGTGCCTGCTATGTGCCAGGCA
>L2B
GAGTGCCTGCTATGTGCCAGG
>FAM20A
GAGTACCTGCTATGTGCCAGG



>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
GGCTGGGGCCGGGGCC

>|ITGA3

GGCTGGGGCCGGGGCC

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
GGCTGGGGCCGGGGCC

>|FRD1

GGCTGGGGCCGGGGCC

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
CGGGGCTGGGGCCGGGGCCG

>CHRD

CGGGGCCGGGGCCGGGGCCG

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
CGGGGCTGGGGCCGGGGCCG

>CHRD

CGGGGCCGGGGCCGGGGCCGGGGC

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
GCTGGCGGGGCTGGGGCCGGGGCCGAGCCCGCGGCGGGGCCGCCTCCCGTCCGGCGGGCTCAGGCTCCGCGCC
AGGCCCGGGCGCCGCGCTCTCGGCCTGCCGTCCCCCCTGGAGTTGGCCGCGCCCTCTCTCGTCCCCAACGCCTCCG
CAAGTCCCCGCCCCGTTTCCTGCCGCCGCGCCCCGCCCCGGCCTGTCCCCGGAGCGGCCCGGTGGCGCGGGLGGL
CAGAGCCCAGGCCTGGAAGCCCGGCCGGCCCCGCCCCGACCCGGGCCCGCCCCCTTGGAGCGCCTGG

>BCL7C
GCTGGCGGGGCTGGGGCCGGGGCCGAGCCCGCGGCGGGGCCGCCTCCCGTCCGGCGGGCTCAGGCTCCGLCGCC

AGGCCCGGGCGCCGCGCTCTCGGCCTGCCGTCCCCCCTGGAGTTGGCCGCGCCCTCTCTCGTCCCCAACGCCTCCG
CAAGTCCCCGCCCCGTTTCCTGCCGCCGCGCCCCGCCCCGGCLTGTCCCCGGAGCGGCCCGGTGGLGCGGGLGGL
CAGAGCCCAGGCCTGGAAGCCCGGCCGGCCCCGCCCCGACCCGGGCCCGCCCCCTTGGAGCGCLCTGG

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
GCTGGCGGGGCTGGGGCCGGGGCCGAGCCCGCGGCGGGGCCGCCTCCCGTCCGGCGGGCTCAGGCTCCGCGCC
AGGCCCGGGCGCCGCGCTCTCGGCCTGCCGTCCCCCCTGGAGTTGGCCGCGCCCTCTCTCGTCCCCAACGCCTCCG
CAAGTCCCCGCCCCGTTTCCTGCCGCCGCGCCCCGCCCCGGCCTGTCCCCGGAGCGGCCCGGTGGCGCGGGLGGL
CAGAG



>BCL7C
GCGGCCCGGTGGCGCGGGCGGCCAGAGCCCAGGCCTGGAAGCCCGGLCCGGLLLLGLLLLCGALCLCLGGGLLLGLC

CCCTTGGAGCGCCTGGACGCTCAGCGCCCCCTGCCCGCCGCCGAGAGCGGGAGTTGGGGACGGACGCGCGAGTT
GGGGACGGAGAGCGGGAGTTGCGACCGGACGCGCGAGGCAGGGCCGAGGCCGTGTGTTCAGACCACGTGGGC
GCGGGGTGCG

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
GCGGGGCTGGGGCCGGGGCC

>HRH3

GCGGGGCCGGGGCCGGGGCC

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
GCGGGGCTGGGGCCGGGGCC

>HRH3

GCGGGGCCGGGGCCGGGGCCAGAGCAGGCGGT

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
GCGGGGCTGGGGCCGGGGCC

>HRH3

GCGGGGCCGGGGCCGGGGCCAGAGCAG

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
GCCGGGGCCGAGCCCGCGGC

>SHD

GCCGGGGCCGAGGCCGCGGC

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
GGGCTGGGGCCGGGGC

>FBXW4

GGGCTGGGGCCGGGGC

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
GGGGCTGGGGCCGGGGCCGAGCCCGCGGCL

>FADS1

GGGGCGGGGGCCGGGGCGGAGCCGGCGGCL



>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
GGCGGGGCTGGGGCCGGGGC

>COX7A1

GGCGGGGCTGGGGCTGGGGCTGGGGC

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
GGCGGGGCTGGGGCCGGGGC

>COX7A1

GGCGGGGCTGGGGCTGGGGC

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
GCGGGGCTGGGGCCGGGGCCG

>TIPARP

GCGGGGCCGGGGCCGGGGCCG

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
GGCCGGGGCCGAGCCC

>IGDCC3

GGCCGGGGCCGAGCCC

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
GGGCCGGGGCCGAGCCCGCGGCGGGGCL

>HRAS

GGGCCGGGGCCGAGGCCGGGGCGGGGC

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
GGGCCGGGGCCGAGCCCGCGGCGGGGC

>HRAS

GGGCCGGGGCCGAGGCCGGGGCGGGGCGGG

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
CGGGGCTGGGGCCGGGGCCGAGCCCGCGGLCGGGGLCGL

>CHID1

CGGGGCCGGGGCCGGGGLCCGGGGCCGGGGCGGGGCLGL



>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
GCTGGCGGGGCTGGGGCCGGGGCCGAGC

>CSMD1

GCTGGCGGGGCCGGGGCCGGGGACGAGC

>hsamiR935
CCAGTTACCGCTTCCGCTACCGC
>MERMITE18C
CCGCTTCCGCTACCGCC
>CARM1
CCGCTGCCGCTACCGCC

>hsamiR935
CCAGTTACCGCTTCCGCTACCGC
>MERMITE18C
CCGCCGCCGCTCCCGCT
>CARM1
CCGCCGCCGCTGCCGCTACCGC

>hsamiR935

CCAGTTACCGCTTCCGCTACCGC

>MERMITE18C
CCGCTTCCGCTACCGCCGCCGCTCCCGCT
>CARM1
CCGCCGCCGCCGCCGCCGCCGLCTGCCGCTACCGC

>hsamiR1227

CGTGCCACCCTTTTCCCCAG

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
CCCTTTTCCCCAGC

>CS

CCCTTTTCCCCAGC

>hsamiR1227

CGTGCCACCCTTTTCCCCAG

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
CCCTTTTCCCCAGC

>ZNF140

CCCTTTTCCCCAGC

>hsamiR1227

CGTGCCACCCTTTTCCCCAG

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
CCCTTTTCCCCAGCT

>S1PR3

CCCTTTTCCCCAGCT



>hsamiR1202
GTGCCAGCTGCAGTGGGGGAG
>MER52A
CTGCAGTGGGGGAG
>GNPDA1
CTGCAGTGGGGGAG

>hsamiR1202
GTGCCAGCTGCAGTGGGGGAG
>MER52A
TGCCAGCTGCAGTGG

>GPAM

TGCCAGCTGCAGTGG

>hsamiR1202
GTGCCAGCTGCAGTGGGGGAG
>MER52A
TGCCAGCTGCAGTGG

>GPAM
TGCCAGCTGCAGTGGCGCA

>hsamiR1202
GTGCCAGCTGCAGTGGGGGAG
>MER52A
CAGCTGCAGTGGGGGAGGC
>SCRN1
CAGCTGCAGTGGCGGAGGC

>hsamiR1202
GTGCCAGCTGCAGTGGGGGAG
>MER52A
GGTGCCAGCTGCAG

>GPR155

GGTGCCAGCTGCAG

>hsamiR1202
GTGCCAGCTGCAGTGGGGGAG
>MER52A
GGTGCCAGCTGCAG
>GAPVD1
GGTGCCAGCTGCAG

>hsamiR1285 5p
GATCTCACTTTGTTGCCCAGG
>Alu)
TTGTTGCCCAGGCTGG
>FRMPD1
TTGTTGCCCAGGCTGG



>hsamiR1285 5p

GATCTCACTTTGTTGCCCAGG

>Alu)
CAGGCTGGAGTGCAGCGGCACCATCATAGCTCAGTGCAGCTGCAAACTCCTAGGCTCAGGCAGTCCTCCTGCCTC
AGCCTCCCAAGTAGTTGGGACTACAGGCATATGCCACCACACCCAGCTAATTTTTTTATTATTTGTAGAGATAGGAT

CTCACTTTGTTGCCCAGGCT

>AACS
CAGGCTGGAGTGCCGTGGCACAATCAGAGCTCACTGCAGCCTCGACCTCCTAACCTCAAGTAATCCTCCTGCCTCA
GCCTCCCATGTAGCTGGGACCACAGATGTGAGCCACCACGCCCAGCTAATTTTTTTATTTTTTGTAGATGAGGTCTC
ACTTTGTTGTCCAGGCT

>hsamiR1285 5p

GATCTCACTTTGTTGCCCAGG

>Alu)
TCACTCTTTTGCCCAGGCTGGAGTGCAGCGGCACCATCATAGCTCAGTGCAGCTGCAAACTCCTAGGCTCAGGCAG
TCCTCCTGCCTCAGCCTCCCAAGTAGTTGGGACTACAGGCATATGCCACCACACCCAGCTAATTTT

>AACS
TCACTCTTGTTGCCCAGGCTGGAGTGCAATGGCACGATCTCAGCTCACTGCAACTTCCACCTCCCAGGTTCAAGTG

ATTCTCCTGCCTCAGCCTCCCTAGTAGCTGGGATTACAGGCATGTGCCACCATGCCCAGCTAATTTT

>hsamiR1285 5p
GATCTCACTTTGTTGCCCAGG
>Alu)

TTGTTGCCCAGGCTGG
>AACS
TTGTTGCCCAGGCTGG

>hsamiR1285 5p

GATCTCACTTTGTTGCCCAGG

>Alu)
TCTCACTTTGTTGCCCAGGCTGGTCTCAAACTCCTGGTCT
>0OSGEP
TCTCACTATGTTGCCCAGCCTGGTCTCAAACTCCTGGTCT

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT
>Alu)
CTGGGCAACAAAGTGAGAC
>SH3BP5
CTGGGCAACAAAGTGAGAC

>hsamiR1285 5p
GATCTCACTTTGTTGCCCAGG

>Alu)
GTCTCACTCTTTTGCCCAGGCTGGAGTGCAG
>NUMB
GTCTCACTGTGTTGCCCAGGCTGGAGTGCAG



>hsamiR1285 5p
GATCTCACTTTGTTGCCCAGG
>Alu)
TCTCACTTTGTTGCCCAGGCTGG
>NUMB
TCTCACTGTGTTGCCCAGGCTGG

>hsamiR1285 5p
GATCTCACTTTGTTGCCCAGG
>Alu)
TTTGTTGCCCAGGCTGG
>C90rf100
TTTGTTGCCCAGGCTGG

>hsamiR1285 5p
GATCTCACTTTGTTGCCCAGG
>Alu)

TTGTTGCCCAGGCTGG
>NLRP12
TTGTTGCCCAGGCTGG

>hsamiR1285 5p
GATCTCACTTTGTTGCCCAGG

>Alu)
GATCTCACTTTGTTGCCCAGGCTGG
>FADS1
GATCTCACTCTGTTGCCCAGGCTGG

>hsamiR1285 5p
GATCTCACTTTGTTGCCCAGG
>Alu)

TTGTTGCCCAGGCTGG
>ZBTB43
TTGTTGCCCAGGCTGG

>hsamiR1285 5p

GATCTCACTTTGTTGCCCAGG

>Alu)
TTTTTTTTTTTITCCTTGGGACACAGTCTCACTCTTTTGCCCAGGCTGGAG
>POLE
TTTTTTTTTTTTTTTTGAGACAGAATCTCACTCTGTTGTCCAGGCTGGAG

>hsamiR1285 5p

GATCTCACTTTGTTGCCCAGG

>Alu)
GTCTCACTCTTTTGCCCAGGCTGGAGTGCAGCGGCACCATCATAGCTCAGTGCAGCTGCAAACTCCTAGGCTCAGG
CAGTCCTCCTGCCTCAGCCTCCCAAGTAGTTGGGACTACAGGCATATGCCACCACACCCAGCTAATTTTTTTATTATT
TGTAGAGATAGGATCTCACTTTGTTGCCCAGGCTGGTCTCAAACTCCTGG



>ANXA2
T

>hsamiR1285 5p

GATCTCACTTTGTTGCCCAGG

>Alu)
AGTCTCACTCTTTTGCCCAGGCTGGAGTGCAGCGGCACC
>XPOT
AGTCTCACTCTGTTGCCCAGGCTGGAGTGCAGTGGCACC

>hsamiR1285 5p
GATCTCACTTTGTTGCCCAGG
>Alu)
TCTCACTTTGTTGCCCAGGCTGG
>XPOT
TCTCACTCTGTTGCCCAGGCTGG

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT
>Alu)
CTGGGCAACAAAGTGAGA
>BRF1
CTGGGCAACAAAGTGAGA

>hsamiR1285 5p
GATCTCACTTTGTTGCCCAGG

>Alu)
CTTTGTTGCCCAGGCTGGTCTCAAACTCCTGG
>C160rf85
CTTTGTTGCCCAGGCTGGTCTCAAACTCCTGG

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alulb
GGCCGGGCATGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCAGGCGGATGACCTGAGGTCAG
GAATTCGAGACCAGCCTGGCCAATATGGTGAAACCCCATCTCTACTAAAAATACAAAAATTGGCCGGGTGTGGTG
GCAGGCGCTTGTAATCCCAGCAACTCAGGAGGCTGAGGCAGGAGAATTGCTTGAACCCGGGAGGTGGAGGTTGC
AGTG

>ZMYND10
GGCCGGGCGCGGTGGCTGACACCTGTAATCTCAGCACTTTGGGAGGCCGAGGCAGGCGGATCACTTGAGGTCAG

GAGTTTGAGACCAGCCTGGGCAACATGGTGAAACCCTGTCTCTACTAAAAGTACAAAAATTAGACAGGTGTGGTA
GCACACACCTGTAGTCCCAGCTACATGGGAGACTGAGGCAGGAGAATCGCTTGAGCACAGGAGGTGGAGTTTGC
AGTGAGGCAAGATTGCACCACCGCACTCCAGCCTGGACAACAAAGGGAGACC

>hsamiR1285_ 3p
TCTGGGCAACAAAGTGAGACCT
>Alulb



GGGCGCAGTGGCTCACACCTGTAATTCCAGCATTTTGGGAGGCCGAGGCTGGTGCATCACTTGAGCCCAGCAATT
TGAGACCAATCTGGGCAACAAAGTGAGACCTCCGTCTCTACAAAGAATACAAAAATTAG

>ZMYND10
GGGCGCGGTGGCTGACACCTGTAATCTCAGCACTTTGGGAGGCCGAGGCAGGCGGATCACTTGAGGTCAGGAGT
TTGAGACCAGCCTGGGCAACATGGTGAAACCCTGTCTCTACTAAAAGTACAAAAATTAGACAGGTGTGGTAGCAC
ACACCTGTAGTCCCAGCTACATGGGAGACTGAGGCAGGAGAATCGCTTGAGCACAGGAGGTGGAGTTTGCAGTG
AGGCAAGATTGCACCACCGCACTCCAGCCTGGACAACAAAGGGAGACC

>hsamiR1285_ 3p

TCTGGGCAACAAAGTGAGACCT

>Alulb
GGGCGCAGTGGCTCACACCTGTAATTCCAGCATTTTGGGAGGCCGAGGCTGGTGCATCACTTGAGCCCAGCAATT
TGAGACCAATCTGGGCAACAAAGTGAGACCTC

>NUCB2
GGGCGCAGCTGCTCAGGCCTGTAATTCTAACACTTTGGGAGGCCGAGGCAGGAGGATTGCTTGAGCCCAGGAGT

TTGAGACCAGCCTGGACAACAAAGTGAGGCCTC

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alulb
GCTCATGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCAGGCGGATGACCTGAGGTCAGGAATTCGAGACCAG
CCTGG

>NUCB2
GCTCAGGCCTGTAATTCTAACACTTTGGGAGGCCGAGGCAGGAGGATTGCTTGAGCCCAGGAGTTTGAGACCAGC

CTGGACAACAAAGTGAG

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alulb
CTGTAATCCCAGCACTTTGGGAGGCCGAGGCAGGCGGATGACCTGAGGTCAGGAATTCGAGACCAGCCTGGCCA
ATATGGTGAAACCCCATCTCTACTAAAAA

>CAPS
GCAACATAGTGAGACCCCCCCATCTCTACAAAAACTACAAAAAATTAGCCAGGCATGGTGGTGTGTTCCTGTAATC

CCACCTACTTGGAAGGCTGAGGCAGGAGGATCACTTGAGCCCGGGAGTTGGAGGCTGCAGTGAGCTATGATCGC
ACCACTGCACTCCAGCCTGGGTTACAGAGCAAGACGCCCGCCTCTTAAAAATAAGTAAATAAACTGGCCGGGCAC
GGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCAGATCATGAGGTCAGCAGTTCGAGACC
AGCCTGGCCAACATGGTGAAACCCTGTCTCTACTATAAATACAAAAATTAGTCAGCCGGGTGCGGTGGCTCATGCC
TGTAATCACAGCACTTTGGGAGGCCGAGGCAGACAGATCACCTGAGGTCAGGAGTTTGAGACCAGCCTGGCCAA
CATGGTGAAACCCTGTCTCTACTTAAAATACGAAAAACTAGCTGGGCGTGGTGGTATGTGCCTGTAATCCCAGCTA
CTCGGGAGGCTGAGGCAGGAGAATTGCATGAACCTGGGAAGCGGAGGTTGCAGTGAGCCGAGATCGTGCCATT
GCACTCCAGACTGGGGGACAAGAGCAAGACTTTGTCTCAAAAAAAAAAAAAGAAAATTAGCCAGGTATGGTGGC
GGGTGCCTGTAATCCCACCTACTCCAGAGGCTGAGGCAGGAGAATCACTTGAACCCAGGAGGCAGAGGTTGCAG
TGAACCAAGACCATGCCACTGCACCACAGCCTGGGCGACAGAGTGAGACTCTGTCTCAAAAATAAATAAATAACTT
AAAAAAAGAGGCCAGGGCTGGGCGCGGTGGCTCACAGCTGTAATCCCAGCACTTTGGGAGGCTGAGGTGGGCG
GATCACTTGAGGTCAGGAGTTCAAGACCAGCCTGGCCAACATTTTGAAACCCCATCTCTACTAAAAA



>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alulb
GCGCAGTGGCTCACACCTGTAATTCCAGCATTTTGGGAGGCCGAGGCTGGTGCATCACTTGAGCCCAGCAATTTG
AGACCAATCTGGGCAACAAAGTGAGACC

>CAPS
GCGCGGTGGCTCATGCCTGTAATCCCAACACTTTGGGAAGCCAGGGCAGGAAGATCACTTGAGCCCAGGAGTTTG

AGACCCGCCTGTGCAACATAGTGAGACC

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alulb
GGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCAGGCGGATGACCTGAGGTCAGGAATTCGAGA
CCAGCCTGGCCAATATGGTGAAACCCCATCTCTACTAAAAATACAAAAATTGGCCGGGTGTGGTGGCAGGCGCTT
GTAATCCCAGCAACTCAGGAGGCTGAGGCAGGAGAATTGCTTGAACCCGGGAGGTGGAGGTTGCAGTG

>CAPS
GGTGGCTCATGCCTGTAATCCCAACACTTTGGGAAGCCAGGGCAGGAAGATCACTTGAGCCCAGGAGTTTGAGAC

CCGCCTGTGCAACATAGTGAGACCCCCCCATCTCTACAAAAACTACAAAAAATTAGCCAGGCATGGTGGTGTGTTC
CTGTAATCCCACCTACTTGGAAGGCTGAGGCAGGAGGATCACTTGAGCCCGGGAGTTGGAGGCTGCAGTG

>hsamiR1285_ 3p

TCTGGGCAACAAAGTGAGACCT

>Alulb
TGGGCCGGGCATGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCAGGCGGATGACCTGAGGTC
AGGAATTCGAGACCAGCCTGGCCAATATGGTGAAACCCCATCTCTACTAAAAATACAAAAATTGGCCGGGTGTGG
TGGCAGGCGCTTGTAATCCCAGCAACTCAGGAGGCTGAGGCAGGAGAATTGCTTGAACCCGGGAGGTGGAGGTT
GCAGTG

>ADCK3
CTGGGCAACAAGAGTGAGACGCCATCATGACACAGGTGCTCAAGAGCGAAGATGGCCAGGCATGGTGGCACATG

CCTGTAATCCCAGCTACTCGAGAGGCTGAGACTGGAGAATTGCTGGAACTCAGGAGGTGGAAGTTGCAGTGAAC

CAAGATTGCACCACACATTTCTCCAAAGAAGATATATACGAATGGTCTGTAGTCCCAGAACTTTGGGAGGCCAAGG
TGGGAGGATTACTTCAGGCCAGGAGTTCAAATCTAGCCTGGGCAATACAGCAAGACCCCGTCTCTGACACCTGTCT
GCAGGCATGCCCCGCTCCATCCTGCAGTGTCGCCATCTGGAGTCGGGTGCTCTCTTGGAGTCGCCACGCACAGATG
CCTCTGGCCAGCTCCACTCTGCCATTTGTTTTGCCAACACAGCCCTCTTGGGTCTGTCTTGTGGTTCTGGAAACCTCT
GCCTCTAGCATCTCAGGAACAGAAACTCTCAGGACAGGCCCCATCTTCTCCTTTCACCACCTAAGTTTCTCTGCTTCA
ATCACCTGGTGAGGCATTGGCCTGCGAGAGAGCAAGTTCTATTAACAGTAGAGAGCTCAGGAACCCATCCACCCA

CTTATGGAAACTTGGTATATGTCAGGAGAGTTCTACAGACCAGCGAGAAAGGAGAGACTGTTCAGTAAACAGTGC
TGGGACACCTGGTTACAAAGAAAAACAAAATTAGGTCCCTACTAAATACAATCATAAAAATACATTTCAGATGAAC
TAAAAATCTTATTATGAAAATAAAAATTTAGAAAACCTTGAGGGTAGGGAAGGATCTCTTAAAACAAGATTCAATG
GCATAAGCCATACAAGCAAAAAACTGATAGATTTAATAACATTAACATTTAAAAATTACTTGGGTCCAGCAAAACA

CTCCTAAAGGCAGGGAAGAGAGGCAAGCCACAATGTACCAGACATTTGCAATGCATATAATTAATCAAAGATTAG

CATCTCTCCAGAATATATATTTTAAGAGGCTTAAATATCCGTAAGACAAAAAATCCAAGTGAAAAATGGGCAGAGG
ATATGAACAAGTAACAGAGAAGGAAACTTGGGCTGGGCGCAGTGACTCACACCTGTAATCCCAGCACTTTGGGAG
GCCGAGGCGGGTGGATCACGAGGTCAGGAGATCGAGACCCTCCTGGCTAACACGGTGAAACCCCATCTCTACTCA
AAATACAAAAAAACTAGCCGGGCGTGATGGCAGGCACCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGA



ATGGCATGAACCCGGGAGGCGGAGCTTGCAGTGAGCCAAGATCACGCTGCTGCACTCCAGCCTGGGCGACAGCG
CGAGACTCTGTCTAAAAAAATTAATAATAATGAACAGAGAAGGAACCTTGTACAGCCAATACACATATGAAAAGA
TAATTATAAAACCTAAAGGAAATGACACCCATCCAATCAGACAAGATGAAAAGTCTGATGACACCAAGTATTATAG
AGTTGGGGAACTCTCAGATTGCGGATGGAAGGATAAACAGACACATACTTGGAGGGTAATTGGGAATGTCCAGT
CAATTGGGGGAATTCCAATACTTCCTCAAATCCACACAATGTGATGGGATGCTCACTGCAGCACAGCTGTAATACA
GAAACACTGCAAAACCCCTACAGGTCGATCAATAGCATATAAACAGTAGAACTCATACAATGGAACACTATACAAT
AGTTAAAATAACTGGGCTGGGCACGGTGGCTCACGCCTGTAATCCCAGCACTTTTGGAGGCCAAGGTGCGTGGAT
CACCTGCAGTCAGGAGTTTGAGACCAGCCTGGCTAACGTGGTGAAACCCCGTCTCTACTAAAATACAAAATTAGCC
AGGCATGGTGGCGGGCAACTGTAATCCCAGCTACTCAGGAAATTGAGACAGGAGAATTGCTTGAACCCAGGAGG
CAGAGGTTGCAGTG

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alulb
GGGCCGGGCATGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCAGGCGGATGACCTGAGGTCA
GGAATTCGAGACCAGCCTGGCCAATATGGTGAAACCCCATCTCTACTAAAAATACAAAAATTGGCCGGGTGTGGT
GGCAGGCGCTTGTAATCCCAGCAACTCAGGAGGCTGAGGCAGGAGAATTGCTTGAACCCGGGAGGTGGAGGTTG
CA

>MRPL48
TGGGCAACAGAGTGAGATCCTGTTTCAAAACAGAAAAGGAGGGAGACTTATTAAGTAAATTATGCAGCTGTAAAA
AGAAATAAGGGGCCGGGCGCGGTGGCTCACGTCTGTAATCCCAGCACTTTGGGAGGCCGAGGCAGGTGGATGAT
GAGGTCAGGAGTTCGAGACCAGCCTAGCCAATATGGTGAAACCCCGTCTCTACTAAAAATATGAAAATTAGCTGG
GCACGGTGGTGTGCGCCTGTAGTCCCAGCTGCTTGGGAGGCTGAGGCAGGAGAATTGCTTGAACCCGGGAGGCG
GAGGTTGCA

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alulb
CAGTGGCTCACACCTGTAATTCCAGCATTTTGGGAGGCCGAGGCTGGTGCATCACTTGAGCCCAGCAATTTGAGAC
CAATCTGGGCAACAAAGTGAGACCTCCGTCTCTACAAAGAATACAAAAATTAGCTGGGCGTGG

>BRF1
CAGTGGCTCACGCCTGTCATCCCAGCACTTTGGGAGGCAGAGGTGGGAGGATAGCTTGAGCCCAGGAGTTCGAG

ACCAGCCTGGGCAACAAAGTGAGATCCCTGTCTCTACAAAAAATTTAAAAATTAGCTGTGCGTGG

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alulb
GTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCAGGCGGATGACCTGAGGTCAGGAATTCGAGAC
CAGCCTGG

>BRF1
GTGGCTCACGCCTGTCATCCCAGCACTTTGGGAGGCAGAGGTGGGAGGATAGCTTGAGCCCAGGAGTTCGAGAC
CAGCCTGGGCAACAAAGTGAGA

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT
>Alulb



GTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCAGGCGGATGACCTGAGGTCAGGAATTCGAGAC
CAGCCTGGCCAATATGGTGAAACCCCATCTCTACTAAAAATACAAAAATTGGCCGGGTGTGGTGGCAGGCGCTTG
TAATCCCAGCAACTCAGGAGGCTGAGGCAGGAGAATTGCTTGAACCCGGGAGGTGGAGGTTGC

>PRR19
GTGGCCCATACCTATAATCCTAGTACTTTGGGAGGCCAAGGCAGGCAGATTACCTGAGGTCAGGAGTTCGAGACC

AGCCTGGCCAACATAGTGAAACCCCATCTCTACTAAAAATACAAAAATTAGCCAGACGTGGTGGCATGCACCTGTA
ATTCCAGCTACTCAAGAGGCTGAGGCAGGAGAATCACTTGAACCCAGGAGGTGGAGGTTGCGGTGAGCTGAGAT
CATGCCATTGCACTCCAGCCTGGGCAACAGAGCAAGACTCCATCTCAAAAAAAAAAAAAATTAGCTGGGCATGGT
GGTGCACGCCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATTGCTTGAACCCAGAAGGCAGAAGTTG
CAGTGAGTCACGATTGTGCCACTGCACTTCAGTCTGGGCAATAGAGTGAGAC

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT

>Alulb
CCAGCCTGGCCAATATGGTGAAACCCCATCTCT
>ZKSCANS
CCAGCCTGGGCAACATAGTGAGACCCCATCTCT

>hsamiR1289
TGGAGTCCAGGAATCTGCATTTT
>MERS5A
GTGGAGTCCAGGAATCTGCATTTT
>ZBED5
GTGGAAGCCATGAATCTGCATTTT

>hsamiR1289
TGGAGTCCAGGAATCTGCATTTT
>MERS5A
GGTGTGGAGTCCAGGAATCTGCATTTT
>ZBED5
GGAGTGGAAGCCATGAATCTGCATTTT

>hsamiR548k
AAAAGTACTTGCGGATTTTGCT
>MADE1
ACTTGCGGATTTTGCTTTAC
>NBL1
ACTTGGGGATTTTGCTTTAC

>hsamiR1299
TTCTGGAATTCTGTGTGAGGGA
>CER

TTCTGGAATTCTGT

>CALCR

TTCTGGAATTCTGT

>hsamiR1299
TTCTGGAATTCTGTGTGAGGGA



>CER
GTTCTGGAATTCTG
>SLC35B1
GTTCTGGAATTCTG

>hsamiR1299
TTCTGGAATTCTGTGTGAGGGA
>CER

GTTCTGGAATTCTGTGT
>SLC35B1
GTTCTGGAATTCTGGGT

>hsamiR1303
TTTAGAGACGGGGTCTTGCTCT

>PB1D11
AGAGACGGGGTCTTGCTCTGTTGCCAGGCT
>AACS
AGAGACAGGGTCTTGCTATGTTGCCAGGCT

>hsamiR1303
TTTAGAGACGGGGTCTTGCTCT
>PB1D11
GAGACGGGGTCTTGCTCTGTTGCC
>ZBTB43
GAGATGGGGTCTTGCTCTGTTGCC

>hsamiR1304_5p

TTTGAGGCTACAGTGAGATGTG

>ALU_SINE1_7SL_Primates
CTTGAGCCCAGCGGTTTGAGGCTACAGTGAGATGTGATCCTGCCAC
>WHSC1
CTTGAGCCCAGGAGTTGGAGGCTACAGTGAGCTATGATCGTGCCAC

>hsamiR1304_3p
TCTCACTGTAGCCTCGAACCCC
>ALU_SINE1_7SL_Primates
CTCACTGTAGCCTCGAACCCCTGGGCTCAAG
>|FT81
CTCACTGTAGCCTCAAACTCCTAGGCTCAAG

>hsamiR1246
AATGGATTTTTGGAGCAGG
>MLT1IM
TTTTGGAGCAGGAGTGG
>ABI3BP
TTTTGGAGCAGGTGTGG

>hsamiR1249



ACGCCCTTCCCCCCCTTCTTCA
>L2B_CR1_Eutheria
CTTCCCCCCCTTCTTCAC
>CDC42BPA
CTTCTCCCCCTTCTTCAC

>hsamiR1249
ACGCCCTTCCCCCCCTTCTTCA
>L2B_CR1_Eutheria
TTCCCCCCCTTCTTCACCT
>TMEM132C
TTCACCCCCTTCTTCACCT

>hsamiR1254

AGCCTGGAAGCTGGAGCCTGCAGT

>Alulr
CCTGTAGTCCCAGCTACTTGGGAAGCTGAGGTGGGAGGATTGCTTGAGCCTGGAAGCTGGAGCCTGCAGT
>AACS
CCTGTGGTCCTAGCTACTCAGGAGGCTGAGGTGGGAGGATCACTTGAGCCTGGGAGGTGGAGGCTGCAGT

>hsamiR1254

AGCCTGGAAGCTGGAGCCTGCAGT

>AluJr

GTCCTAGCTACTCAGGAGCCTGAGGTGGGAGGATCACTTGA

>AACS
GTCCTAGCTACTCAGGAGGCTGAGGTGGGAGGATCACTTGAGCCTGGGAGGTGGAGGCTGCAGT

>hsamiR1254

AGCCTGGAAGCTGGAGCCTGCAGT

>AluJr
CCTGTAGTCCCAGCTACTTGGGAAGCTGAGGTGGGAGGATTGCTTGAGCCTGGAAGCTGGAGCCTGCAGTGA
>MEI1
CCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCAGAAGGCGGAGCCTGCAGTGA

>hsamiR1254

AGCCTGGAAGCTGGAGCCTGCAGT

>AluJr
TTGGGCATAGTGGCACACGCCTGTAGTCCCAGCTACTTGGGAAGCTGAGGTGGGAGGATTGCTTGAGCCTGGAA
GCTGGAGCCTGCAGT

>AC138035.1
TTGGGCATAGTGGCAAGCACCTGTAGTCTCAGCCACGTGGGAGGTTGAGGTGGGAGGATCGCTTCAGCCTGGAA

GGTTGAGGCTGCAGT

>hsamiR1254
AGCCTGGAAGCTGGAGCCTGCAGT

>Alulr
TGAGGTGGGAGGATCACTTGAACTTGGAAGGT
>AC138035.1



TGAGGTGGGAGGATCGCTTCAGCCTGGAAGGTTGAGGCTGCAGT

>hsamiR1255a
AGGATGAGCAAAGAAAGTAGATT
>TIGGER1
GAGTTGCTTCTCAAGGATGAGCAAAGAAA
>ZBTB38
GAGTTGCTTCTTATGGATGAGCAAAGAAA

>hsamiR1256

AGGCATTGACTTCTCACTAGCT

>TIGGER1
TTTCAATAGATGGCTGTTTCATCTACACTGAAAATCATGTGTTTAGTGTAGGCACTTTTATCAGTTTTCTTGGCTGGA
TCTTCTGGATAACTTGAAGCAGTTTCTCCATAAGTACTTGCTGCTTCACCTTGCACTTTCATGTTATGGAGACAGCTG
CTTTCACTAAACCTCATGAGCTAAACTTTGCTAGCTTCAACTTTTCTTCTGTAGCTTTCTTACCTCTCAGCCTTCAC
>SCAF11
AGGCATTGACTTCTCCTCTCTACTTATGAAAGTCCTGGATGGCATCTACTTTCAATAGAAGGCTGGCTCATCTGCAT

TAAAAATCTTTTGTTTAGTATAGCCACTTTCATCAATGATGTTAGCTAGGTCTTCTGGATAACCTGATGCAGCTTCCG
CATCACCACTTGCTGCTTCGCCTTGCACTTTTATGTTATGGAGATGGCTTCTTTCCTTAAACTTCATGAACCAACCTC
TGCTAGCTTCAAACTTTTCTTCTGCAGCTTCCTTATCCCTCTCAGACTTCAC

>hsamiR1256

AGGCATTGACTTCTCACTAGCT

>TIGGER1
AGTCACCAGCTACATTAGCCCCTAACAGTAGAGTCAGCCTGTTGAAGCTTTGAAGCTTTGATGCCAGGCATTGACT
TCTC

>SCAF11
AGTCACCAGCTGCATTAGCCCCTAACAAGACAGTCAGCCTGTCCTTGGAAGCTTTGAAGCCAGGCATTGACTTCTC

>hsamiR1256
AGGCATTGACTTCTCACTAGCT
>TIGGER1
AGGCATTGACTTCTCAC
>SLC38A9
AGGCATTGACTTCTCAC

>hsamiR548m
CAAAGGTATTTGTGGTTTTTG

>MADE1
ATTTGTGGTTTTTGTCATTAAAGTAATGCA
>PPP6R2
ATTTGTGGTTTTTTTCTTGGAGTATATGCA

>hsamiR548m
CAAAGGTATTTGTGGTTTTTG

>MADE1
ATTTGTGGTTTTTGTCATTAAAGTAATGCA
>PPP6R2



ATTTGTGGTTTTTTTCTTGGAGTATATGCAGC

>hsamiR548m

CAAAGGTATTTGTGGTTTTTG

>MADE1

ATTTGTGGTTTTTGTCATTAAAGTAATGCA

>PPP6R2
ATTTGTGGTTTTTTTCTTGGAGTATATGCAGCTTTAAGAA

>hsamiR548m
CAAAGGTATTTGTGGTTTTTG
>MADE1

ATTTGTGGTTTTTG

>7C3H14

ATTTGTGGTTTTTG

>hsamiR548m
CAAAGGTATTTGTGGTTTTTG
>MADE1
CAAAGGTATTTGTGGTTTTT
>FAMG63A
CAAAGGAAGTTTGTGGTTTTT

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
CGGTGGCTCACGCCTGTAATTCCAGCACTTTGGGAGGCTGAGGTGGGTGGATCACCTGAGGTCAGGAGTTCGAAA
CCAGCCTGGCCAACAT

>CAPS
GGGCGTGGTGGTATGTGCCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATTGCATGAACCTGGGAAG

CGGAGGTTGCAGTGAGCCGAGATCGTGCCATTGCACTCCAGACTGGGGGACAAGAGCAAGACTTTGTCTCAAAA
AAAAAAAAAGAAAATTAGCCAGGTATGGTGGCGGGTGCCTGTAATCCCACCTACTCCAGAGGCTGAGGCAGGAG
AATCACTTGAACCCAGGAGGCAGAGGTTGCAGTGAACCAAGACCATGCCACTGCACCACAGCCTGGGCGACAGA
GTGAGACTCTGTCTCAAAAATAAATAAATAACTTAAAAAAAGAGGCCAGGGCTGGGCGCGGTGGCTCACAGCTGT
AATCCCAGCACTTTGGGAGGCTGAGGTGGGCGGATCACTTGAGGTCAGGAGTTCAAGACCAGCCTGGCCAACAT

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
TAGCCGGGCGTGGTGGTGGGGGCCTGTGGTCCCAGCTACTTTGGAGGCTGAGG
>CAPS
TAGCTGGGCGTGGTGGTATGTGCCTGTAATCCCAGCTACTCGGGAGGCTGAGG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG
>AluYc2_Repetitive_sequence_Homo_sapiens
TTGGGAGGCTGAGGTGGGAGGAT

>CAPS



GGGCGTGGTGGTATGTGCCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATTGCATGAACCTGGGAAG
CGGAGGTTGCAGTGAGCCGAGATCGTGCCATTGCACTCCAGACTGGGGGACAAGAGCAAGACTTTGTCTCAAAA
AAAAAAAAAGAAAATTAGCCAGGTATGGTGGCGGGTGCCTGTAATCCCACCTACTCCAGAGGCTGAGGCAGGAG
AATCACTTGAACCCAGGAGGCAGAGGTTGCAGTGAACCAAGACCATGCCACTGCACCACAGCCTGGGCGACAGA
GTGAGACTCTGTCTCAAAAATAAATAAATAACTTAAAAAAAGAGGCCAGGGCTGGGCGCGGTGGCTCACAGCTGT
AATCCCAGCACTTTGGGAGGCTGAGGTGGGCGGAT

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens

GGAGGCTGAGGTGGAAGGATCACCTGAG

>CAPS
GGGCGTGGTGGTATGTGCCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATTGCATGAACCTGGGAAG

CGGAGGTTGCAGTGAGCCGAGATCGTGCCATTGCACTCCAGACTGGGGGACAAGAGCAAGACTTTGTCTCAAAA
AAAAAAAAAGAAAATTAGCCAGGTATGGTGGCGGGTGCCTGTAATCCCACCTACTCCAGAGGCTGAGGCAGGAG
AATCACTTGAACCCAGGAGGCAGAGGTTGCAGTGAACCAAGACCATGCCACTGCACCACAGCCTGGGCGACAGA
GTGAGACTCTGTCTCAAAAATAAATAAATAACTTAAAAAAAGAGGCCAGGGCTGGGCGCGGTGGCTCACAGCTGT
AATCCCAGCACTTTGGGAGGCTGAGGTGGGCGGATCACTTGAG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAGTTAGCCGGGCGTGGTGGTGGGGGCCTGTGGTCCCAGCTACTTTGGAGGCTGAGG
>BCL7A
AAAAATTAGCCGGGCGCGGTGGTGGGCTCCTGTAATCGCAGCTACTCGGGAGTCTGAGG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG
>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAGTTAGCCGGGCGTGGTGGTGGGGGCCTGT
>BCL7A
AAAAATTAGCTGGGCGTGGTGGTGCAGGCCTGT

>hsamiR1268a

CGGGCGTGGTGGTGGGGG
>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAGTTAGCCGGGCGTGGTGGTG

>SEC22A

AAAAATTAGCCAGGCGTGGTGGTG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
CAGGCACGGTGGCTCACGCCTGTAATTCCAGCACTTTGGGAGGCTGAGGTGGGTGGATCACCTGAGGTCAGGAG
TTCGAAACCAGCCTGGCCAACATGGAGAAACACCGACTCTACTAAA

>NR4A1l



CAGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTAGGAGGCCGAGGCAGGCGGATCACAAGGTCAGGAGTT
CCAGACCAGCCTGGCCAATATGGTGAAACCCTGTCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGTGGG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAGTTAGCCGGGCGTGGTGGTGGGGGCCTGTGGTCCCAGCTACTTTGGAGGCTGAGG
>NR4A1
AAAAATTAGCCGGGCGTGGTGGTGGGTGCCTGTAGTCCCAGCTACTCTGGAGGCTGAGG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
TAAAAAAAGAAAAATTAGTCCAGCGTGGTGGTGGGTGCCTGTGGTCCCAGCTACTTGGGAGGCTGAGG
>NR4A1l
TAAAAATACAAAAATTAGCCGGGCGTGGTGGTGGGTGCCTGTAGTCCCAGCTACTCTGGAGGCTGAGG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG
>AluYc2_Repetitive_sequence_Homo_sapiens
CGTGGTGGTGGGTGCCTGTGGTCCCAGCTACTTGGGAGGCTGAGG
>GPR172B
CGTGGTGGTGGGTGCCAGTAATCCCAGCTACTCAGGAGGCTGAGG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAGTTAGCCGGGCGTGGTGGTGGGGGCCTGTGGTCCCAGCTACTTTGGAGGCTGAGGTGGAAGGATCACCTG
AGCCCAGGAGGTGGAGGCTGCAGTAAGCTTAGATTGCAGCACTGCGGTCCAGCCTGGGTGACAGA

>GPR172B
AAAAATTAGCTGGTCGTGGTGGTGGGTGCCAGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGATTCACTTGA

ACCCGGAAGGTGGAGGTTGCAGTGAGCCAAGATCACACCACTGCATTCCAGCCTGGGCGACAGA

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
GGTGGCTCACGCCTGTAATTCCAGCACTTTGGGAGGCTGAGGTGGGTGGATCACCTGAGGTCAGGAGTTCGAAAC
CAGCCTGGCCAACATGGAGAAACACCGACTCTACTAAA

>FADS2
GGTGGCTCACACCTGTAATTCCAGCACTTTGGGAGACAGAAGCGGGTGGATCACTTGAGGTCAGGAGTTTGAGAC

CAGCCTGGGCAACATGGTGAAACCCCGCCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTTGTGGG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAGTTAGCCGGGCGTGGTGGTGGGGGCCTGTGGTCCCAGCTACTTTGGAGGCTGAGG
>FADS2
AAAAATTAGCCGGGCGTGGTTGTGGGCGCCTGTAATCCCAGCTACTCGGGAGGCTGAGG



>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
TAAAAAAAGAAAAATTAGTCCAGCGTGGTGGTGGGTGCCTGTGGTCCCAGCTACTTGGGAGGCTGAGG
>FADS2
TAAAAATACAAAAATTAGCCGGGCGTGGTTGTGGGCGCCTGTAATCCCAGCTACTCGGGAGGCTGAGG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens

CAGGAGTTTGACACCAGCATGGGCAACATGGTG

>FADS2
CAGGAGTTTGAGACCAGCCTGGGCAACATGGTGAAACCCCGCCTCTACTAAAAATACAAAAATTAGCCGGGCGTG

GTTGTGGG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens

CAGGAGTTTGACACTAGCATGGGCAACATGGT

>FADS2
CAGGAGTTTGAGACCAGCCTGGGCAACATGGTGAAACCCCGCCTCTACTAAAAATACAAAAATTAGCCGGGCGTG

GTTGTGGG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
CCAGCACTTTGGGAGGCTGAGGTGGGTGGATCACCTGAGGTCAGGAGTTCGAAACCAGCCTGGCCAACATGGAG
AAACACCGACTCTACTAAA

>TMEM180
CCAGCACTTTGGGAGGCCGAGGCAGGTGGATCACCTGAGGTCAGGAGTTTGAGACCAGCCTGGCCAACATGGCG

AAACCCCGTCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG
>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAGTTAGCCGGGCGTGGTGG

>TMEM180

AAAAATTAGCCGGGCGTGGTGG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG
>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAGTTAGCCGGGCGTGGTGGTGGGGGCCTGTGGTCCCAGC
>FRRS1
AAAAATTAGCCGGGCGTGGTGGCGGGCGCCTGTAATCCCAGC

>hsamiR1268a
CGGGCGTGGTGGTGGGGG



>AluYc2_Repetitive_sequence_Homo_sapiens
TAGCCGGGCGTGGTGG

>CTSB

TAGCCGGGCGTGGTGG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAGTTAGCCGGGCGTGGTGGTGGGGGCCTGTGGTCCCAGCTACTTTGGAGGCTGAG
>ZNF3
AAAAATTACCCGGGCGTGGTGGCAGACGCCTGTAATCCCAGCTACTCTGGAGGCTGAG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAGTTAGCCGGGCGTGGTGGTGGGGGCCTGTGGTCCCAGCTACTTTGGAGGCTGAGG
>HARS
AAAAATTAGCCGGGCGTGGTGGCAGGTGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAATTAGTCCAGCGTGGTGGTGGGTGCCTGTGGTCCCAGCTACTTGGGAGGCTGAGG
>HARS
AAAAATTAGCCGGGCGTGGTGGCAGGTGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
TTAGCCGGGCGTGGTGGTGGGGGCCTGTGGTCCCAGCTACTTTGGAGGCTGAGG
>DLK2
TTAGCCAGGCGTGGTGGTGCGCGCCTGTAATCCCAGCTACTCGGAAGGCTGAGG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG
>AluYc2_Repetitive_sequence_Homo_sapiens
TTAGCCGGGCGTGGTGGTGGG

>AMIGO3

TTAGCCGGGCGTGGTGGTGGG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
GGTGGCTCACGCCTGTAATTCCAGCACTTTGGGAGGCTGAGGTGGGTGGATCACCTGAGGTCAGGAGTTCGAAAC
CAGCCTGGCCAACATGGAGAAACACCGACTCTACTAAA

>RUFY1
GGGCGTGGTGGTGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAG

GCAGAGCTTGCAGTGAGCCAAGATCGTGCCATTGCACTCCAGCCTGGGCGACAGGGCAAGACTCCATCCCCCCAC



CAAAAAAAAACAAAAAAAAGAAGAATGAGAATAAGTCAATAGATATTTGAAAAGTTAAGTTCATAGGCTGGGTGT
GGTGGCTCATGCCTGTAATCCCAGCACTTTGGAAGGCCAAGGCGGGAGATCACTTGAGGTCAGGAGTTTGACACC
AGCCTGGCCAACATGGTGAAACCCTGTCTCTACTAAA

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
TTAGCCGGGCGTGGTGGTGGGGGCCTGTGGTCCCAGCTACTTTGGAGGCTGAGG
>RUFY1
TTAGCTGGGCGTGGTGGTGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
TAAAAAAAGAAAAATTAGTCCAGCGTGGTGGTGGGTGCCTGTGGTCCCAGCTACTTGGGAGGCTGAGG
>ANKLE2
TAAAAATACAAAAATTAGCCGGGCGTGGTGGTACATGCCTGTAACCCCAGCTACTCGGGAGGCTGAGG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG
>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAGTTAGCCGGGCGTGGTGGT

>ANKLE2

AAAAATTAGCCGGGCGTGGTGGT

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAGTTAGCCGGGCGTGGTGGTGGGGGCCTGTGGTCCCAGCTACTTTGGAGGCTGA
>ANKLE2
AAAAATTAGCCGGGCGTGGTGGCAGGCGCCTGTAATCCCAGCTACTCGGGAGGCTGA

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
TAAAAAAAGAAAAATTAGTCCAGCGTGGTGGTGGGTGCCTGTGGTCCCAGCTACTTGGGAGGCTGA
>ANKLE2
TAAAAATACAAAAATTAGCCGGGCGTGGTGGCAGGCGCCTGTAATCCCAGCTACTCGGGAGGCTGA

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAGTTAGCCGGGCGTGGTGGTGGGGGCCTGTGGTCCCAGCTACTTTGGAGGCTGAGGTGGAAGGATCACCTG
AGCCCAGGAGGTGGAGGCTGCAGTAAGCTTAGATTGCAGCACTGCGGTCCAGCCTGGGTGACAGAGTGAGACCC
CATCTCAAA

>AGAP10



AAAAATTAGCCGGGCGTGGTGGCAGGCGCCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATCCCTTG
AACCCGGGAGGCAGAGGTTGCAGTGAGCCAAGACTGTGCCACAGCACTCCAGCCTGGGTGACAGAGTGAGACTC
CCTCTCAAA

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAATTAGTCCAGCGTGGTGGTGGGTGCCTGTGGTCCCAGCTACTTGGGAGGCTGAGG
>AGAP10
AAAAATTAGCCGGGCGTGGTGGCAGGCGCCTGTAATCCCAGCTACTCGGGAGGCTGAGG

>hsamiR1269a
CTGGACTGAGCCGTGCTACTGG
>MLT2B3
CTGGACTGAGCCGTGCT
>SLC22A12
CTGGCCTGAGCCGTGCT

>hsamiR1272
GATGATGATGGCAGCAAATTCTGAAA
>HERV70_I_MER67C_Homo_sapiens
TGATGATGGCAGCA

>GTF2H1

TGATGATGGCAGCA

>hsamiR1272
GATGATGATGGCAGCAAATTCTGAAA
>HERV70_I_MER67C_Homo_sapiens
GATGATGATGGCAGCAA

>ARAP1

GATAATGATGGCAGCAA

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
TGGCTGGGCTTGGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGG
AGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGC
GCTCGCCTATAATCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGT
GAGCCAAGATTGCGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTC

>FAS
TGGCTGGGCGTGGTGGCTCATGCCTGTAATCTCAGCACTTTGGGAGGCTGAGGCGGGTGGATCACAAGGTCAAG

AGATTGAGACCATCCTGGCCAACATGGTGAAACCCTGTCTCTACTAAAAATACAAAAATTAACTGGGCGTGGTGGT
GTGAGCCTGTAGTCCCAGCTCCTTAGGAGACTGAAGCAGGAGAATAGCATGAACTGGGGAGGCAGAAGTTGCAG
TGAGCTGAGATCACGCCTCTGCACTCCAGCCTGGCGACAGAGCAAGACTC

>hsamiR1273a
GGGCGACAAAGCAAGACTCTTTCTT
>AluS



GTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTCGAGACCA
GCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCGCCTATAAT
CCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATTG
CGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTCT

>ACACB
GTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCTGACGCAGGCAAATCACTTGAGGCCAGGAGTTCAAGACC

AGCCTGGCCAACATGGTGAAACCCTGTCTCTACTAAAAACACAAAAATTAGCCAGGTGTGGTGGCACACACCTGTA
ATTCCTGCTACTTGAGAGGCTGAGGCATGAGAATCGCTTGAACCTGGGAGGCAGAGGTTGCAGTGAGCTGAGATT
GCGCCACTGCACCCCAGCCTGGGCAACAGAGCAAGACTCT

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
GTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTCGAGACCA
GCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCGCCTATAAT
CCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATTG
CGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTCT

>AACS
GTGGCTCACACCTGTAATCCCAGCATTTCGGGAGGCCAAGGTGGGTGGATCACCTGAGGTCAGGAGCTCGAGACC

AGCCTGACCAACACGGTGAAATCTCATCTCTACTAAAAATATAGAAAAATTAGCTGGGCGTGGTGGCACATGCCTG
TGATCCCAGCCACTTGGGAGGCTGAGGCACAAGAACTGCTTGAACCCAGAAGGTAGAGGTTGCAGTGAGCTGAG
ATCGCACCCACTGCACTCCAGCCTGGGTGACAGAGCAAGACTCT

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
TGGCTGGGCTTGGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGG
AGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGC
GCTCGCCTATAATCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGT
GAGCCAAGATTGCGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGA

>AACS
TGGCTGGGCGAGGTGGCTGACGTCTATAATCCTAGCACTTTGGGAGGCCAAGGTGGGCAGATTGCCTGAGCTCA

GGAGTTCGAGACAAGCCTAGGTGACATGGTGAGACCCCATCTCTACTAAAAATACAAAAAAATTAGCCAGGCGTG
GTGGCATGTGCCTGTAATCCCAGCTACTCAGGAGGCTGAGGCACAAGAATCGCTTGAACCCAGGAGGCGGAGGT
TGCAGTGAGCCAAGATTGTGCCACTGCACTCCAGCCTGGGCGACAGAGCAAGA

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
GGCTGGGCTTGGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGA
GTTCGAGACCAGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCG
CTCGCCTATAATCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTG
AGCCAAGATTGCGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTC

>CAPS
GGCTGGGCGCGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGTGGGCAGATCACAAGGTGAGGA

GTTTGAGACCAGCCTGACCAACATGGTGAAACCCCGCCTCTACTAAAAATACAAAAATTAGCCGTGCATGATGGTG



GGCGCCTGTAATCCGAGCTACTTAGGAAGCTGAGGCAGGAGAATCGCTTGAACCCAGGAGGTGGAGCTTGCAGT
GAGCCAAGATTGCACCACTGCACTCCAGTCTGGGCGACAGAGCAAGACTC

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
GGCTGGGCTTGGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGA
GTTCGAGACCAGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCG
CTCGCCTATAATCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTG
AGCCAAGATTGCGCCACTGCACTCCAGCCTGGG

>CAPS
GGGCGACAGAGCAAGACTCCATCTCAAAAAGAAAAAAAAAAAAAAAGCCCCAGGTGGCCCAGGTCCTGGGGCCC

TAAGACCTCCCACCCAGGCCCACCTCCAAGGGCAGGTCCTGCAACCCACAGAGACTGAGCTGAGCCTGAGGGACA
CCTCTGCTCACTGCCACAAAGCTTGTCACTGGCCGTTGTTAGGAGCCAGTCCCAGGATTTCTGTCTTTACGGATCTT
TTGTTGTTGGTTTTCAGGCCTGAAACGTGACTTAGTGGGCTGGCTCCTGACAAGGTGGTGAGCCAGAGGTTGTGA
CCCCGAGTGGAAGAGCAGCCCTGATCCTGGACATAAACCTCAAGAGACGAAGCCACCTCACTGAAGGCCTTCAAC
GGAGACATCGGATATACCTGCCCGCTAAGATAGGTGGGTTTTCCAGGACTTGAAACGTGGGCCCTGTTTGAGGAC
CCACTGTTCGCCCCGACCCAAGGATCATCAATCGGAGCCTTCTCCAAGCCTGGCTTTACCTCGCTCACAGCACAATT
ATATTGTCAGAAGTTGCCTTGCCTGAGCGCGGTGGCTCATGCCTGTAATCCCAACACTTTGGGAAGCCAGGGCAG
GAAGATCACTTGAGCCCAGGAGTTTGAGACCCGCCTGTGCAACATAGTGAGACCCCCCCATCTCTACAAAAACTAC
AAAAAATTAGCCAGGCATGGTGGTGTGTTCCTGTAATCCCACCTACTTGGAAGGCTGAGGCAGGAGGATCACTTG
AGCCCGGGAGTTGGAGGCTGCAGTGAGCTATGATCGCACCACTGCACTCCAGCCTGGGTTACAGAGCAAGACGC
CCGCCTCTTAAAAATAAGTAAATAAACTGGCCGGGCACGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGC
CGAGGCGGGCAGATCATGAGGTCAGCAGTTCGAGACCAGCCTGGCCAACATGGTGAAACCCTGTCTCTACTATAA
ATACAAAAATTAGTCAGCCGGGTGCGGTGGCTCATGCCTGTAATCACAGCACTTTGGGAGGCCGAGGCAGACAG
ATCACCTGAGGTCAGGAGTTTGAGACCAGCCTGGCCAACATGGTGAAACCCTGTCTCTACTTAAAATACGAAAAAC
TAGCTGGGCGTGGTGGTATGTGCCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATTGCATGAACCTG
GGAAGCGGAGGTTGCAGTGAGCCGAGATCGTGCCATTGCACTCCAGACTGGGGGACAAGAGCAAGACTTTGTCT
CAAAAAAAAAAAAAGAAAATTAGCCAGGTATGGTGGCGGGTGCCTGTAATCCCACCTACTCCAGAGGCTGAGGC
AGGAGAATCACTTGAACCCAGGAGGCAGAGGTTGCAGTGAACCAAGACCATGCCACTGCACCACAGCCTGGGCG
ACAGAGTGAGACTCTGTCTCAAAAATAAATAAATAACTTAAAAAAAGAGGCCAGGGCTGGGCGCGGTGGCTCAC
AGCTGTAATCCCAGCACTTTGGGAGGCTGAGGTGGGCGGATCACTTGAGGTCAGGAGTTCAAGACCAGCCTGGC
CAACATTTTGAAACCCCATCTCTACTAAAAAAAATAAATAGCTGGGCATGGTGGTGCATGCCTGTAATCCCAGCTA
CTCAGGAGGCCAAGGCAGGAGAATCACTTGAACCCTGGAGGCAGAGGTTGCAGTGAGCCTAGATCACACCACTG
TACTTCAGCCTGGG

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
ACAAAAATTAGCCGGGCGTGGTGGCGCTCGCCTATAATCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTT
GAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATTGCGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGA
>PSMD9
ACAAAAATTAGCTGGGCGTGGTGGCGGGTGCCTGTAATCCCAGCTACTTGGGAGGCTGAAGCAGGAGAATTACTT

GAACCCAGGAGGTGGAGGTTGCAGTGAGCCGAGATCGCACCACTGCCCTCCAGCCTGGCGACAAAGCAAGA



>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
GCTGGGCTTGGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAG
TTCGAGACCAGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAA

>PSMD9
GGCGACAAAGCAAGAATTCGTCTCAAAAAAAAAAAAAAAAAGTGCTGCATAAGCCTAGTAATCCTGGAGACATTC
AGTCCAGGAGAGGGAGTCCACAGGGAGGTGGCCAAAGGGCACCCCTGCTACAGGGCTCTTGCCAATTGGCTGGG
TTTGGGAGGAAGACCCAATGCTACAAAATCTTTGATTTTTCCAGAAAAGCTGAAAATTGGGATCTTTGAAGTGAAA
TTCTCTGATTTTTCAGTACAGATAGCTAATTCAAAATGTTGTGAACCACCATGGCAATCTGCAGGCCACGCCAGCAC
AGCAGCTGGTATTTTGATACCTTGTGCCTGTCAGTGGGATTGCGGTACTACCTGACCTGCCTCCTCTGCCACTGTCA
CTTTGGAGCAAAGGCAAGACCCTCAGTCATGAAGGGATTCAAGTTCTCAACCCACAGGAGCAGATGTGGGAAAA
GAACCCAGATCTGAACAAGTGGAGACATGCACTTGGGAGGCAGACTTACATAATACATGGTCACTTTCACTAGAA
AAGCCCTCCCCCAGTGAGGTCCACAGCATCCCTAGACTCTGCAATGCCTGGCACAGGGAAGTGCTCAATACACAGC
TGTTGGGGAATGGAACGAACGACTATTTACAACATATTACAATTCTAATCAAAATGTTGAAAGGGTTTTTTTCAGT
ACAAAATGTTTCTGCAGTGTATTTCAAAAAACAAATTTGCAATTATAACAAACGTACCATATTAACATAAGCTGTTA
GCTGGGCGCGGTGGCTCATGCCTGTAATCCCAGCACTTTGCGAGGCCGAGGCGGGCAGATCACCTGAGGTCAGG
AGTTCGAGACCAGCCTGGCCAACATGGTGAAATCCCGTCTCTACTAAAAA

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
GGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTCGAGACC
AGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCGCCTATAA
TCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATT
GCGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTC

>FHL2
GGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGTGAAACACGAGGTCAGGAGATTGAGACC

ATCCTGGCTAACACGGTGAAACCCCATCTCTACTAAAAATACAAAAAAAAAATTATCCGGGTGTGGTGGCGGGCA
CCTGTAGTCCCAGCTACTTGGGAGGCTGGGGCAGGAGAATGGCGTGAACCAAGAGGTAGAGCTTGCAGTGAGCT
GAGATCGTGCCACTGCACTCCAGCCTGGGCGACAAAGCGAGACTC

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
TGGCTGGGCTTGGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGG
AGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGC
GCTCGCCTATAATCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGG

>FADS2
TGGCTGGGCGTGGTGGCTCACACCTGTAATTCCAGCACTTTGGGAGACAGAAGCGGGTGGATCACTTGAGGTCAG

GAGTTTGAGACCAGCCTGGGCAACATGGTGAAACCCCGCCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTT
GTGGGCGCCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAAAATCACTTGAACCCGGGAGGCAGAGATCAC
ACCACTGCACTCCAGCCTGGGAGACAGAGCAAGACTCT

>hsamiR1273a
GGGCGACAAAGCAAGACTCTTTCTT



>AluS
CCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTCT
>FADS2
CCACTGCACTCCAGCCTGGGAGACAGAGCAAGACTCT

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
GGCTGGGCTTGGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGA
GTTCGAGACCAGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCG
CTCGCCTATAATCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTG
AGCCAAGATTGCGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACT

>Z/NF687
GGCTGGGCATGGTGGCTCACGCCTGTAATCCCAGCACTTGGGGAGGCAGAGGCGGGCGGATCACGAGGTCAGG

AGATCAAGACCATCCTGGCCAAGATAGTGAAACCCCGTCTCTACTAAAAATACAAAAATTAGCTGGGCATGGCAG
CACACACCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGAAGAATTGCTTGAACCTGGGAGGTGGAGTTTGCA
GTGAGCTGAGATCGTGCCACTGCACTCCCACCTGGGCGACAGAGCAAGACT

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
GGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTCGAGACC
AGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCGCCTATAA
TCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATT
GCGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTCT

>RGS12
GGTGGCTCACGCCTATAATCCCAGCGCTTTGGGAGGCCGAGGCAGGTGGACCACGAGGTCAGGAGATCAAGACC

ATCCTGGCTAACACGGTGAAACCTTGTCTCTACCAAAAATACAAAAAAAATTAGCTGGGCATGGTGGCGGACGCC
CGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCATGAACTCGGGAGGTGGAGCTTGCAGTGAGCC
GAGATCGTGCCACTGCACTCCAGCCTGGGTGACAAAGCGAGACTCT

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
GGCTGGGCTTGGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGA
GTTCGAGACCAGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCG
CTCGCCTATAATCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTG
AGCCAAGATTGCGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTCTTTCTTGGAAAAAAACAAAA
>CYBASC3
GGGCGACAGAGCTAGACTCTGTCTCAAAAACAAAACAAAACAAAAAAACCGTGAAAACTGCAATGCAAATGCTTG
AAAATATCCTCTCATTTGTTCTAAGGGCAGGCTGGGCTGTGATCCCAGGGTGTGCTCACTTTGCAGAGCCCCATTCT
AAGGGAGCAGTCAGCAAGCTCTTCTGTAAAGGTCCAGGTAGTAAATATTCTAGGCTTTGTAGAGCACATGGTCTG
TCACAACTATGTCATCAACTCTGCCCATGCAAGAGCAGCCACATAAACATCTTAACAAATGAGCACCACGGCTGTG
TTCCAGTAATATTTATTTATGGACACTGAAGTCTGAGTTTCACATAATTTTCACGTCACAAGATATTATTAACTTCTT
GCGAAAAAGGATTCTCCCGGCTGAGCTAAAACAGGTCACATCCAGGGGTAAGAAATGCTAGTTCCCATCCAGCCC

TTAGTCTTAGAAAAAGGCTCTACGCAGGCTGGGCGCGGTAGCTCACGCCTGTAATCCCAGCACTTTGGGAAGCCG



AGGCGGGCGGATCACATGAGGTCAGGAGTTCGAGACCAGCCTGACCAACATGGAGAAACCCCGTCTCTACTAAA
AATACAAAAATTAGCCGGGCGCGGTAGCGGGCGCCTGTAATCCCAGCTACTTGGGAGGCTGAGGCAGGGGAATC
GCTTGAACCCGGGAGGCGGAGGTTGCAGTGAGCCGAGATCGTGCCACTGCATTCCAGCCTGGGCGACAGAGTGA
GACTCTGTCTCAGAAAAAAAAAAAA

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
AGTGAGCCAAGATTGCGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTCT
>CYBASC3
AGTGAGCCGAGATCGCACCACTGCACTCTAGCCTGGGCGACAGAGCTAGACTCT

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
GTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTCGAGACCA
GCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCGCCTATAAT
CCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATTG
CGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTC

>NLRP3
GTGGCTCACGCCTGTAATCCCAGCACTTTGAGAGGCCAAGGCAGGCAGATCACCTGAGCTGAGGAATTCAAGACC

AGCCTGGCCAACATGGCAAAACTGTGTCTCTACTAAAAGTACAAAAATGAGCCGGGTGTGGTGGCGGGCGCCTGT
AATCCCAGCTACTCAGGAAGTTGAGGTAGGAGAATTGATTGAACCCGGGAAGTGGAGGCTGCAGTGAGCCAAGA
TCACGCCACTGCACTCCAGCCTAGGCGACACAGCAAGACTC

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
GTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTCGAGACCA
GCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCGCCTATAAT
CCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATTG
CGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTC

>NLRP3
GTGGCTCACGCCTGTAATCCCAGCACTTTGAGAGGCCAAGGCAGGCAGATCACCTGAGCTGAGGAATTCAAGACC
AGCCTGGCCAACATGGCAAAACTGTGTCTCTACTAAAAGTACAAAAATGAGCCGGGTGTGGTGGCGGGCGCCTGT
AATCCCAGCTACTCAGGAAGTTGAGGTAGGAGAATTGATTGAACCCGGGAAGTGGAGGCTGCAGTGAGCCAAGA
TCACGCCACTGCACTCCAGCCTAGGCGACACAGCAAGACTCCATCTCAAAAAAAAAAAAGTTAGCCAAATGCTTAC
CA

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
GTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTCGAGACCA
GCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCGCCTATAAT
CCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATTG
CGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTC

>NLRP3



GTGGCTCACGCCTGTAATCCCAGCACTTTGAGAGGCCAAGGCAGGCAGATCACCTGAGCTGAGGAATTCAAGACC
AGCCTGGCCAACATGGCAAAACTGTGTCTCTACTAAAAGTACAAAAATGAGCCGGGTGTGGTGGCGGGCGCCTGT
AATCCCAGCTACTCAGGAAGTTGAGGTAGGAGAATTGATTGAACCCGGGAAGTGGAGGCTGCAGTGAGCCAAGA
TCACGCCACTGCACTCCAGCCTAGGCGACACAGCAAGACTCCAT

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
GTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTCGAGACCA
GCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCGCCTATAAT
CCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATTG
CGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTC

>NLRP3
GTGGCTCACGCCTGTAATCCCAGCACTTTGAGAGGCCAAGGCAGGCAGATCACCTGAGCTGAGGAATTCAAGACC
AGCCTGGCCAACATGGCAAAACTGTGTCTCTACTAAAAGTACAAAAATGAGCCGGGTGTGGTGGCGGGCGCCTGT
AATCCCAGCTACTCAGGAAGTTGAGGTAGGAGAATTGATTGAACCCGGGAAGTGGAGGCTGCAGTGAGCCAAGA

TCACGCCACTGCACTCCAGCCTAGGCGACACAGCAAGACTCCATCTCAAAAAAAAAAAAGTTAGCCAAATGCTTA

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
GTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTCGAGACCA
GCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAA

>CTSB
GTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAGGAGATCAAGATTA

TCCTGGCTAACACGGTGAAACCCCGTCTCTAGTAAAAATACAAAAA

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
GGGCTTGGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTC
GAGACCAGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCG
CCTATAATCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGC
CAAGATTGCGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTCT

>TMEM68
GGGCATGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCCAAGGCAGGTGGATCACTTGAGGTCAGGAGTT

CAAGACCAGCCTGGCCAACATGGTGAACCCCATCTCTACTAAAAATACAAAAATCAGCCAGGCGTGGTGGCCAGC
GTCTGTAACCCACCTACTCGGGAGGCTGAGGCAGGAGAATCACCTGAACCCGGGAGGTGGAGGCCGCAATGAGC
AGAGATCACGCCATTGCACTCCAGCCTGGGTGACAGAGCAAGACTCT

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
GGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTCGAGACC
AGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCGCCTATAA
TCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATT
GCGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTCT



>HARS
GGTGGCTCACACCTGTAATGCCAGCACTTGGGGAGGCCGAGGCGGGCGGATCACGAAGTCAGGAGATCAAGACC

ATCCTGGCGAACACTGTGAAACCCCGTCTCTACTAAAAATACAAAAAAATTAGCCGGGCGTGGTGGCAGGTGCCT
GTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGCAGGTGGAGCTTGCAGTGAGCTGA
GATAGTGCCACTGCACTCCAGCCTGGGAGACAGAGCAAGACTCT

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
TCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCGCCTATAATCCCAGCTACTCAGCGGGCTGAGG
CAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATTGCGCCACTGCACTCCAGCCTGGGC
GACAAAGCAAGACTCTTTCTTGGAAAAAA

>CDK10
TCTCTATTAAAAATACAAAAATTATCTGGCCGTGGTAGCATGCGCCTGCAGTCCAGCTACTCTGGAGGCTGAGGTA
TGAGAATCGCTTGAACCTGGGAGGCAGAGGTTGCAGTGAGCCAAGACTGTACCACTGCACTCCAGCCTGGGCCAC

AGAGCAAGACTCTGTCTCAGAAAAAA

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
TGGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTCGAGACC
AGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCGCCTATAA
TCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATT
GCGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTCT

>ATP6VOA2
TGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAAGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTCGAGAC

CAGCCTGGCCAAGATGGTAAAACCCCATCTCTACTAAAAATACAAAAATTAGCCAGGCATGGTGGCACGTGCCTAT
AATCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATTGCTTGAACCCGGGAGGCACAGGCTGCAGTGAGCCGAGA
TCGCACCACTACATGCACTCTAGCCTGGGCGACAGAGCAAGACTCT

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS

AATTAGCCGGGCGTGGTGGCGCTCGCCTATAATCCCAGC

>ATP6VOA2
AATTGGCCAGGCGTGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAAGCCAAGGTGGGTGGATCACGAGGTC

AGGAGTTCGAGACCAGCCTGGCCAAGATGGTAAAACCCCATCTCTACTAAAAATACAAAAATTAGCCAGGCATGG
TGGCACGTGCCTATAATCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATTGCTTGAACCCGGGAGGCACAGGCT
GCAGTGAGCCGAGATCGCACCACTACATGCACTCTAGCCTGGGCGACAGAGCAAGACTCT

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
TCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCGCCTATAATCCCAGCTACTCAGCGGGCTGAGG
CAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATTGCGCCACTGCACTCCAGCCTGGGC
GACAAAGCAAGACTCTTTCT

>ATP6VOA?2



TCTCTACTAAGAATACAAAAAAATTAGCTGGGCATGGTGGCATGTGCCTGTAATCCCAGCTACTCAGGAGGCTGA
GGCAGAAGAATCACGTGAACCCAGGAGATGGAGGTTGCAGTGAGCCAAGATCGTGTCACTGCACTCCAGCTTGG
GTGACAGAGCAAGACTCCTTCT

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS

AATTAGCCGGGCGTGGTGGCGCTCGCCTATAATCCCAGC

>ATP6VOA?2
GACAGAGCAAGACTCCTTCTCAAAGTAAATAAATAAATAGGCTCATTTATTGTTTCATATTAATTCAGGTAATTTCT

GTGAAGTTCACACCACATATTAGCTAAAACATTCCGAAGGCTGTGATGAGCGTGAGACCCCCAAGACTGGCCCTC
GTCTCTAACCACAGGTGCTGTCATTTCTCGGATTTCCTTTGTCTGCTTATTCATATCACACATCAAAGACTCTTCCTCT
TTAAGTCTACATTTCCTTTTTTTGCAACACAGAATATATTTAGATAATCTTTTCTAACTTATTTTCCTAGTCTCTAGCAT
ATGAGTTACTATGCACTCACATTTACACAATTAATTGAGGATAAAAATTCATGACAATTGGCCAGGCGTGGTGGCT
CACGCCTGTAATCCCAGC

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
GAGGTCAGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGG
CGTGGTGGCGCTCGCCTATAATCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGG
AGGTTGCAGTGAGCCAAGATTGCGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTCT

>SETD4
GAGGTCAGGAGTTCAAGACCAGCCTGGCCAACATGGTGAAACCCCGTCTCTACTAAAAATACAAAAATCAGCCGG

GCGTGGTGGCAGGCACCTGTAATACCAGCTACTGGGGAGGCTGAGGCAGGAGAATCGCTTGATCTCAGGAGGCG
GAAGCTGCAGCTAGACGAGATCACGCCACTGCACTCCAACCTGGGCGACAGAGCGAGACTCT

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
TGGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTCGAGACC
AGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCGCCTATAA
TCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATT
GCGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTC

>ZNF26
TGGTGGCTCATGCCTGTAATCCCAGCACTCTGGGAGGCCGAGGGAAGCGGATCACAAGGTCAGGAGTTCAAGAC
CAGCCTGACCAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAATTAGCCAGGCGTGGGGGTGGGCACCTG
CAATCCTAGCTACTCAGAAGGCTGAGGCAGGAGAATCGCTGGAACCAGAGAGGCAGAAGTTGCAGTGAGCCAAG
ATCGCATCACTGCACTCCAGCCTGAGCGACAGAGCAAGACTC

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
GTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTCGAGACCA
GCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCGCCTATAAT



CCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATTG
CGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACT

>NCOA6
GTGGCTCACACCTGTAATCCCAGCACTTTAGGAGGCCAAGACGGGTGGATCACTTGAGGTCAGGAGTTTGAGACC

AGCCTGGCCAACATGATGAAACCCCATCCCTACTAAAAACACAAAAATCAGCCAGGTGTGGTGGCACATGCCTGT
AGTCCCAGCTACTTGGGAGGCTGAGGCAAGAGAATCACTTGAACCTGGGAGACGGAGGTTACAATGAGCTGAGA
TGGCACGACTGCACTCCAGCCTGGGCGACAGAGCAAGACT

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
GGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTCGAGACC
AGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCGCCTATAA
TCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATT
GCGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTCT

>MSH5
GGTGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGTGGATCACGAGGTCAAGAGATCAAGACC

ATCCTGGCCATCATGGTGAAACCCTGTCTCTACTAAAAATACAAAAATTAGCCAGGCATGGTGGCACACGCCTATA
GTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATCACTTGAAACCCAACCCGGGAGGTGGAGGTTGCAGTGAGC
CAAGATTGTGCCACTGCACTCCAGCCTGGTGACAGAGCAAGACTCT

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
TCTTGGCTGGGCTTGGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTG
GCGCTCGCCTATAATCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCA
GTGAGCCAAGATTGCGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTCT

>POUS5F1

T

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
AGGTCAGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGC
GTGGTGGCGCTCGCCTATAATCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGA
GGTTGCAGTGAGCCAAGATTGCGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTC

>AC002511.1
AGGTCAGGAGTTCGAGACCAACCTGGCTAACATGGTGAAACCCCGACTCTACTAAAAATACAAAAATTAGTAGGG

AGTGGTGGCACATGCCTGTAGTCTCAGCTACTCGGGAGGCTGAGGTAGGAGAATCACTTGAACCTGGGAAGCAG
AGGTTGCAGTGAGCCAAGATAGCACCACTGCACTCCAGCCTGGACGACACAGCAAGACTC

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
GTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGCCAAGGTGGGTGGATCACGAGGTCAGGAGTTCGAGACCA
GCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCGCCTATAAT



CCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATTG
CGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTCT

>C150rf63
GTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGCGGATCACGAGGTCAAGAGATCAAGACAA

TCCTGGCTAACATGGTGAAACCCCATCTCTACTAAAAATACAAAATATTAGCCGGGCATGGTGGCACGCACCTGTA
ATCCCAGCTGCTCAGGAGGTGGAGGCAGAAGAATCACTTGAACCCGGGAGGCAGAGGTTGCAGTGAGCTGAAAT
CACACCACTGCACTCTAGCCTGGGTGACAGAGCAAGACTCT

>hsamiR302e
TAAGTGCTTCCATGCTT
>THER1_SINE_Mammalia
TGCTTCCATGCTTCA
>ADAM?28
TGCTTCCATGCTTCA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AAATATATATATATAT

>PTPN3

AAATATATATATATAT

>hsamiR1277_3p
TACGTAGATATATATGTATTTT
>EnSpm-8_HM
ATATATATATATATGTA
>PDE4D
ATATATATATATATGTAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATGTA

>PDE4D

ATATATATATATATGTA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AAATATATATATATAT

>RND3

AAATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AAATATATATATATAT

>RND3



AAATATATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AAATATATATATATAT

>RND3
AAATATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AAATATATATATATAT

>RND3

AAATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AAATATATATATATAT

>GPR132

AAATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AAATATATATATATAT

>SRGAP1

AAATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AAATATATATATATAT

>SRGAP1
AAATATATATATATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AAATATATATATATAT

>SRGAP1
AAATATATATATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AAATATATATATATAT



>SRGAP1
AAATATATATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AAATATATATATATAT

>SRGAP1
AAATATATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AAATATATATATATAT

>SRGAP1
AAATATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AAATATATATATATAT

>SRGAP1
AAATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AAATATATATATATAT
>AC120194.1
AAATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AAATATATATATATAT
>AC120194.1
AAATATATATATATATAT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
AAATATATATATATAT
>AC120194.1
AAATATATATATATATATTTGTA

>hsamiR1277_3p
TACGTAGATATATATGTATTTT
>EnSpm-8_HM



TATATATATGTACGTATGTGTATATA
>C90rf38
TATATATATGTATATATGTGTATATA

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
TATATATATGTACGTATGTGTATATA
>C90rf38
TATATATATGTATATATGTGTATATA

>hsamiR1255b2 3p

AACCACTTTCTTTGCTCATCCA

>TIGGER1
CTCAAGAAACCACTTTCTTTGCTCATCCATAAGGAGCAACTC
>SCAF11
CTCAAGAAACCACATTCTTTGTTCATCCCTAAGAAACAACTC

>hsamiR1321
CAGGGAGGTGAATGTGAT
>MIRc
GGAGGTGAATGTGA
>GOLM1
GGAGGTGAATGTGA

>hsamiR1321
CAGGGAGGTGAATGTGAT
>MIRc
GAGGTGAATGTGAT
>PP2D1
GAGGTGAATGTGAT

>hsamiR720
TCTCGCTGGGGCCTCCA
>HERVS71
CTCGCTGGGGCCTCCAAA
>C3orf32
CTCCCTGGGGCCTCCAAA

>hsamiR1913
TCTGCCCCCTCCGCTGCTGCCA
>LTR16_FC
CCCTCCGCTGCTGCCA
>MTHFR
CCCTCCGCTGCTGCCA

>hsamiR1915 3p
CCCCAGGGCGACGCGGCGGG



>CLOXA_CS_DNA_binding_protein_Canis_sp.
GGGCGACGCGGCGGG

>RNF4

GGGCGACGCGGCGGG

>hsamiR1915_5p
ACCTTGCCTTGCTGCCCGGGCC
>CLOXA_CS_DNA_binding_protein_Canis_sp.
CTTGCCTTGCTGCCC

>GGT1

CTTGCCTTGCTGCCC

>hsamiR1915 3p

CCCCAGGGCGACGCGGCGGG

>CLOXA_CS_DNA_binding_protein_Canis_sp.
ACGGCGGAGAGGCGACGCGGGTGGCGCTGCAGAGGGTACGGTGGGGGGCGGGGAAGAGGGGGGCG
>TCFL5
ACGGCGGCGAGGGCGACGCGGGCGGCGGGCGGCGGGAGGCGGGAGGCGGGAGGCGGGAGGCG

>hsamiR1915 3p
CCCCAGGGCGACGCGGCGGG
>CLOXA_CS_DNA_binding_protein_Canis_sp.
AGGGCGACGCGGCGGGGGCGGC

>TCFL5

AGGGCGACGCGGGCGGCGGGCGGC

>hsamiR1915_5p
ACCTTGCCTTGCTGCCCGGGCC
>CLOXA_CS_DNA_binding_protein_Canis_sp.
TGCCTTGCTGCCCGG

>FBX024

TGCCTTGCTGCCCGG

>hsamiR1915_ 5p
ACCTTGCCTTGCTGCCCGGGCC
>CLOXA_CS_DNA_binding_protein_Canis_sp.
GCTGCCCGGGCCGTGCACCCGTGGG
>CCDC92
GCTGCCCGGGCCGGGCCGCCGAGGG

>hsamiR1915_5p
ACCTTGCCTTGCTGCCCGGGCC
>CLOXA_CS_DNA _binding_protein_Canis_sp.
CTTGCCTTGCTGCCC

>GGT2

CTTGCCTTGCTGCCC

>hsamiR1915 5p



ACCTTGCCTTGCTGCCCGGGCC
>CLOXA_CS_DNA_binding_protein_Canis_sp.
GCTGCCCGGGCCGTGCAC

>LNX2

GCTGCCCGGGCCGCGCAC

>hsamiR1915 3p
CCCCAGGGCGACGCGGCGGG
>CLOXA_CS_DNA_binding_protein_Canis_sp.
GGGCCCCAGGGCGAC

>TRIM41

GGGCCCCAGGGCGAC

>hsamiR1915 3p
CCCCAGGGCGACGCGGCGGG
>CLOXA_CS_DNA_binding_protein_Canis_sp.
CCCCAGGGCGACGCGGCGG

>S0CS3

CCCCAAGGCGACGCGGCGG

>hsamiR1915 3p

CCCCAGGGCGACGCGGCGGG

>CLOXA_CS_DNA _binding_protein_Canis_sp.
GGGCCGTGCACCCGTGGGCCCCAGGGCGACGCGGCGG
>S0CS3
GGGCTGAGCCCCCTCGGGTCCCCAAGGCGACGCGGCGG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
CCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAGGAGTTCGAGACCAGCCTGGCC
AACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGTGGCATGCACCTGTAATCCCAGC
AATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTGCAGTGAGGTGAGATTGTGCTAC
TGCACTCCAGCCTGGGCAACAGAGTGAGACT

>AACS
CCTGTAATCCCAGCACTTTGGGAGGCTGAGGTGGGCGGATCATGAGGTCAGGAGTTCAAGACCAGCCTGACCAAC

ATGGTGAAATCCCATCTCTACTAAAAATACAAAAATTACCCAGGCATGGTGGCACGTGCCTGTAGTCCCAGCTACT
CGGGAGGCTAATGCAGGAGAATCGCTTGAACCCAGGAGGCAGAGGTTGCAGTGAACCAAGATAGTGCCACTGCA
CTCCACCCTGGGCGACAGAGTGAGACT

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952_ RF00100_7SK
CAGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTC
AGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATA

>AACS
CAGGCCAGGCACGGTGGCTCATGCCTGTAATCCCATCATTTTGGGAGGCCAAGGTGGGAGAATCACTTGAGGTTA

GGAGTTCAAGAACAGCCTGGGCAACATGGTGGAACCCCGTCTCTACAAAAAATA



>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA
>AANU01178229.1_7254x6952_RF00100_7SK
TGGTGGCATGCACCTGTAATCCCAGCA

>AACS
TGGTGGCTTACACCTGTAATCCCAGCACTTTGGGAGGCTG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952_ RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATA

>AACS
GGCCAGACACAGTGGCTCACACCTGTAATCCCAGCATTTCGGGAGGCCAAGGTGGGTGGATCACCTGAGGTCAG

GAGCTCGAGACCAGCCTGACCAACACGGTGAAATCTCATCTCTACTAAAAATA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952 RF00100_7SK
TTCAGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGT
CAGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGT
GGTGGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGA
TTGCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGACT

>SLC24A6
TTCAGGCCGGGCACGGTGGCTCACCGCCTGTAATCGCAGCACTTTGGGAGGCCGAGGCGGGCAGATCACCTGAG

GTCAGGAGTTCGAGACCAACTTGGCCAACATGGTGAAACCTTGTCTCTACTAAAAATACAAAAATTAGTCAGGCTG
GTGTCACACACCTGTAATCCCAGCTACTCGAGAGGCTGAGGTGGGAGAATCGCTTGAACCCGGGAGGCAGAAGT
TGCAGTGAGCCTAGATCATGCCAGTGTACTCTAGCCTGGGCGACTGAGTGAGACT

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAGG
AGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACT

>EIF3E
GCCAGGCGCAGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCAGGCGGATCACGAGGTCAGGAG

ATCGAGACCATCCTGGCTAACACGGTGAAACCCTGTCTCTACT

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952 RF00100_7SK
GCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAGG
AGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGTG
GCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTGC
AGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGG

>AKT2



GCCAGGCGCAGTGGCTCATGCCTATAATCCCAGCACTTTGGGAGGCTGAGGCGGATGGATCACAAGGTCAGGAG
TTCGAGACCAGCCTGGCCAACATGGTGAAACCCCGTCTCTACTAAAAATACAAAAATTAGTCAGGGGTGGCATTCG
CCTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATTGCTTGAACCCGGGAGGCGGAGGGTGCAGTGAGCAG
AGATCGCACCACTGCACTCCAGCCTGG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGT
GGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTG
CAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGACT

>FAM54B
GGCCAGGCGCAGTGGCTCACATCTGTAATCCCAGCACTTTGGGAGGCCGAGGTGGGCGGATCACGAGGTCAGGA

GAGCGAGACCATCCTGGCTAACACAGTGAAGCCCTGTCTCTACTAAAAATACAAAAAATTAGCCAGGTGTGGTGG
CGGGCACCTGTAGTACCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCAGGAGGCAGAGCTTGCA
GTGAGCCGAGATCACGCCACTGCACTCCAACCTGGGTGACAGAGCGAGACT

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952 RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGT
GGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTG
CAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGG

>TUBGCP2
GGCCGGGCACAGTGGCTCACGCCTGTAACCCCAGCACTTTGGGAGGCTGAGGTGGGCAGATCACGAAGTCAAGA

GATCAAGACCATCCTGGCCAACACAGTGAAACCCCGTCTCTACTAAAATACAAAAAATCAGCTGGGCGTGGTGGT
GTGCACCTGTAGTCCCAGCTACTTGGGAGGTTAAGGCAGGGGAATCGCTTGAACCTGGGAGGTGGGGGTTGCAG
CGAGCCGAGATCATGCCACTGCACTCCAGCCTGG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAGGAGTTC
GAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAA

>TBC1D5
GCACAGTGGCTCACACCTGTAATTCCAGCACCTTGGGAGGCCGAGATGGACACATCACTTGAGGTCAGGAGGTCG

ATACCAGCCTGGCCAACATGGTGAAACTCCTCCGTCTCTACTAAAAA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA
>AANU01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGC
>GPR172B
AGGCCAGGCACCGTGGCTCAGGCCTGTAATCCCAGCACTTTGGGAGGC



>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAGGAGTT
CGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGTGGCAT
GCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTGCAGTG
AGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGACT

>Cl4orf79
GGCACAGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCTGACAGATCAGGAGGTCAGGAGTTCA

AGATCTGCCTGGCCAACATAGTGAAACCCCGTCTCTACTAAAAATACAAAAAAATAGCCGGGCGTGGTGATGGGC
GCCTGTCATCCCAGCTACTGGGGAGGCTGAGGCAGGAGAATCGCTTGAACCCGGGAGGCGGAGGTTGCAGGGA
GCGGAGATCGCGCCACTGCACTCCAGCCTGGGGGACAGAGTGAGACT

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952 RF00100_7SK
CAGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTC
AGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTG
GTGGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAA

>CNTN4
CAGGCCGGGCACGGTGGCTCACGCCTGTCATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAG

GAGATCGAGACCATCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAATTAGCCAGGCGTGGTG
GCGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCGGGAGAA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
CAGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTC
AGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTG
GTGGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAG
>SLC25A45
CAGGCCAGGCGCAGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGAAGGACCACCTGAGGTC

AGGAGTTCGAGACCAGCCTGACCAACATAGTGAAACCCCATCTCTACCAAAAATACAAAAATTAGCCGGGTGTGA
TGACGGGCGCCTGTAGTCCCAGCTACTTGGGATGCTGAGGCAGGAGAATCGCTTGAACCCGAGAGGCAG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAA

>NLRP3
AGGCCGGGCACAGTGGCTCACGCCTGTAATCCCAGCACTTTGAGAGGCCAAGGCAGGCAGATCACCTGAGCTGA

GGAATTCAAGACCAGCCTGGCCAACATGGCAAAACTGTGTCTCTACTAAAAGTACAAAAATGAGCCGGGTGTGGT
GGCGGGCGCCTGTAATCCCAGCTACTCAGGAAGTTGAGGTAGGAGAA

>hsamiR1972



TCAGGCCAGGCACAGTGGCTCA

>AANUO01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAA

>NLRP3
CAAGTCAAAATCTTTAATTTTGAAAAGTTAGCCAAGGCCGGGCACAGTGGCTCACGCCTGTAATCCCAGCACTTTG

AGAGGCCAAGGCAGGCAGATCACCTGAGCTGAGGAATTCAAGACCAGCCTGGCCAACATGGCAAAACTGTGTCT
CTACTAAAAGTACAAAAATGAGCCGGGTGTGGTGGCGGGCGCCTGTAATCCCAGCTACTCAGGAAGTTGAGGTA
GGAGAA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952 RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGT
GGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTG
CAGTGAGGTGAGATTGTGCTACTGCACTCCAGCC

>STRBP
GGCCAGTCACAGTGGCTCATACCTGTAATTCCAGCACTTTAGGAGCCAAGGCGGGTGGATCACCTGAGGTCAGGA

GTTCGAGACCAGCCTGGCCAACATGGTGAAACCCCGACGCTACTAAAAATACAAAAATTAGCCAGGCATGGTGGT
GCGCACCTGTAGTCCCAGCTACTCAGGAAGCCGAGGCAGAATTGCTTGAACCTGGGAGGCGGAGATTGCAGTGA
GCCGAGATTGCGCCACTGTACTCCAGCC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
CAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAGGAG
TTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGTGGCA
TGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTGCAGT
GAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAA

>TMEM130
CAGGCACGGTGGCTCATGCCTGTAATTCCAGCACTTTGGGAGGCCGAGGTGGGTGGATCACCTGAGGTCAGGCG

TTTGAGACCGGCCTGGCCAACATGGCGAAACCCCGTCTCTACTAACAATACAAAATTAGCCGGGTGTGGTGGCGA
ACGCCTGTAATCTCAGCTACTCGGGAGGCTGAGGCCGGAGAATTACTTGAACCTGGGAGATGGTGGTTGCCGTGA
GCCGAGATTGCGCCACTGCACTCCAGCCTGGGCAA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
CAGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTC
AGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTG
GTGGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGAT
TGCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGACT

>DDB1
CAGGCCAGGCACAGTGGCTCACGCTTGTAATTCCAGCACTTCGGGAGGCCGAGGCAGGCAGATCACAAGGGCAA

GAGTTCGAGACCAGGCTGGCCAACACAGTGAAACCCCATCTGTACTAAAAATACAAAAATTAGCTGGGCATGGTG



GCACGCGCCTGTAATCCCAACTACTCAGGAGGCTGGGCCAGGAGAATCGCTTGAACCTGGGAGGTAGAGGTTGC
AGTGAGCCGAGATCGTGCCACTGCACTCCAGCCTGGACGACAGGGTGAGACT

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCC

>HARS
AGGCCAGGCACAGTGGCTCACGCCTGTAATCCCAGCACTTCGGGAGGCCAAGGCAGATGGATTGCCTGAGGTCA

GGGGTTCGAGACCAGCCTGGCCAACATGGTGAAACCTCGTCTCTACTAAAAATACAGAAATTAGCC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA
>AANU01178229.1_7254x6952_RF00100_7SK
CCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGC
>ADCY6
CCAGGCACAGTGGCTTACACCTGTAATCCCAGCACTTTGTGAGGC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA
>AANU01178229.1_7254x6952_RF00100_7SK
CCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGC
>ADCY6
CCAGGCACAGTGGCTTACACCTGTAATCCCAGCACTTTGTGAGGCCGAGA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAGGAGTT
CGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGTGGCAT
GCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTGCAGTG
AGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGACT

>LRRC37A
GGCACAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGACGCCAAGGTGGGTGGATCACTTGAGCTCAGGAGTTC

AAGACCAGCCTGGCCAACATGATGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTGAGTGTGGTGACGCGT
GTCTATAATCCCAGCTACTCAGGAGGCTGAGGTAGGAGAATCACTTGAACCTGGGAGGTGGAGGTTGCAATGAG
CTGGGATCATACCACTGCACTCCAGCCTGGACAACAGAGCGAGACT

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952 RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGT
GGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGG

>D2HGDH



GGCCGGGCACAGTGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCTGAGGTGGGTGGATCACCTGAGGTCAC
GAGTTCGAGACCAGCCTGGACAACACGGCAAAACCCTGTCTGTACTAAAAATACAAAAATTAGCTGAGTGTGGTG
GCAGGTGCCCGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATTGTTTGAACCCGGGAGG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952 RF00100_7SK
GCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAGG
AGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGTG
GCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTGC
AGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGA

>BRF1
GCCAGGCACAGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGTCGAGGCGGGCGGATCATGAGGTCAGGAG

ATCAAGACCATCCTGGCTAACACGGTGAAACCCCGTCTCTAATAAAAATACAAAAAATTAGCCAGGCGTGGTGGC
AGGCGCCTGTAGTCCCCCCTACTCAGGAGGCTGAGGCAGGAGAATGGCATGAACCCGGGAGGCAGAGCTTGCAG
TGAGCTGAGATGGCACCACTGCACTCCAGCCTGGGCGACAGA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA
>AANU01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGG
>BRF1
AGGCCGGGCACAGTGGCTCACACCTGTTATCCCAGCACTTTGGGAGGCTGAGG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
CAGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTC
AGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAAT

>BRF1
CAGGCCAGGACAGTGGCTCACGCCTGTCATCCCAGCACTTTGGGAGGCAGAGGTGGGAGGATAGCTTGAGCCCA

GGAGTTCGAGACCAGCCTGGGCAACAAAGTGAGATCCCTGTCTCTACAAAAAAT

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAGGAGTT
CGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGTGGCAT
G

>BRF1
GGCACAGTGGCTCACATCTGTGATCTCAGCACTTTGGGAGGCTGAGGAGGGAGGATTGCTTGAGTCCAGGAGTTT

GAGACCAGCCTAAGCAACATGGCAAAACCCTGACTCTACAAAAACTACAAAAACTTAGCCGGTTGTGGTAGCATG

>hsamiR1972
TCAGGCCAGGCACAGTGGCTCA
>AANU01178229.1 7254x6952 RF00100_7SK



AATTCAGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAG
GTCAGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCT

>CDK10
AATTGAGGCCAGGCACAGTGGCTCATGTGTGCAATCCCAGCACTTTGGGAGACCAAGCAGGGCGGATAACTTGA

GGTCAGGAGTTTGAGACCTCCCTGGCTAACATGGCAAAACCCTGTCT

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAGGAGTTC
GAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGTGGCATG
CACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTGCAGTGA
G

>BACE1
GCACAGTGGCTCACAACTGTAATCCCAACACTTTGAGAGGCTAAGGCGGGTGGATCACTTGAGGTCAGGAGTTCA
AGACCAGCCTGGTGAATGTAGTAAAATCCCATCTCTACTAAAAATACAAAGATTAGCCGGGTGTGGTGACGCACG

CCTATAATCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATCACTTGAACCCAGGAGGCGGAGGTTGCAGTGAG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGT
GGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTG
CAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAG

>PRR19
GGCCAGCCGCAGTGGCCCATACCTATAATCCTAGTACTTTGGGAGGCCAAGGCAGGCAGATTACCTGAGGTCAGG
AGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCCATCTCTACTAAAAATACAAAAATTAGCCAGACGTGGTGG
CATGCACCTGTAATTCCAGCTACTCAAGAGGCTGAGGCAGGAGAATCACTTGAACCCAGGAGGTGGAGGTTGCG
GTGAGCTGAGATCATGCCATTGCACTCCAGCCTGGGCAACAGAGCAAGACTCCATCTCAAAAAAAAAAAAAATTA
GCTGGGCATGGTGGTGCACGCCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATTGCTTGAACCCAGA
AGGCAGAAGTTGCAGTGAGTCACGATTGTGCCACTGCACTTCAGTCTGGGCAATAGAGTGAGACTCCATCTCAAA
AACAAAACAAAACAAAACAAGTGAATAGGGAGATGTTTTGGGGTGTGGTGGGAATACTATTTAGAATGACCAGA
TGAGGCCAGGCATGGTGGCTCA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA
>AANU01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGC
>PRR19
AGGCCAGGCATGGTGGCTCAAATCTGTAATCCTAGCACTTTGGGAGGCTGAGGC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGT



GGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTG
CAGTGAG

>ADAMTSL2
GGCCAGGCGCAGTGGCTCATGCCTATAATCCCAGCAGTTTGAGAGGCTGAAGCAGGGGGATCACACGAGGTCAG

GAGTTTGAGACCAGCATGGCCAACATGGTAAAATCCTGTCTCTACTAAAAATACAAAAATTAGCTGGGCGTGGTG
GCGGGCACCTGTAATCCCAGCTACTCGGAAGGCTGAGGCAGGAGAATTGCTTGAACCTGGGAGGTGGAGGTTGC
AGTGAG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
CAGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTC
AGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTG
GTGGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGAT
TGCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAG

>NCOA6
CAGGCCAGGCGCAGTGGCTCACACCTGTAATCCCAGCACTTTAGGAGGCCAAGACGGGTGGATCACTTGAGGTCA

GGAGTTTGAGACCAGCCTGGCCAACATGATGAAACCCCATCCCTACTAAAAACACAAAAATCAGCCAGGTGTGGT
GGCACATGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAAGAGAATCACTTGAACCTGGGAGACGGAGGTTA
CAATGAGCTGAGATGGCACGACTGCACTCCAGCCTGGGCGACAGAG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
CAGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTC
AGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTG
GTGGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGAT
TGCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGACT

>AGAP10
CAGGCCAGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGTGGATCATCTGAGGTC

AGGAGTTCGAGACCAGCTTCGCCTACATAGTGAAATCTCGTCTCCACTAAAAAAAAAATCACAAAAATTAGCCGGG
CGTGGTGGCAGGCGCCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATCCCTTGAACCCGGGAGGCAG
AGGTTGCAGTGAGCCAAGACTGTGCCACAGCACTCCAGCCTGGGTGACAGAGTGAGACT

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGT
GGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGG

>MSH5
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGTGGGTAGATCACCTGAGGTCAG

GAGTTCGAGATCAGCCTCACCAACATGGTGAAACCCTGTCTCTACTCAAAATACAAAAATTAACTGGGCTTGGTGG
CATGCACATGTAATTCCAGCTACTTGGGAGGCTGAGGCAGGAGAATCTCTTGAACCCGGGAGG

>hsamiR1972
TCAGGCCAGGCACAGTGGCTCA



>AANUO01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAG

>GNB2L1
AGGCCGGGCACGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAGG

AGATCGAGACCATCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952 RF00100_7SK
TTAAAAATTCAGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCAC
CTGAGGTCAGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGC
CAGATGTGGTGGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAG
GCAGAGATTGCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGACT

>SULT1A3

T

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952 RF00100_7SK
TTAAAAATTCAGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCAC
CTGAGGTCAGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGC
CAGATGTGGTGGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAG
GCAGAGATTGCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGACT

>SULT1A4
TTAAATATTTAGGCCGGGCACGGTGGCTCATGCCTGTAATACCAGCATTTTGGGAGGCTTAGGTGGGCAGGATCA

CCTGAGGTCAGGAGTTTGAGACCAGCCTGGCCAACATGGTTGAAACCCCATCTCTACTAAAAATACAAAAATTAGC
CAGGCGCGGTGGCAGGCGCGTGTAATCCCAGCTACTCTGGAGGCTGAGGAAGGAGAATTGCTTGAAACCAGGAG
GCAGAGGTTGCAGTGAGCTGAGATCGCGCCACTACACTCCAGCCTGAGCGACAGAGTAAGACT

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGT
GGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGG

>MSH5
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGTGGGTAGATCACCTGAGGTCAG

GAGTTCGAGATCAGCCTCACCAACATGGTGAAACCCTGTCTCTACTCAAAATACAAAAAATTAACTGGGCTTGGTG
GCATGCACATGTAATTCCAGCTACTTGGGAGGCTGAGGCAGGAGAATCTCTTGAACCCGGGAGG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952_ RF00100_7SK
TCAGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTC
AGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTG



GTGGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGAT
TGCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGAC

>CTD-3025N20.2.1

T

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952 RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATT
GCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGAC

>RP11-566K11.2.1
AGGCCAGGTACAGTGGCTCATGCCTGTAATCCCAACACTTTGGGAGGCCGAGGCGGGTGGATCACGAAGTCAGG

AGATCGAGACCATCCTGGCTAACATGGTGAAACCCCGTCTCTACTAAAGATACAAAAAATTAGCCGGGAATGGTG
GCGGGTGCCTGTAGTCCCAGCTACTCGGGAGGCTGAAGCAGGAGAATCACTTGAACCCAGGAGGTGGAGCTTGC
AGTGAGCTGAGATCATGCCATTGCACTCCAGCCTGGGCGACAGAGTGAGAC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATT
GCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGAC

>RP11-566K11.2.1
GGCCGGGCACAGTGGCTCATGACTGTAATCCCAGCACTTTGGGAGGCTGACGTGGGAGGACCCCAGGAGTGTAG

ACAAAGATGCGCTTTGGAATGGAGACACAGGAGATGTGTTTTAAGATGCCTCTAGTAGGCCAGGTACAGTGGCTC
ATGCCTGTAATCCCAACACTTTGGGAGGCCGAGGCGGGTGGATCACGAAGTCAGGAGATCGAGACCATCCTGGCT
AACATGGTGAAACCCCGTCTCTACTAAAGATACAAAAAATTAGCCGGGAATGGTGGCGGGTGCCTGTAGTCCCAG
CTACTCGGGAGGCTGAAGCAGGAGAATCACTTGAACCCAGGAGGTGGAGCTTGCAGTGAGCTGAGATCATGCCA
TTGCACTCCAGCCTGGGCGACAGAGTGAGAC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA
>AANU01178229.1_7254x6952_RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGA
>RP11-566K11.2.1
GGCCGGGCACAGTGGCTCATGACTGTAATCCCAGCACTTTGGGAGGCTGA

>hsamiR2054
CTGTAATATAAATTTAATTTATT
>EnSpm2_SB_EnSpm_Sorghum_bicolor
TAATATAAATTTAA

>MYLK

TAATATAAATTTAA



>hsamiR2054
CTGTAATATAAATTTAATTTATT
>EnSpm2_SB_EnSpm_Sorghum_bicolor
TTCCTGTAATATAAATTTAA

>MYLK

TTCTTTTAATATAAATTTAA

>hsamiR2054
CTGTAATATAAATTTAATTTATT
>EnSpm2_SB_EnSpm_Sorghum_bicolor
AAATTTAATTTATT

>MORF4L2

AAATTTAATTTATT

>hsamiR2054
CTGTAATATAAATTTAATTTATT
>EnSpm2_SB_EnSpm_Sorghum_bicolor
AATATAAATTTAAT

>NPAS3

AATATAAATTTAAT

>hsamiR2054
CTGTAATATAAATTTAATTTATT
>EnSpm2_SB_EnSpm_Sorghum_bicolor
ATATAAATTTAATTTATTC

>AMN1

ATTTAAATTTAATTTCTTC

>hsamiR548s
ATGGCCAAAACTGCAGTTATTTT
>MADE1

ACTGCAGTTATTTT

>NUDT6

ACTGCAGTTATTTT

>hsamiR548s
ATGGCCAAAACTGCAGTTATTTT
>MADE1

GGCCAAAACTGCAG

>SETD4

GGCCAAAACTGCAG

>hsamiR548s
ATGGCCAAAACTGCAGTTATTTT
>MADE1

CAAAACTGCAGTTAT

>DMBT1

CAAAACTGCAGTTAT



>hsamiR3134
TGATGGATAAAAGACTACATATT
>L1PB1
GGATAAAAGACTACATATTGGGTACA
>AC023632.1
GGATAAAAGACTACATATTGGGTACA

>hsamiR466
ATACACATACACGCAACACACAT

>CR1_79 HM_CR1_Hydra_magnipapillata
ACACATACACATACAC

>FAS

ACACATACACATACAC

>hsamiR3137
TCTGTAGCCTGGGAGCAATGGGGT
>GOLEM
TGGGAGCAATGGGGTGT

>CLIP3

TGGGAGCAATGGGGTGT

>hsamiR3142
AAGGCCTTTCTGAACCTTCAGA
>COPIA1-LTR_LC
AGGCCTTTCTGAACCT
>SLC35E2
AGGCCTTTCTGAACCT

>hsamiR1273c

GGCGACAAAACGAGACCCTGTC

>Alu)
TCACGCCTCTGCACTGCAGCCTGGGCGACAAAACGAGACCCTGTCT
>ZNF687
TCACGCCACTGCACTCCAGCCTGGACAGAGCGAGACCCTGTCT

>hsamiR1273c

GGCGACAAAACGAGACCCTGTC

>Alu)

TCCCAGCACTTTGGGAGGCTGAGG

>ZNF687
CGAGACCCTGTCTCAAAAAAAAGAAATATAGGGGGCTGGGCATGGTGGCTCACGCCTGTAATCCCAGCACTTGGG

GAGGCAGAGG

>hsamiR3149

TTTGTATGGATATGTGTGTGTAT

>Chapaev_8 HM_Chapaev_Hydra_magnipapillata
ATGTGTGTGTATGTGTGTGTATACA

>KLRF1



ATGTGAGTGAATGTGTGTGTATACA

>hsamiR3149

TTTGTATGGATATGTGTGTGTAT

>Chapaev_8 HM_Chapaev_Hydra_magnipapillata
GTGTGTGTATGTGTGTGTATACA

>ALPL

GTGTGTGCATGTGTGTGTATACA

>hsamiR3149

TTTGTATGGATATGTGTGTGTAT

>Chapaev_8 HM_Chapaev_Hydra_magnipapillata
TATGTGTGTGTATGTGTGTGTATACA

>LRRN2

TATGTGTGTGTATGTGTGTGTGTACA

>hsamiR3149

TTTGTATGGATATGTGTGTGTAT

>Chapaev_8 HM_Chapaev_Hydra_magnipapillata
GTGTATGTGTGTGTAT

>LRRN2

GTGTATGTGTGTGTAT

>hsamiR3149

TTTGTATGGATATGTGTGTGTAT

>Chapaev_8 HM_Chapaev_Hydra_magnipapillata
ATATGTGTGTGTATGTGTGTGT

>ST8SIA3

ATATGTGTGTGTGTGTGTGTGT

>hsamiR3149

TTTGTATGGATATGTGTGTGTAT

>Chapaev_8 HM_Chapaev_Hydra_magnipapillata
ATATGTGTGTGTATGTGTGTGT

>PCDHB16

ATATGTGTGTGTGTGTGTGTGT

>hsamiR3150a_3p
CTGGGGAGATCCTCGAGGTTGG
>GRANDE1_ZD |
AGGCTGGGGAGATCC
>RP11-111M22.2.1
AGGCTGGGGAGATCC

>hsamiR3150a_3p
CTGGGGAGATCCTCGAGGTTGG
>GRANDE1_ZD |
AGGCTGGGGAGATCC



>RP11-111M22.2.1
AGGCTGGGGAGATCCGTTCTGGGA

>hsamiR3164
TGTGACTTTAAGGGAAATGGCG
>MER6B

CTGTGACTTTAAGGG

>UBFD1

CTGTGACTTTAAGGG

>hsamiR3195

CGCGCCGGGCCCGGGTT

>TguERVKIN3 | ERV2_ Estrildidae
GGCGCGGGGGGTGGCGGGGGCGGGGCGGCGGCGGGGGC

>CABLES2
GGCGCGGCGGGTGGCGGGGGCCCGGCGGGGCCGGGGGCCGGGLCCCGGG

>hsamiR3195

CGCGCCGGGCCCGGGTT
>TguERVKIN3 | ERV2_ Estrildidae
GGCGGCGGCGGGGGCGGCGGGCGCGGGGGCGGLGE
>GNB2
GGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGLGG

>hsamiR3195

CGCGCCGGGCCCGGGTT
>TguERVKIN3 | ERV2_ Estrildidae
GGCGGCGGCGGGGGCGGCGGGCGCGGGGGCGGLG
>GNB2
GGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCG

>hsamiR3195
CGCGCCGGGCCCGGGTT
>TguERVKIN3 | ERV2_ Estrildidae
AGCCGCCGCGCCGGGCCC
>ZNF559
AGCCGCCGCGCCGGGCCC

>hsamiR3200_3p
CACCTTGCGCTACTCAGGTCTG
>LTR16D2
GCTACTCAGGTCTG

>SKP2

GCTACTCAGGTCTG

>hsamiR1273d
GAACCCATGAGGTTGAGGCTGCAGT
>AluSq



GAGACCAGCCTGGCCAACATGTTGAAACCCCATCTCTACTAAAACCACAAAAATTAACCTGGTGGTGTGTTGGGCA
CCTGTAATCCCAGCTACTCGGTAGGCTGAGGTAGGAGAATCGCTTGAACCCATGAGGTTGAGGCTGCAGTGAGCC
AAGATCGTGCCACTGCACTTCAGCCTGGGTGACA

>RNF4
GAGACCAACCTGGCCAACATGGTGAAACCCCACCTCTACTAAAAATACAAAAATTAGCCAGGCATGGTGGTGGGC

ATCTGTAATCCCTGCCACTCAGGAGGCTGAGGCAGGAGAACCCCTTGAACTCGGGAGGCAGAAGTTGCAGTGAG
CCAAGATTGCGCCATTGCACTCCAACCTGGGTGACAGACTGAGACTTTGTCTCAAAAAAAAAAAAAAAAAAGAAT
GAATGAATGAAATTATCAAGCTCTAGGGCCAGGCATGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAAGCCA
AGGCAGGATTGCTTGAGCCCAGGAGTTCTGGACCAGCCTGGGCAACATGGTGAAACTCCTTCTCTACAAAATATTA
ATACCAAAGAAAAAAAAAAATTAGCAGGGTGTGGTGGCACGTGCCTGTAGTCCCAGTTACTCAGGAGGCTAAGAT
GGGAGGATCGCTTGTGCCCTGGGAGGTTGAGGCT

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
AGGTTGAGGCTGCAGTGAGCCAAGATCGTGCCACTGCACTTCAGCCTGGGTGACA
>NUCB2
AGGTTTAGGCTGCAGTGAGCTGTGATTATGCCATTGCACTCCAGCCTGGGGGACA

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
CCTGTAATCCCAGCTACTCGGTAGGCTGAGGTAGGAGAATCGCTTGAACCCATGAGGTTGAGGCTGCAGTGAGCC
AAGATCGTGCCACTGCACTTCAGCCTGGGTGACAAGAGCGAAACTTCATCTCAAAAAAAAAA

>AACS
CCTGTAGTCCCAGCTACTCGGGAGGCTAATGCAGGAGAATCGCTTGAACCCAGGAGGCAGAGGTTGCAGTGAAC

CAAGATAGTGCCACTGCACTCCACCCTGGGCGACAGAGTGAGACTCCATCTCAAAAAAAAAA

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
GCACCTGTAATCCCAGCTACTCGGTAGGCTGAGGTAGGAGAATCGCTTGAACCCATGAGGTTGAGGCTGCAGTGA
GCCAAGATCGTG

>AACS
GCACCTGTGGTCCTAGCTACTCAGGAGGCTGAGGTGGGAGGATCACTTGAGCCTGGGAGGTGGAGGCTGCAGTA

AGCCATGATCGTG

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
ACCTGTAATCCCAGCTACTCGGTAGGCTGAGGTAGGAGAATCGCTTGAACCCATGAGGTTGAGGCTGCAGTGAGC
CAAGATCGTGCCACTGCACTTCAGCCT

>NUP50
ACCTGTAATCCCAGCTACTCCGGAGGCTGAGGCAGGAGAATCTCTTGAACCCAGGAGGTGGAGGTTGCAGTGAG

CTGAGATCGCGCCAATGCACTCCAGCCT

>hsamiR1273d



GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
CACCTGTAATCCCAGCTACTCGGTAGGCTGAGGTAGGAGAATCGCTTGAACCCATGAGGTTGAGGCTGCAGTGAG
CCAAGATCGTGCCACTGCACTTCAGCCTGGGTGACA

>CENPI
CACCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATCACTTGAACCCAGGAGGTGAAGGCTGCAGTGA

GCAGAGATTGCACTACTGCACTCCAGCCTGGGTGACA

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
CCTGTAATCCCAGCTACTCGGTAGGCTGAGGTAGGAGAATCGCTTGAACCCATGAGGTTGAGGCTGCAGTGAGCC
AAGATCGTGCCACTGCACTTCAGCCTGG

>PSMD9
CCTGTAATCCCAGCTACTTGGGAGGCTGAAGCAGGAGAATTACTTGAACCCAGGAGGTGGAGGTTGCAGTGAGC

CGAGATCGCACCACTGCCCTCCAGCCTGG

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
AGCACTTTGGGAGACTGAGGTGGGCGGATCATATGAGGTCAGGAGTTTGAGACCAGCCTGGCCTACATGGTGAA
ACCCTGTCTCTACTAATAATACAAAAATTACCCGGGCGTG

>TMEM180
AGCACTTTGGGAGGCCGAGGCAGGTGGATCACCTGAGGTCAGGAGTTTGAGACCAGCCTGGCCAACATGGCGAA

ACCCCGTCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGGGTGCTTGTAATCCCATCTACTCATGAGGT
TGAG

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq

GAGACCAGCCTGGCCAACATGTTGAAACCCCATCTCTACTAAAACCACAAAAATTA

>TMEM180
GAGACCAGCCTGGCCAACATGGCGAAACCCCGTCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGGGT

GCTTGTAATCCCATCTACTCATGAGGTTGAG

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
CCTGTAATCCCAGCTACTCGGTAGGCTGAGGTAGGAGAATCGCTTGAACCCATGAGGTTGAGGCTGCAGTGAGCC
AAGATCGTGCCACTGCACTTCAGCCTGG

>Z/NF687
CCTGTAATCGCAGCTACAAAGGAGGCTGAGGCAGGAGAATCGCCTGAACCCATGAGGTTGAGGTTTCAATGAGC

CAAGATCACGCCACTGCACTCCAGCCTGG

>hsamiR1273d
GAACCCATGAGGTTGAGGCTGCAGT
>AluSq



GTGGCTCACACCTGTAATCCTAGCACTTTGGGAGACTGAGGTGGGCGGATCATATGAGGTCAGGAGTTTGAGACC
AGCCTGGCCTACATGGTGAAACCCTGTCTCTACTAATAATACAAAAATTA

>ZNF687
GAACCCATGAGGTTGAGGTTTCAATGAGCCAAGATCACGCCACTGCACTCCAGCCTGGACAGAGCGAGACCCTGT

CTCAAAAAAAAGAAATATAGGGGGCTGGGCATGGTGGCTCACGCCTGTAATCCCAGCACTTGGGGAGGCAGAGG
CGGGCGGATCACGAGGTCAGGAGATCAAGACCATCCTGGCCAAGATAGTGAAACCCCGTCTCTACTAAAAATACA
AAAATTA

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
GAGACCAGCCTGGCCAACATGTTGAAACCCCATCTCTACTAAAACCACAAAAATTAACCTGGTGGTGTGTTGGGCA
CCTGTAATCCCAGCTACTCGGTAGGCTGAGGTAGGAGAATCGCTTGAACCCATGAGGTTGAGGCTGCAGTGAGCC
AAGATCGTGCCACTGCACTTCAGCCTGGGTGACA

>AKAP6
GAGACCAGCCTGGCCAACATAGTGAAACCCCGTTTCTACCAAAAATACAAAAATTAGCCAGGCACGGTGGTGCAT

GCCTGTAATCCCAGCTACTTGAGAGGCTGAGGCAGGAGAATCGCTTGAACCCAGGAGGTGGAGGCTGCAGTGAG
CTGAGATCGTGCCACCGCACTCCAGCCTGGGTGACA

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
GCTGAGGTAGGAGAATCGCTTGAACCCATGAGGTTGAGGCTGCAGTGAGCCAAGATCGTGCCACTGCACTTCAGC
CTGGG

>D2HGDH
GCTGAGGCAGGAGAATGGTTTGAATCCGGGAGGTGGAGGCTGCAGTGAGCCAAGATCGTGACATTGCACTCCAG

CCTGGG

>hsamiR1273d
GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
GGAGAATCGCTTGAACCCATGAGGTTGAGGCTG
>BRF1
GGAGAATCGCTTGAGCCCAGGAGGTTGAGGCTG

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
CTGTAATCCCAGCTACTCGGTAGGCTGAGGTAGGAGAATCGCTTGAACCCATGAGGTTGAGGCTGCAGTGAGCCA
AGATCGTGCCACTGCACTTCAGCCTGGGTGACA

>BRF1
CTGTAGTCCCAGCTACTTGGGAGGCTGAGGTAGGAGGATTGCTTGAGCCCAGAAAGTTGAGGCTGCAGTGAGCT

GAGATCACACCACTCCACTCCAGCCTGGGCGACA

>hsamiR1273d
GAACCCATGAGGTTGAGGCTGCAGT
>AluSq



CAGCTACTCGGTAGGCTGAGGTAGGAGAATCGCTTGAACCCATGAGGTTGAGGCTGCAGTGAG
>BRF1
CAGCTACTTGGGAGGCTGAGGCAGGAGAATCGCTTGAACCCAGGTGACTGAGGCTGCAGTGAG

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
GCTTGAACCCATGAGGTTGAGGCTGCAGTGAGCCAAGATCGTGCCACTGCACTTCAGCCTGGGTGACA
>NCOA6
GCTTGAGCCCAGGAGGTTGAGGCTGCAGTGAGCCGAGATCGCACCACTGCACTCCAGCCTCGGTGACA

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
AGGTTGAGGCTGCAGTGAGCCAAGATCGTGCCACTGCACTTCAGCC
>AGAP10
AGGTTGTGGCTGCAGTGAGCCGTGATCACGTCACTGCACTCCAGCC

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
GTGGCTCACACCTGTAATCCTAGCACTTTGGGAGACTGAGGTGGGCGGATCATATGAGGTCAGGAGTTTGAGACC
AGCCTGGCCTACATGGTGAAACCCTGTCTCTACTAATAATACAAAA

>LTB4R
GTGGTTCATACCGGTAATCCCAGCACTTTGGGAGGCTGAGGGGAGCAGATCACTTGATGTTAGCAGTTTGAGACC

AGCCTGGCCAACATGGTGAAACCCCGTCTCTACTAAAAATACAAAAGATAGCTGGGTGTAGTGGCATGTGCCTGT
AGTCTCAGCTACTTGGGAGGCTGAGGCAGGAGAATCATGTGAACCCAGGAAGTGGAGGCTGCAGT

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
CCTGTAATCCCAGCTACTCGGTAGGCTGAGGTAGGAGAATCGCTTGAACCCATGAGGTTGAGGCTGCAGTGAGCC
AAGATCGTGCCACTGCACTTCAGCCTGGGTGACAAGAGCGAAACTTCATCTCAAAAAAAAAA

>LTB4R
CCTGTAGTCTCAGCTACTTGGGAGGCTGAGGCAGGAGAATCATGTGAACCCAGGAAGTGGAGGCTGCAGTGAGC

TGAGATCGCACCACTGCACTCCAGCCTGAATGACAGAGCGAGACTCCATCTCAAAAAAAAAA

>hsamiR1273d
GAACCCATGAGGTTGAGGCTGCAGT
>AluSq
ACCCATGAGGTTGAGGCTGCAGTGAGC
>AC010336.2
ACCCAGGAGGTTGAGGCTGCAGTGAGC

>hsamiR1273d
GAACCCATGAGGTTGAGGCTGCAGT
>AluSq



TGGGCACCTGTAATCCCAGCTACTCGGTAGGCTGAGGTAGGAGAATCGCTTGAACCCATGAGGTTGAGGCTGCAG
TGAGCCAAGATCGTGCCACTGCACTTCAGCCTGGGTGACAA

>AC017104.2.1
TGGGCGCCTGTAATCCCAGCTACTTGAGAGGCTGAGGCAGGAGAATTGCTTGAACCCAGGAGGCAGAGGCTGCA

GTGAGCCGAGATCGCGCCATCGCACTCCAGCCTGGGCGACAA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
CCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAGGAGTTCGAGACCAGCCTGGCC
AACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGTGGCACGCAGCTGTAATCCCAGC
AATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTGCAGTGAGGTGAGATTGTGCTAC
TGCACTCCAGCCTGGGCAACAGAGTGAGACTC

>AACS
CCTGTAATCCCAGCACTTTGGGAGGCTGAGGTGGGCGGATCATGAGGTCAGGAGTTCAAGACCAGCCTGACCAAC
ATGGTGAAATCCCATCTCTACTAAAAATACAAAAATTACCCAGGCATGGTGGCACGTGCCTGTAGTCCCAGCTACT
CGGGAGGCTAATGCAGGAGAATCGCTTGAACCCAGGAGGCAGAGGTTGCAGTGAACCAAGATAGTGCCACTGCA

CTCCACCCTGGGCGACAGAGTGAGACTC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
CAGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTC
AGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATA

>AACS
CAGGCCAGGCACGGTGGCTCATGCCTGTAATCCCATCATTTTGGGAGGCCAAGGTGGGAGAATCACTTGAGGTTA

GGAGTTCAAGAACAGCCTGGGCAACATGGTGGAACCCCGTCTCTACAAAAAATA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATA

>AACS
GGCCAGACACAGTGGCTCACACCTGTAATCCCAGCATTTCGGGAGGCCAAGGTGGGTGGATCACCTGAGGTCAG

GAGCTCGAGACCAGCCTGACCAACACGGTGAAATCTCATCTCTACTAAAAATA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
TTCAGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGG
TCAGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGT
GGTGGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGA
TTGCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGACTC

>SLC24A6
TTCAGGCCGGGCACGGTGGCTCACCGCCTGTAATCGCAGCACTTTGGGAGGCCGAGGCGGGCAGATCACCTGAG

GTCAGGAGTTCGAGACCAACTTGGCCAACATGGTGAAACCTTGTCTCTACTAAAAATACAAAAATTAGTCAGGCTG



GTGTCACACACCTGTAATCCCAGCTACTCGAGAGGCTGAGGTGGGAGAATCGCTTGAACCCGGGAGGCAGAAGT
TGCAGTGAGCCTAGATCATGCCAGTGTACTCTAGCCTGGGCGACTGAGTGAGACTC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAGG
AGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACT

>EIF3E
GCCAGGCGCAGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCAGGCGGATCACGAGGTCAGGAG

ATCGAGACCATCCTGGCTAACACGGTGAAACCCTGTCTCTACT

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAGG
AGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGTG
GCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTGC
AGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGG

>AKT2
GCCAGGCGCAGTGGCTCATGCCTATAATCCCAGCACTTTGGGAGGCTGAGGCGGATGGATCACAAGGTCAGGAG

TTCGAGACCAGCCTGGCCAACATGGTGAAACCCCGTCTCTACTAAAAATACAAAAATTAGTCAGGGGTGGCATTCG
CCTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATTGCTTGAACCCGGGAGGCGGAGGGTGCAGTGAGCAG
AGATCGCACCACTGCACTCCAGCCTGG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGT
GGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTG
CAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGACTC

>FAM54B
GGCCAGGCGCAGTGGCTCACATCTGTAATCCCAGCACTTTGGGAGGCCGAGGTGGGCGGATCACGAGGTCAGGA

GAGCGAGACCATCCTGGCTAACACAGTGAAGCCCTGTCTCTACTAAAAATACAAAAAATTAGCCAGGTGTGGTGG
CGGGCACCTGTAGTACCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCAGGAGGCAGAGCTTGCA
GTGAGCCGAGATCACGCCACTGCACTCCAACCTGGGTGACAGAGCGAGACTC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952_ RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGC
>GPR172B
AGGCCAGGCACCGTGGCTCAGGCCTGTAATCCCAGCACTTTGGGAGGC

>hsamiR1972
TCAGGCCAGGCACAGTGGCTCA



>AANUO01178229.1_7254x6952_RF00100_7SK
GGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAGGAGTT
CGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGTGGCAC
GCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTGCAGTG
AGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGACTC

>Cl4orf79
GGCACAGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCTGACAGATCAGGAGGTCAGGAGTTCA

AGATCTGCCTGGCCAACATAGTGAAACCCCGTCTCTACTAAAAATACAAAAAAATAGCCGGGCGTGGTGATGGGC
GCCTGTCATCCCAGCTACTGGGGAGGCTGAGGCAGGAGAATCGCTTGAACCCGGGAGGCGGAGGTTGCAGGGA
GCGGAGATCGCGCCACTGCACTCCAGCCTGGGGGACAGAGTGAGACTC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952 RF00100_7SK
CAGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTC
AGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTG
GTGGC

>CNTN4
CAGGCCGGGCACGGTGGCTCACGCCTGTCATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAG

GAGATCGAGACCATCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAATTAGCCAGGCGTGGTG
GC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
CAGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTC
AGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTG
GTGGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAG
>SLC25A45
CAGGCCAGGCGCAGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGAAGGACCACCTGAGGTC

AGGAGTTCGAGACCAGCCTGACCAACATAGTGAAACCCCATCTCTACCAAAAATACAAAAATTAGCCGGGTGTGA
TGACGGGCGCCTGTAGTCCCAGCTACTTGGGATGCTGAGGCAGGAGAATCGCTTGAACCCGAGAGGCAG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAA

>NLRP3
AGGCCGGGCACAGTGGCTCACGCCTGTAATCCCAGCACTTTGAGAGGCCAAGGCAGGCAGATCACCTGAGCTGA

GGAATTCAAGACCAGCCTGGCCAACATGGCAAAACTGTGTCTCTACTAAAAGTACAAAAATGAGCCGGGTGTGGT
GGCGGGCGCCTGTAATCCCAGCTACTCAGGAAGTTGAGGTAGGAGAA

>hsamiR1972
TCAGGCCAGGCACAGTGGCTCA
>AANU01178229.1 7254x6952_ RF00100_7SK



AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAA

>NLRP3
CAAGTCAAAATCTTTAATTTTGAAAAGTTAGCCAAGGCCGGGCACAGTGGCTCACGCCTGTAATCCCAGCACTTTG

AGAGGCCAAGGCAGGCAGATCACCTGAGCTGAGGAATTCAAGACCAGCCTGGCCAACATGGCAAAACTGTGTCT
CTACTAAAAGTACAAAAATGAGCCGGGTGTGGTGGCGGGCGCCTGTAATCCCAGCTACTCAGGAAGTTGAGGTA
GGAGAA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952_ RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGT
GGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTG
CAGTGAGGTGAGATTGTGCTACTGCACTCCAGCC

>STRBP
GGCCAGTCACAGTGGCTCATACCTGTAATTCCAGCACTTTAGGAGCCAAGGCGGGTGGATCACCTGAGGTCAGGA

GTTCGAGACCAGCCTGGCCAACATGGTGAAACCCCGACGCTACTAAAAATACAAAAATTAGCCAGGCATGGTGGT
GCGCACCTGTAGTCCCAGCTACTCAGGAAGCCGAGGCAGAATTGCTTGAACCTGGGAGGCGGAGATTGCAGTGA
GCCGAGATTGCGCCACTGTACTCCAGCC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
CAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAGGAG
TTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGTGGCA
CGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTGCAGT
GAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAA

>TMEM130
CAGGCACGGTGGCTCATGCCTGTAATTCCAGCACTTTGGGAGGCCGAGGTGGGTGGATCACCTGAGGTCAGGCG

TTTGAGACCGGCCTGGCCAACATGGCGAAACCCCGTCTCTACTAACAATACAAAATTAGCCGGGTGTGGTGGCGA
ACGCCTGTAATCTCAGCTACTCGGGAGGCTGAGGCCGGAGAATTACTTGAACCTGGGAGATGGTGGTTGCCGTGA
GCCGAGATTGCGCCACTGCACTCCAGCCTGGGCAA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
CAGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTC
AGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTG
GTGGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGAT
TGCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGACTC

>DDB1
CAGGCCAGGCACAGTGGCTCACGCTTGTAATTCCAGCACTTCGGGAGGCCGAGGCAGGCAGATCACAAGGGCAA

GAGTTCGAGACCAGGCTGGCCAACACAGTGAAACCCCATCTGTACTAAAAATACAAAAATTAGCTGGGCATGGTG



GCACGCGCCTGTAATCCCAACTACTCAGGAGGCTGGGCCAGGAGAATCGCTTGAACCTGGGAGGTAGAGGTTGC
AGTGAGCCGAGATCGTGCCACTGCACTCCAGCCTGGACGACAGGGTGAGACTC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCC

>HARS
AGGCCAGGCACAGTGGCTCACGCCTGTAATCCCAGCACTTCGGGAGGCCAAGGCAGATGGATTGCCTGAGGTCA

GGGGTTCGAGACCAGCCTGGCCAACATGGTGAAACCTCGTCTCTACTAAAAATACAGAAATTAGCC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA
>AANU01178229.1_7254x6952_RF00100_7SK
CCAGGCACAGTGGCTCATGCCTGTAATCCCAGC
>ADCY6
CCAGGCACAGTGGCTTACACCTGTAATCCCAGC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAGGAGTT
CGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGTGGCAC
GCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTGCAGTG
AGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGACTC

>LRRC37A
GGCACAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGACGCCAAGGTGGGTGGATCACTTGAGCTCAGGAGTTC

AAGACCAGCCTGGCCAACATGATGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTGAGTGTGGTGACGCGT
GTCTATAATCCCAGCTACTCAGGAGGCTGAGGTAGGAGAATCACTTGAACCTGGGAGGTGGAGGTTGCAATGAG
CTGGGATCATACCACTGCACTCCAGCCTGGACAACAGAGCGAGACTC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952 RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGT
GGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGG

>D2HGDH
GGCCGGGCACAGTGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCTGAGGTGGGTGGATCACCTGAGGTCAC

GAGTTCGAGACCAGCCTGGACAACACGGCAAAACCCTGTCTGTACTAAAAATACAAAAATTAGCTGAGTGTGGTG
GCAGGTGCCCGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATTGTTTGAACCCGGGAGG

>hsamiR1972
TCAGGCCAGGCACAGTGGCTCA
>AANU01178229.1 7254x6952 RF00100_7SK



GCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAGG
AGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGTG
GCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTGC
AGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGA

>BRF1
GCCAGGCACAGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGTCGAGGCGGGCGGATCATGAGGTCAGGAG
ATCAAGACCATCCTGGCTAACACGGTGAAACCCCGTCTCTAATAAAAATACAAAAAATTAGCCAGGCGTGGTGGC
AGGCGCCTGTAGTCCCCCCTACTCAGGAGGCTGAGGCAGGAGAATGGCATGAACCCGGGAGGCAGAGCTTGCAG

TGAGCTGAGATGGCACCACTGCACTCCAGCCTGGGCGACAGA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA
>AANU01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGG
>BRF1
AGGCCGGGCACAGTGGCTCACACCTGTTATCCCAGCACTTTGGGAGGCTGAGG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952 RF00100_7SK
CAGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTC
AGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAAT

>BRF1
CAGGCCAGGACAGTGGCTCACGCCTGTCATCCCAGCACTTTGGGAGGCAGAGGTGGGAGGATAGCTTGAGCCCA

GGAGTTCGAGACCAGCCTGGGCAACAAAGTGAGATCCCTGTCTCTACAAAAAAT

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952 RF00100_7SK
GGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAGGAGTT
CGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGT

>BRF1
GGCACAGTGGCTCACATCTGTGATCTCAGCACTTTGGGAGGCTGAGGAGGGAGGATTGCTTGAGTCCAGGAGTTT

GAGACCAGCCTAAGCAACATGGCAAAACCCTGACTCTACAAAAACTACAAAAACTTAGCCGGTTGTGGT

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952 RF00100_7SK
AATTCAGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGA
GGTCAGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCT

>CDK10
AATTGAGGCCAGGCACAGTGGCTCATGTGTGCAATCCCAGCACTTTGGGAGACCAAGCAGGGCGGATAACTTGA

GGTCAGGAGTTTGAGACCTCCCTGGCTAACATGGCAAAACCCTGTCT

>hsamiR1972
TCAGGCCAGGCACAGTGGCTCA
>AANU01178229.1 7254x6952_ RF00100_7SK



GCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAGGAGTTC
GAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGTGGCACG
CAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTGCAGTGA
G

>BACE1
GCACAGTGGCTCACAACTGTAATCCCAACACTTTGAGAGGCTAAGGCGGGTGGATCACTTGAGGTCAGGAGTTCA

AGACCAGCCTGGTGAATGTAGTAAAATCCCATCTCTACTAAAAATACAAAGATTAGCCGGGTGTGGTGACGCACG
CCTATAATCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATCACTTGAACCCAGGAGGCGGAGGTTGCAGTGAG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGT
GGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTG
CAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAG

>PRR19
GGCCAGCCGCAGTGGCCCATACCTATAATCCTAGTACTTTGGGAGGCCAAGGCAGGCAGATTACCTGAGGTCAGG

AGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCCATCTCTACTAAAAATACAAAAATTAGCCAGACGTGGTGG
CATGCACCTGTAATTCCAGCTACTCAAGAGGCTGAGGCAGGAGAATCACTTGAACCCAGGAGGTGGAGGTTGCG
GTGAGCTGAGATCATGCCATTGCACTCCAGCCTGGGCAACAGAGCAAGACTCCATCTCAAAAAAAAAAAAAATTA
GCTGGGCATGGTGGTGCACGCCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATTGCTTGAACCCAGA
AGGCAGAAGTTGCAGTGAGTCACGATTGTGCCACTGCACTTCAGTCTGGGCAATAGAGTGAGACTCCATCTCAAA
AACAAAACAAAACAAAACAAGTGAATAGGGAGATGTTTTGGGGTGTGGTGGGAATACTATTTAGAATGACCAGA
TGAGGCCAGGCATGGTGGCTCA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA
>AANU01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGC
>PRR19
AGGCCAGGCATGGTGGCTCAAATCTGTAATCCTAGCACTTTGGGAGGCTGAGGC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGT
GGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTG
CAGTGAG

>ADAMTSL2
GGCCAGGCGCAGTGGCTCATGCCTATAATCCCAGCAGTTTGAGAGGCTGAAGCAGGGGGATCACACGAGGTCAG

GAGTTTGAGACCAGCATGGCCAACATGGTAAAATCCTGTCTCTACTAAAAATACAAAAATTAGCTGGGCGTGGTG
GCGGGCACCTGTAATCCCAGCTACTCGGAAGGCTGAGGCAGGAGAATTGCTTGAACCTGGGAGGTGGAGGTTGC
AGTGAG



>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
CAGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTC
AGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTG
GTGGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGAT
TGCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAG

>NCOA6
CAGGCCAGGCGCAGTGGCTCACACCTGTAATCCCAGCACTTTAGGAGGCCAAGACGGGTGGATCACTTGAGGTCA

GGAGTTTGAGACCAGCCTGGCCAACATGATGAAACCCCATCCCTACTAAAAACACAAAAATCAGCCAGGTGTGGT
GGCACATGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAAGAGAATCACTTGAACCTGGGAGACGGAGGTTA
CAATGAGCTGAGATGGCACGACTGCACTCCAGCCTGGGCGACAGAG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952 RF00100_7SK
CAGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTC
AGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTG
GTGGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGAT
TGCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGACTC

>AGAP10
CAGGCCAGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGTGGATCATCTGAGGTC

AGGAGTTCGAGACCAGCTTCGCCTACATAGTGAAATCTCGTCTCCACTAAAAAAAAAATCACAAAAATTAGCCGGG
CGTGGTGGCAGGCGCCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATCCCTTGAACCCGGGAGGCAG
AGGTTGCAGTGAGCCAAGACTGTGCCACAGCACTCCAGCCTGGGTGACAGAGTGAGACTC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGT
GGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGG

>MSH5
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGTGGGTAGATCACCTGAGGTCAG

GAGTTCGAGATCAGCCTCACCAACATGGTGAAACCCTGTCTCTACTCAAAATACAAAAATTAACTGGGCTTGGTGG
CATGCACATGTAATTCCAGCTACTTGGGAGGCTGAGGCAGGAGAATCTCTTGAACCCGGGAGG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952 RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAG

>GNB2L1
AGGCCGGGCACGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAGG

AGATCGAGACCATCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAG

>hsamiR1972



TCAGGCCAGGCACAGTGGCTCA

>AANUO01178229.1_7254x6952_RF00100_7SK
TTAAAAATTCAGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCAC
CTGAGGTCAGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGC
CAGATGTGGTGGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAG
GCAGAGATTGCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGACTC

>SULT1A3

T

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952_ RF00100_7SK
TTAAAAATTCAGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCAC
CTGAGGTCAGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGC
CAGATGTGGTGGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAG
GCAGAGATTGCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGACTC

>SULT1A4
TTAAATATTTAGGCCGGGCACGGTGGCTCATGCCTGTAATACCAGCATTTTGGGAGGCTTAGGTGGGCAGGATCA

CCTGAGGTCAGGAGTTTGAGACCAGCCTGGCCAACATGGTTGAAACCCCATCTCTACTAAAAATACAAAAATTAGC
CAGGCGCGGTGGCAGGCGCGTGTAATCCCAGCTACTCTGGAGGCTGAGGAAGGAGAATTGCTTGAAACCAGGAG
GCAGAGGTTGCAGTGAGCTGAGATCGCGCCACTACACTCCAGCCTGAGCGACAGAGTAAGACTC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGT
GGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGG

>MSH5
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGTGGGTAGATCACCTGAGGTCAG

GAGTTCGAGATCAGCCTCACCAACATGGTGAAACCCTGTCTCTACTCAAAATACAAAAAATTAACTGGGCTTGGTG
GCATGCACATGTAATTCCAGCTACTTGGGAGGCTGAGGCAGGAGAATCTCTTGAACCCGGGAGG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952 RF00100_7SK
TCAGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGT
CAGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGT
GGTGG

>CTD-3025N20.2.1

T

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG



TGGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATT
GCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGAC

>RP11-566K11.2.1
AGGCCAGGTACAGTGGCTCATGCCTGTAATCCCAACACTTTGGGAGGCCGAGGCGGGTGGATCACGAAGTCAGG

AGATCGAGACCATCCTGGCTAACATGGTGAAACCCCGTCTCTACTAAAGATACAAAAAATTAGCCGGGAATGGTG
GCGGGTGCCTGTAGTCCCAGCTACTCGGGAGGCTGAAGCAGGAGAATCACTTGAACCCAGGAGGTGGAGCTTGC
AGTGAGCTGAGATCATGCCATTGCACTCCAGCCTGGGCGACAGAGTGAGAC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATT
GCAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGAC

>RP11-566K11.2.1
GGCCGGGCACAGTGGCTCATGACTGTAATCCCAGCACTTTGGGAGGCTGACGTGGGAGGACCCCAGGAGTGTAG

ACAAAGATGCGCTTTGGAATGGAGACACAGGAGATGTGTTTTAAGATGCCTCTAGTAGGCCAGGTACAGTGGCTC
ATGCCTGTAATCCCAACACTTTGGGAGGCCGAGGCGGGTGGATCACGAAGTCAGGAGATCGAGACCATCCTGGCT
AACATGGTGAAACCCCGTCTCTACTAAAGATACAAAAAATTAGCCGGGAATGGTGGCGGGTGCCTGTAGTCCCAG
CTACTCGGGAGGCTGAAGCAGGAGAATCACTTGAACCCAGGAGGTGGAGCTTGCAGTGAGCTGAGATCATGCCA
TTGCACTCCAGCCTGGGCGACAGAGTGAGAC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA
>AANU01178229.1_7254x6952_RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGA
>RP11-566K11.2.1
GGCCGGGCACAGTGGCTCATGACTGTAATCCCAGCACTTTGGGAGGCTGA

>hsamiR3620
TCACCCTGCATCCCGCACCCAG
>Copia_53_SB_|_Copia_Sorghum_bicolor
CACCCTGCATCCCGCACC

>PARVG

CACCCTCCATCCCGCACC

>hsamiR3620
TCACCCTGCATCCCGCACCCAG
>Copia_53_SB_|_Copia_Sorghum_bicolor
GGCCTCACCCTGCATCCCGCACC

>PARVG

GGCCTCCACCCTCCATCCCGCACC

>hsamiR3620
TCACCCTGCATCCCGCACCCAG
>Copia_53_SB_|_Copia_Sorghum_bicolor



ATCCCGCACCCAGG
>CTC-241N9S.1.1
ATCCCGCACCCAGG

>hsamiR3676_5p
AGGAGATCCTGGGTT
>tRNA-Thr-ACY_
GGAGATCCTGGGTT
>C50rf43
GGAGATCCTGGGTT

>hsamiR3676_3p
CCGTGTTTCCCCCACGCTTT
>tRNA-Thr-ACY_
TGTTTCCCCCACGCTTTTGCCAACA
>SLC22A12
TGTTTCCCCCACGGTGGTGCCCACA

>hsamiR3919

GCAGAGAACAAAGGACTCAGT
>ABDC01224945.1_1546x1450_RF00019_Y_RNA
AGAACAAAGGACTCAGTAAATG

>ZNF429

AGAACAAAGGACACAGAAATG

>hsamiR3150b_5p
CAACCTCGAGGATCTCCCCAGC
>GRANDE1_ZD |
AGGATCTCCCCAGCCT

>STK36

AGGATCTCCCCAGCCT

>hsamiR3934
TCAGGTGTGGAAACTGAGGCAG
>MIR

GGAAACTGAGGCAGGA

>CA7

GGAAACTGAGGCAGGA

>hsamiR548aa

AAAAACCACAATTACTTTTGCACCA

>MADE1
CCATTACTTTTACAGGCAAAAACCACAATTACTTTTGCACCAACCTA
>DERA
CCATTACTTTCAAAGGCAAAAACCACAATTGCTTCTGTACCAGCCTA

>hsamiR548aa
AAAAACCACAATTACTTTTGCACCA



>MADE1
CCATTACTTTCAATGGCAAAAACCACAATTACTTTTGCACCAACCTA
>DERA
CCATTACTTTCAAAGGCAAAAACCACAATTGCTTCTGTACCAGCCTA

>hsamirl5la_5p
TCGAGGAGCTCACAGTCTAGT
>L2_Platlo/MdoRepl1_SINE_Metatheria
CCCTGTCCTCAAGGAGCT

>|L15

CCCTGTCCTCAAGGAGCTCACAG

>hsamiR574_3p
CACGCTCATGCACACACCCACA
>hAT-N53_DR
ACACACACTCACACACACACACTCAC
>SOX5
ACACACACACACACACACACACTCAC

>hsamiR574_3p
CACGCTCATGCACACACCCACA
>hAT-N53_DR
CACACACTCACACACACACACTCACAC
>SOX5
CACACACACACACACACACACACACAC

>hsamiR574_3p
CACGCTCATGCACACACCCACA
>hAT-N53_DR
ACACACACTCACACACACACAC
>SOX5
ACACACACACACACACACACAC

>hsamiR574_3p
CACGCTCATGCACACACCCACA
>hAT-N53_DR
ACACACACTCACACACACACAC
>SOX5
ACACACACACACACACACACACA

>hsamiR574_3p
CACGCTCATGCACACACCCACA
>hAT-N53_DR
ACACACACTCACACACACACAC
>HADHB
ACACACACCCACACACACACAC

>hsamiR574_3p



CACGCTCATGCACACACCCACA

>hAT-N53_DR
CACACACTCACACACACACACTCACACGCCCGCACCC
>HADHB
CACACACACCCACACACACACACACACCCCCACACCC

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGGGCGTGTGGGTGTGTG
>SPINK13
GTGTGTGCGTGTGGGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGGGCGTGTGGGTGTGTG
>SPINK13
GTGTGTGCGTGTGGGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGGGCGTGTGGGTGTGTG

>SPINK13
GTGTGTGCGTGTGGGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGGGCGTGTGGGTGTGTG

>SPINK13
GTGTGTGCGTGTGGGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGGGCGTGTGGGTGTGTG

>SPINK13
GTGTGTGCGTGTGGGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGGGCGTGTGGGTGTGTG
>SPINK13
GTGTGTGCGTGTGGGTGTGTGTGTGTG



>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
AGGCCGGGGCGGGGCG

>HRAS

AGGCCGGGGCGGGGCG

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
AGGCCGGGGCGGGGCG

>HRAS

AGGCCGGGGCGGGGCGGG

>hsamiR935

CCAGTTACCGCTTCCGCTACCGC

>MERMITE18C

CCGCCGCCGCCTCCGLLGLLGLLeeecaGGrreeeaarearaeaecea

>CARM1
CCGCCGCCGCCGCLCGLCCGLCGLLCGLCLGLLGLLGLCCGLLCGLCGLCCGCCGLCTGCCGCTACCGC

>hsamiR935

CCAGTTACCGCTTCCGCTACCGC

>MERMITE18C

CCGCCGCCGCCTCCGLLGLLGreeccaGGeececeaareaeaeeac

>CARM1
CCGCCGCCGCCGCCGLCCGLCGLLGLCLGLLGLLGLCLCGLCGLCCGCCGLCTGCCGCTACCGL

>hsamiR935

CCAGTTACCGCTTCCGCTACCGC
>MERMITE18C

CGCCGCCGLLGLeGeeaGeea

>CARM1
CGCCGCCGCCGCCGCCGCCGCTGCCGCTACCGC

>hsamiR935

CCAGTTACCGCTTCCGCTACCGC

>MERMITE18C
CCGCCGCCGCCCCCGGCGLLCCCCGGLCCGCGCCGCCGAALCGLCLLCLCCACGGLGLLGLLGLLGLeGLeae
>CARM1
CCGCCGCCGCTGCCGCLCGCCGLCLCGLCGLCLCGLLCGLCLGLLGLLGLLGLCGLCGLLCGLCLCGLCCGCTGCCGLTACCGC

>hsamiR935

CCAGTTACCGCTTCCGCTACCGC

>MERMITE18C
GCCGCCGCCCCCGGCGCLLCCCGGLCCGCGCCGCCGAACGCLLCCLCCACGGLGLLGLLGLLGLLGLeGeca

>CARM1
GCCGCCGCCGCTGCCGCCGCCGCCGCLCGLCLCGCLCGLLCGLCGLCLCGLLCGLLGLLGLLCGLCCGLCCGLTGLCLCGCTACCGC



>hsamiR935
CCAGTTACCGCTTCCGCTACCGC
>MERMITE18C
CCGCCGCCGCLLTCCGLeaeeaee

>CARM1
CCGCCGCCGCCGCCGCCGCTGCCGCTACCGC

>hsamiR935
CCAGTTACCGCTTCCGCTACCGC
>MERMITE18C
CCGCCGCCGCCTCCGLeGLeaG
>CARM1
CCGCCGCCGCCGCCGCTGCCGCTACCGC

>hsamiR935

CCAGTTACCGCTTCCGCTACCGC

>MERMITE18C
GCCCCGCCGCCGCCTCCGCCGLCCGLLCLCCGGLGLLLCCGGLLCGCGLCCGLCCGAACGLLCCLCCACGGLGLLGLLGLCa
CCGCCGCCG

>CARM1
GCCCCGCCGCCGCCGCCGCTGCGCCCGGGCCCAGGLCCGLCCGLLCGLCTGLCGLLGLLGLLGLLGreGLeGLecaGeeae

CGCCGCCGCCGCCGCCGCCGCTGCCGCTACCGC

>hsamiR935

CCAGTTACCGCTTCCGCTACCGC

>MERMITE18C
CCGCCGCCGCCTCCGCCGCLCGLLLLCGGLGLLCCCGGLCGLCGLCCGLCCGAALCGLLLCLCACGGLGLCGLCGeCaGee
>CARM1
CCGCCGCCGCTGCCGCLCGCLCGCCGLCGLCGLLCGLCLCGLLGLLGLLGLLGLLGLCGLCCGLCCGLCTGLCCGCTACCGCC

>hsamiR935

CCAGTTACCGCTTCCGCTACCGC

>MERMITE18C
GCCTCCGCCGCCGCCCCCGGLCGLLLCCCGGLCCGCGCCGCCGAACGCLLCLLCCACGGLGLLGLLGLLGLeGLeaGe
>CARM1
GCCGCCGCCGCTGCCGCCGCCGCCGCLCGLCLCGCLCGLLCGLCGLCLCGLLCGLLGLLGLLCGLCCGLCCGLTGLCLCGCTACCGC

>hsamiR935

CCAGTTACCGCTTCCGCTACCGC

>MERMITE18C
CCGCCGCCGCCLCCCGGCGLCCCCGGLCCGCGCCGCCGAALCGLCLLCLCCACGGLGLLGLLGLLGLLeGLeGLCa
>CARM1
CCGCCGCCGCTGCCGCLCGCLCGLCLCGLCGLCLCGLLCGLCLGLLGLLGLLGLCGLCGLLCGLCLCGLCCGCTGCLCGCTACCGC

>hsamiR935

CCAGTTACCGCTTCCGCTACCGC

>MERMITE18C
CCGCCCCGCCGCCGCLCTCLCGLLGLLGreeceaarareeceaareaeaeceac



>CARM1
CCGCCGCCGCCGCCGCCGLLGLCLCGLLGLLCGLCLCGLCLGLCLCGLLGLCCGLLGLTGLCCGLTACCGC

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
CAGGAGTTTGAGACCAGCCTGGGCAACAAAGTGAGATCCTATCTCTACAAATAATAAAAAAATTAGCTGGGTGTG
GTGGCATATGCCTGTAGTCCCAACTACTTGGGAGGCTGAGGCAGGAGGACTGCCTGAGCCTAGGAGTTTGCAGCT
GCACTGAGCTATGATGGTGCCGCTGCACTCCAGCCTGGGCAAAAGAGTGAGACT

>NUCB2
CAGGAGTTCGAGACCAGCCTGGCCAACATGGCGAAACCCTGTCTCTACTAATAATACAAAAATTAGCCAGGCATG

GTGGCGCACACCTGTAGTCCCAGCTACTCAGGAGCCTGAGGCAGAAGAATTGCTTGAACCCGGGAGGCGGAAGT
TGCAGTGAGCCAAGATCGCGCCACTGCACGCCAGCCTGGGCAACAGAGTGAGACT

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
CCAGGAGTTTGAGACCAGCCTGGGCAACAAAGTGAG
>NUCB2
CCAGGAGTTTGAGACCAGCCTGGACAACAAAGTGAG

>hsamiR1285 5p
GATCTCACTTTGTTGCCCAGG

>Alu)
AGATAAGGTCTCACTTTGTTGCCCAG
>AACS
AGATGAGGTCTCACTTTGTTGTCCAGG

>hsamiR1285_ 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
CCTGTAGTCCCAACTACTTGGGAGGCTGAGGCAGGAGGACTGCCTGAGCCTAGGAGTTTGCAGCTGCACTGAGCT
ATGATGGTGCCGCTGCACTCCAGCCTGGGCAAAAGAGTGAGACT

>LGMN
CCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCTTGAACCTGGGAAGCAGCGGTTGCAGTGAGC

TGAGATTGTGCCACTGCACTCCAGCCTGGGCAACAGAGTGAGACT

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
CTGTAGTCCCAACTACTTGGGAGGCTGAGGCAGGAGGACTGCCTGAGCCTAGGAGTTTGCAGCTGCACTGAGCTA
TGATGGTGCCGCTGCACTCCAGCCTGGGCAAAAGAGTGAGAC

>LGMN
CTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATTGCTTGAACCCGGGAGGCAGAGGTTGCAGTGAGCC

AAGATTGTGCCACTGCACTCCAGCCTGGGCAACAGAGTAAGAC

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT



>Alu)
CCAGCCTGGGCAACAAAGTGAGA
>LGMN
CCAGCCTGGGCAACAGAGTGAGAC

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
CCTGTAGTCCCAACTACTTGGGAGGCTGAGGCAGGAGGACTGCCTGAGCCTAGGAGTTTGCAGCTGCACTGAGCT
ATGATGGTGCCGCTGCACTCCAGCCTGGGCAAAAGAGTGAGACT

>LGMN
CCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCTTGAACCTGGGAAGCAGCGGTTGCAGTGAGC

TGAGATTGTGCCACTGCACTCCAGCCTGGGCAACAGAGTGAGACTCCAC

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
CTGTAGTCCCAACTACTTGGGAGGCTGAGGCAGGAGGACTGCCTGAGCCTAGGAGTTTGCAGCTGCACTGAGCTA
TGATGGTGCCGCTGCACTCCAGCCTGGGCAAAAGAGTGAGAC

>LGMN
CTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATTGCTTGAACCCGGGAGGCAGAGGTTGCAGTGAGCC

AAGATTGTGCCACTGCACTCCAGCCTGGGCAACAGAGTAAGACC

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT

>Alu)

CCAGCCTGGGCAACAAAGTGAGA

>LGMN
CCAGCCTGGGCAACAGAGTGAGACTCCAC

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
CCAGGAGTTTGAGACCAGCCTGGGCAACAAAGTGAGATCCTATCTCTACAAATAATAAAAAAATTAGCTGGGTGT
GGTGGCATATGCCTGTAGTCCCAACTACTTGGGAGGCTGAGGCAGGAGGACTGCCTGAGCCTAGGAGTTTGCAG
CTGCACTGAGCTATGATGGTGCCGCTGCACTCCAGCCTGGG

>CAPS
CCAGGAGTTTGAGACCCGCCTGTGCAACATAGTGAGACCCCCCCATCTCTACAAAAACTACAAAAAATTAGCCAGG

CATGGTGGTGTGTTCCTGTAATCCCACCTACTTGGAAGGCTGAGGCAGGAGGATCACTTGAGCCCGGGAGTTGGA
GGCTGCAGTGAGCTATGATCGCACCACTGCACTCCAGCCTGGG

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)

GGTGGCTCACACCTGCAATCCCAGCACTTTGTGAGGCTAAGGTGGG

>CAPS
GCAACATAGTGAGACCCCCCCATCTCTACAAAAACTACAAAAAATTAGCCAGGCATGGTGGTGTGTTCCTGTAATC

CCACCTACTTGGAAGGCTGAGGCAGGAGGATCACTTGAGCCCGGGAGTTGGAGGCTGCAGTGAGCTATGATCGC



ACCACTGCACTCCAGCCTGGGTTACAGAGCAAGACGCCCGCCTCTTAAAAATAAGTAAATAAACTGGCCGGGCAC
GGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCAGATCATGAGGTCAGCAGTTCGAGACC
AGCCTGGCCAACATGGTGAAACCCTGTCTCTACTATAAATACAAAAATTAGTCAGCCGGGTGCGGTGGCTCATGCC
TGTAATCACAGCACTTTGGGAGGCCGAGGCAGACAGATCACCTGAGGTCAGGAGTTTGAGACCAGCCTGGCCAA
CATGGTGAAACCCTGTCTCTACTTAAAATACGAAAAACTAGCTGGGCGTGGTGGTATGTGCCTGTAATCCCAGCTA
CTCGGGAGGCTGAGGCAGGAGAATTGCATGAACCTGGGAAGCGGAGGTTGCAGTGAGCCGAGATCGTGCCATT
GCACTCCAGACTGGGGGACAAGAGCAAGACTTTGTCTCAAAAAAAAAAAAAGAAAATTAGCCAGGTATGGTGGC
GGGTGCCTGTAATCCCACCTACTCCAGAGGCTGAGGCAGGAGAATCACTTGAACCCAGGAGGCAGAGGTTGCAG
TGAACCAAGACCATGCCACTGCACCACAGCCTGGGCGACAGAGTGAGACTCTGTCTCAAAAATAAATAAATAACTT
AAAAAAAGAGGCCAGGGCTGGGCGCGGTGGCTCACAGCTGTAATCCCAGCACTTTGGGAGGCTGAGGTGGG

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT

>Alu)
CTGCACTCCAGCCTGGGCAAAAGAGTGAGACT
>PRKAB1
CTGCCCTCCAGCCTGGGCAACAGAGTGAGACT

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT
>Alu)
CCAGCCTGGGCAACAAAGTGAGA
>PRKAB1
CCAGCCTGGGCAACAGAGTGAGAC

>hsamiR1285_ 3p
TCTGGGCAACAAAGTGAGACCT

>Alu)
GCTGCACTCCAGCCTGGGCAAAAGAGTGAGA
>IFT46
GCTGCACTCCAGCCCGGGCAACAGAGTGAGA

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
GTGCCGCTGCACTCCAGCCTGGGCAAAAGAGTGAGACTGTGTCCCAAGGAAAAAAAAAAAA
>SH3BP5
GTGCCACTGCACTCCAGCCTGGGCAACAAAGTGAGACTCTGTCTCAAAAAAAAAAAAAAAA

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT
>Alu)
CCAGCCTGGGCAACAAAGTGAGA
>SH3BP5
CCAGCCTGGGCAACAAAGTGAGAC

>hsamiR1285_ 3p



TCTGGGCAACAAAGTGAGACCT

>Alu)
CCAGGAGTTTGAGACCAGCCTGGGCAACAAAGTGAGATCCTATCTCT
>ABCG5
CCAGGAGTTTGAGACCAGCTTGGGCAACAAAGAGAGACCCTGTCTCT

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
CTGCACTCCAGCCTGGGCAAAAGAGTGAGACTGTGTC
>Cl1lorf48
CTGCACTCCAGCTGGGCAACAGAGTGAGACTCTGTC

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
TGTAGTCCCAACTACTTGGGAGGCTGAGGCAGGAGGACTGCCTGAGCCTAGGAGTTTGCAGCTGCACTGAGCTAT
GATGGTGCCGCTGCACTCCAGCCTGGGCAAAAGAGTGAGACTGT

>HARS
TGTAGTCCCAGCTACTTGGGAGGCTGATGCATGAGGATCCTTGAACCTGGGAGGTGGAGGTTGCAGTGAGCCGA

GATTGTGCCACTGCACTCCAGCCTGGGCAACAGAGTGAGACTGT

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT
>Alu)
CCAGCCTGGGCAACAAAGTGAGA
>HARS
CCAGCCTGGGCAACAGAGTGAGAC

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)

CAGGAGTTTGAGACCAGCCTGGGCAACA

>C1S
CAGGAGTTTGAGATCAGCCTGGGCAACATGGTGAGACC

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
GCCTGTAGTCCCAACTACTTGGGAGGCTGAGGCAGGAGGACTGCCTGAGCCTAGGAGTTTGCAGCTGCACTGAGC
TATGATGGTGCCGCTGCACTCCAGCCTGGGCAAAAGAGTGA

>C1S
GCCTATAGTCCTAGCTACTTGGGAGGCTCAGGCAGGAGGATCACTTGAACCCAGGAAGTTGAAACTGCAGTGAGC

TGTGATTGTGCCGCTGCACTCCAGCCTGGGCAACAGAGTGA

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT
>Alu)



CCAGCCTGGGCAACAAAGTGA
>C1S
CCAGCCTGGGCAACAGAGTGA

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
CCAGGAGTTTGAGACCAGCCTGGGCAACAAAGTGAGATCCTATCTCTACAAATAATAAAAAAATTAGCTGGGTGT
GGTGGCATATGCCTGTAGTCCCAACTACTTGGGAGGCTGAGGCAGGAG

>BRF1
CCAGGAGTTCGAGACCAGCCTGGGCAACAAAGTGAGATCCCTGTCTCTACAAAAAATTTAAAAATTAGCTGTGCGT

GGTGGTGCGTGCCTCTAGTTCAGCTACTTGGGAGGCTGAGGCAGGAG

>hsamiR1285_ 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
AAAAAAATTAGCTGGGTGTGGTGGCATATGCCTGTAGTCCCAACTACTTGGGAGGCTGAGGCAGGAGGACTGCCT
GAGCCTAGGAGTTTGCAGCTGCACTGAGCTATGATGGTGCCGCTGCACTCCAGCCTGGGCAAAAGAGTGAGACT
>PRR19
AAAAAAATTAGCTGGGCATGGTGGTGCACGCCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATTGCTT

GAACCCAGAAGGCAGAAGTTGCAGTGAGTCACGATTGTGCCACTGCACTTCAGTCTGGGCAATAGAGTGAGACT

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT

>Alu)
TGCACTCCAGCCTGGGCAAAAGAGTGAGAC
>ZKSCANS
TGCACTCCAGCCTGGGCAACATAGTGAGACC

>hsamiR1285_ 3p
TCTGGGCAACAAAGTGAGACCT

>Alu)
CCAGCCTGGGCAACAAAGTGAGATCCTATCTCT
>ZKSCANS
CCAGCCTGGGCAACATAGTGAGACCCCATCTCT

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
GAGTTTGAGACCAGCCTGGGCAACAAAGTGAGA
>C160rf85
GAGTTTGAGACCAGCCTGGGCAACAGAGTGAGACC

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT
>Alu)
CCAGCCTGGGCAAAAGAGTGAGAC
>C160rf85



CCAGCCTGGGCAACAGAGTGAGACC

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
AGGAGTTTGAGACCAGCCTGGGCAACAAAGTGAGATCCTATCTCTACAAA
>AC002511.1
AGGAGTTCAAGACCAGCCTGGGCAACACAGTGAGAGCCTTTCTCTACAAA

>hsamiR1285_ 3p
TCTGGGCAACAAAGTGAGACCT

>Alu)
CTGCACTCCAGCCTGGGCAAAAGAGTGAGACT
>AC004017.1
CTGCACTCCAGCCCAGGCAACAGAGTGAGACT

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
GAGTTTGAGACCAGCCTGGGCAACAAAGTGAGATCCTATCTCTACAAATAATAAAAAAATTAGCTGGGTGTGGTG
GCATATGCCTGTAGTCCCAACTACTTGGGAGGCTGAGGCAGGAGGACTGCCTGAG

>GET4
GAGTTTGAGACTGGCCTGAGCAACATAGTGAGACCCTGTCTCTACAAAAAACACAGAAATTAGCTGGGCATGGTG

GTGTGCACCTGTGGTCCCAGCTACTCGGGAGGCTGAGGTGGGAGGACTGCTTGAG

>hsamiR1289

TGGAGTCCAGGAATCTGCATTTT

>MERSA
CGGTGGCTCACGCCTGTAATCCCAGCCCTTTGGGAGGCCGAGGCGGGAGGATCACGAGGTCAAGAGAGATCGAG
ACCATCCTGGCCAACATGGTGAAATCCTGTCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGGGCGCC
TGTAGTCCCAGCTACTCG

>CTSB
CGGTGGCTCACGCCTGTAATCCCAGCATTTTGGGAGGCCGAGGCCGGTGAGTCACCTGAGGTCGGGAGTTCGAG

ACCATCCTGACCAACATGGAGAAACCCCGTCTCTACTAAAAATACAAAACTAGCCGGGCGTGGTGGCGCGTGTCA
GTAATCCCAGCTACTCGGGA

>hsamiR1289

TGGAGTCCAGGAATCTGCATTTT

>MERS5A
CGGTGGCTCACGCCTGTAATCCCAGCCCTTTGGGAGGCCGAGGCGGGAGGATCACGAGGTCAAGAGAGATCGAG
ACCATCCTGGCCAACATGGTGAAATCCTGTCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGGGCGCC
TGTAGTCCCAGCTACTCG

>CTSB
CGGTGGCTCACGCCTGTAATCCCAGCATTTTGGGAGGCCGAGGCCGGTGAGTCACCTGAGGTCGGGAGTTCGAG

ACCATCCTGACCAACATGGAGAAACCCCGTCTCTACTAAAAATACAAAACTAGCCGGGCGTGGTGGCGCGTGTCA
GTAATCCCAGCTACTCG

>hsamiR1303



TTTAGAGACGGGGTCTTGCTCT
>PB1D11
GCCTCCCAAAGTGTTGGAATTACAGGTG
>ACAD10
GCCTCCCAAAGTGCTGGAATTACAGGTG

>hsamiR1304_5p
TTTGAGGCTACAGTGAGATGTG
>ALU_SINE1_7SL_Primates
CTTGAGCCCAGGGGTTCGAGGCTACAGTGAG
>WHSC1
CTTGAGCCCAGGAGTTGGAGGCTACAGTGAG

>hsamiR1304_3p

TCTCACTGTAGCCTCGAACCCC

>ALU_SINE1_7SL_Primates
CTCACTGTAGCCTCAAACCGCTGGGCTCAAGTGTTTCTCCTGCCTTAGCCTCCAGAGTAGCTGGG
>|FT81
CTCACTGTAGCCTCAAACTCCTAGGCTCAAGCAATCCTCCTGCTTCAGCCTCCAGAGTAGCTGGG

>hsamiR1255a
AGGATGAGCAAAGAAAGTAGATT

>TIGGER1
AGGAGTTGCTTCTCAAGGATGAGCAAAGAA
>ZBTB38
AGGAGTTGCTTCTTATGGATGAGCAAAGAAA

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS

GCCTTCCAAAGTGCTGGGATTACAGG

>TMEMG68
GACAGAGCAAGACTCTGTCTCAAAAAAATTAAAAGTAAAAAAGAGCAGTCAAATGAAGAAATTAAAATTTGATGG

AGTTAACTCATAAAGCTAAAACACAAGAAGATAAAGAAGACAAAATACACTGAATTATTTATACATATAAGTAAAT
ATAGTTTATTTGCTTGTTTTTGTAGAGATGGGTTCTTGCTTTGTTGCTCAGGCTAGTCTTGAACTGGTTTCAAGGGA
TCCTCCTGCCTCAGCCTCCCAAAGTGCTGGGATTACAGG

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATITT
>FAM188B
ATATATATATATATITT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATITT



>RND3
ATATATATATATATTT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATITT

>SRGAP1

ATATATATATATATITT

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATTTG
>AC120194.1
ATATATATATATATTTG

>hsamiR1277_5p
AAATATATATATATATGTACGTAT
>EnSpm-8_HM
ATATATATATATATTTG
>AC120194.1
ATATATATATATATTTGTA

>hsamiR3133
TAAAGAACTCTTAAAACCCAAT

>L1MC3
AGAATATATAAAGAACTCTTAAAACTCAA
>AK3
AGAATATCTAAAGAACTCTTACAACTCAAT

>hsamiR3134

TGATGGATAAAAGACTACATATT

>L1PB1
GTGAGGGATAAAAGACTACACATTGGATACAGTGTACATTGCTCAGGGGACCAGTGCACCAAAATCTCAGAAATC
ATCAATAAAGAACTTATCTATGTAACCAAAAACCACCTGTTCCCCAGGAACTATTGAAATAAAA

>AC023632.1
GTGAGGGATAAAAGACTACATATTGGGTACAGTGCACACTGCTTGGGAGACAGGTACACTAAAATCTCAGAAATC

ACCGTTAAAGAACTTATCCATGTAAACAACCACTTGTATCCCAAAAACTATTGAAATAAAA

>hsamiR1273c

GGCGACAAAACGAGACCCTGTC

>Alu)
GTGGCTCACGCCTGTAATCCCAGCACTTCGGGAGGCCAAGGCAGGTGGATAACCTGAGGTCAGGAGTTCAAGAC
CAGTCTGGCCAACATGGTGAAACCCCGTCT

>ZNF687
CGAGACCCTGTCTCAAAAAAAAGAAATATAGGGGGCTGGGCATGGTGGCTCACGCCTGTAATCCCAGCACTTGGG

GAGGCAGAGGCGGGCGGATCACGAGGTCAGGAGATCAAGACCATCCTGGCCAAGATAGTGAAACCCCGTCT



>hsamiR1273c

GGCGACAAAACGAGACCCTGTC

>Alu)
TGCACTCCAGCTTGGGCAACAGAACGAGACTCTGTCTCAGAAAAAA
>ZNF687
TGCACTCCAGCCTGGACAGAGCGAGACCCTGTCTCAAAAAAAA

>hsamiR3159

TAGGATTACAAGTGTCGGCCAC

>MurSatRepl
TTTTTGAGATGGAGTCTCGCTCTGTTGCCAGGCCAGAGTGCAGAGGCGCGATCTCCGCTCACTGCAAGCTCCGCCT
TCCGGGTTCAAGCTATTCTCCTGCCTCAGACTCCCGAGTAGCTGGGACTACAGGCGCGCACCATTACACACAGCTA
ATTTTTTCGTATTTTTAGTAGAGACGAGGTTTCACCATGTTGGCCAGGATGGTCTCGATCTTCTGACCTCGTGATCC
ACC

>BACE1
TTTTTGAGATGGAGTTTCGCTCTTGTTACCCAGGCTGGAGTGCAATGGCGCGATCTCGGCTCACTGCCATCTCCGC

CTCCTGGGTTCAAGTGATTCTCCTGTCTCAGTCTCCTGAGTAGCTGGGATTACAAGTGTGCGCTACCACGCAGGGC
TAATTTTTGTATTTTTAGTAGAGACGAGGTTTCACCACGTTGGCCAGGCTGGTCTCGAACTCCTGACCTCAGGTGAT
CCACC

>hsamiR3611
TTGTGAAGAAAGAAATTCTTA
>MER44C_Mariner_Tcl _Homo_sapiens
TGAAGAAAAAGAAATTCTT

>SPATA4

TGAAGAAAAAGAAATTCTT

>hsamiR3680_3p

TTTTGCATGACCCTGGGAGTAGG

>MER96
CTGTAATCCCAGCTACTCAGGAAGCTGGGGCAGGAGAATTGCTTGAACCTGGGAGGCAGAGGTTGCAGTGGGCC
GAGATCCTGCCATTGCACTCCAGCCTGGG

>CAPS
CTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATTGCATGAACCTGGGAAGCGGAGGTTGCAGTGAGCC

GAGATCGTGCCATTGCACTCCAGACTGGG

>hsamiR3919

GCAGAGAACAAAGGACTCAGT
>ABDC01224945.1_1546x1450_RF00019_Y_RNA
GTAGAGAACAAAGG

>SLC35B1

GTAGAGAACAAAGG

OREF Aligning Sequences

>hsamiR1202
GTGCCAGCTGCAGTGGGGGAG



>MER52A
GTGCCAGCTGCAGTGGGGGA
>CALD1
GTGCCTGCTGCAGTGGGGGA

>hsamiR1202

GTGCCAGCTGCAGTGGGGGAG

>MER52A

GTGCCAGCTGCAGTGGGGGA

>CALD1
GTTTCCTTATTTGGTGTGCCTGCTGCAGTGGGGGA

>hsamiR1202

GTGCCAGCTGCAGTGGGGGAG

>MER52A

GTGCCAGCTGCAGTGGGGGA

>CALD1
CTAGAAACCCCTACCTTCAAGCCAGCAGTTTCCTTATTTGGTGTGCCTGCTGCAGTGGGGGA

>hsamiR1202

GTGCCAGCTGCAGTGGGGGAG

>MER52A

GTGCCAGCTGCAGTGGGGGA

>CALD1
GTGCCTGCTGCAGTGGGGGATGAAAACACATTCCCTTT

>hsamiR1202

GTGCCAGCTGCAGTGGGGGAG

>MER52A

GTGCCAGCTGCAGTGGGGGA

>CALD1
CATTCATTGATGCGGCTAGAAACCCCTACCTTCAAGCCAGCAGTTTCCTTATTTGGTGTGCCTGCTGCAGTGGGGG

A

>hsamiR1202
GTGCCAGCTGCAGTGGGGGAG
>MER52A
GTGCCAGCTGCAGTGGGGGA
>CALD1
GTGCCTGCTGCAGTGGGGGATGA

>hsamiR1202
GTGCCAGCTGCAGTGGGGGAG
>MER52A



GTGCCAGCTGCAGTGGGGGA
>CALD1
GTGCCTGCTGCAGTGGGGGATGAAAACACATTCCCTTTCTCCCACATACTCTT

>hsamiR1202

GTGCCAGCTGCAGTGGGGGAG

>MER52A

GTGCCAGCTGCAGTGGGGGA

>CALD1
GTGCCTGCTGCAGTGGGGGATGAAAACACATTCCCTTTCTCCCACATACTCTTGATGTTGCGTACACCTTCAGCAG
GAACAGGAAGATCCGAGGCTGCCGGCTTTGTAGGTTTTGCGCTTTTTGTTCCCTCAATTGCACTGGTATACTGCTCC
AGTCTGCTGTCAATCTTGGAGACTATTGCTGCTTGATGGGTCGATTTGACACCACTGCTTTTCTGCACAGACTTATT
CAAAAATTCTGCTCGCTCTTCTATCTTGAGAGATGAACCTTTAGGAGTGAAACACTTGAATGGTTTCTTGTCATCTG
ACAAGCCATCTTCTGGCATCTTCTGGCGTTTCTCAGCAGCTTCTGCTCTTCGCCTTTCAATCTCTTCCTTTAGCCTCCT
CTTCTCTTCCTCCTCTCTGAGTTTTCGATCGGCTTCCTCCTGCTTCCTCCTCTGCTCTTCCTCCTCCAGGACCTTCCTTC
TCTCCTCCCTCTTTTTCTTGAGTTCCTCCAGCTCCAAAGCCGCCTCCTGCTGCTTCTGTTTGAGCTTCTCGAACTCTTC
GCTCTCGGTCTCCCCGCGACGACGACGAAGCTCCTCCAGCCTTTTGCCGGCTTCCACCTGGGGGGCGCCCTCAGCC
TCCTTGGTGTCCACGCTGGCCCTCCCTCCAGGGCGGCTGAAAGTATTCTCAGTATGTTTAAGTTTGTGGGTCATGA
ATTCTCCATTCTGCGACTTAACTTCTGTAAATCCCTTCTTTCGATCCATGAAGCTCTTAACTTCTTCTTTGGGTTCTTT
GTCCTTTTTAATCTTTTCATCTTTGATCTGATTTTCTCCAATGCTCCCTCGCTTTGGCTTCTCCTCTTCCTCCTCCTCCTT
TTCCTTGTCTTCTTTCTTGTTTTCTTCAGCATCCCTCCAATCATTCTTCTGGTAGGACTTGGTGACTGTTTCTGTTTCCT
CTATCTCGTATCTTTCTTGGCGACTTTCACTTTTTTCTTCCTTCTCGGTAGTTTCATTTTCTGCTGTGTCATTTTGCATT
CTTCTGCTTGGGAGCGACAGACTTGCATCTGTTATTGTTGGGTCGAACTCCTTCTGCCGCTCCAGAGCCTCCTGAAG
GCGTTTTTGGCGTCTTTCCTCACGCCGAGCCAGGCGCTCCAG

>hsamiR1202

GTGCCAGCTGCAGTGGGGGAG

>MER52A

GTGCCAGCTGCAGTGGGGGA

>CALD1
GTGCCTGCTGCAGTGGGGGATGAAAACACATTCCCTTTCTCCCACATACTCTTGATGTTGCGTACACCTTCAGCAG
GAACAGGAAGATCCGAGGCTGCCGGCTTTGTAGGTTTTGCGCTTTTTGTTCCCTCAATTGCACTGGTATACTGCTCC
AGTCTGCTGTCAATCTTGGAGACTATTGCTGCTTGATGGGTCGATTTGACACCACTGCTTTTCTGCACAGACTTATT
CAAAAATTCTGCTCGCTCTTCTATCTTGAGAGATGAACCTTTAGGAGTGAAACACTTGAATGGTTTCTTGTCATCTG
ACAAGCCATCTTCTGGCATCTTCTGGCGTTTCTCAGCAGCTTCTGCTCTTCGCCTTTCAATCTCTTCCTTTAGCCTCCT
CTTCTCTTCCTCCTCTCTGAGTTTTCGATCGGCTTCCTCCTGCTTCCTCCTCTGCTCTTCCTCCTCCAGGACCTTCCTTC
TCTCCTCCCTCTTTTTCTTGAGTTCCTCCAGCTCCAAAGCCGCCTCCTGCTGCTTCTGTTTGAGCTTCTCGAACTCTTC
GCTCTCGGTCTCCCCGCGACGACGACGAAGCTCCTCCAGCCTTTTGCCGGCTTCCACCTGGGGGGCGCCCTCAGCC
TCCTTGGTGTCCACGCTGGCCCTCCCTCCAGGGCGGCTGAAAGTATTCTCAGTATGTTTAAGTTTGTGGGTCATGA
ATTCTCCATTCTGCGACTTAACTTCTGTAAATCCCTTCTTTCGATCCATGAAGCTCTTAACTTCTTCTTTGGGTTCTTT
GTCCTTTTTAATCTTTTCATCTTTGATCTGATTTTCTCCAATGCTCCCTCGCTTTGGCTTCTCCTCTTCCTCCTCCTCCTT
TTCCTTGTCTTCTTTCTTGTTTTCTTCAGCATCCCTCCAATCATTCTTCTGGTAGGACTTGGTGACTGTTTCTGTTTCCT
CTATCTCGTATCTTTCTTGGCGACTTTCACTTTTTTCTTCCTTCTCGGTAGTTTCATTTTCTGCTGTGTCATTTTGCATT




CTTCTGCTTGGGAGCGACAGACTTGCATCTGTTATTGTTGGGTCGAACTCCTTCTGCCGCTCCAGAGCCTCCTGAAG
GCGTTTTTGGCGTCTTTCCTCACGCCG

>hsamiR1202

GTGCCAGCTGCAGTGGGGGAG

>MER52A

GTGCCAGCTGCAGTGGGGGA

>CALD1
AGCCATTCATTGATGCGGCTAGAAACCCCTACCTTCAAGCCAGCAGTTTCCTTATTTGGTGTGCCTGCTGCAGTGG

GGGA

>hsamiR1202

GTGCCAGCTGCAGTGGGGGAG

>MER52A

GTGCCAGCTGCAGTGGGGGA

>CALD1
TCTGGGGTTTTAGTTAGCCATTCATTGATGCGGCTAGAAACCCCTACCTTCAAGCCAGCAGTTTCCTTATTTGGTGT

GCCTGCTGCAGTGGGGGA

>hsamiR1202

GTGCCAGCTGCAGTGGGGGAG

>MER52A

GTGCCAGCTGCAGTGGGGGA

>CALD1
GTGCCTGCTGCAGTGGGGGATGAAAACACATTCCC

>hsamiR1202

GTGCCAGCTGCAGTGGGGGAG

>MER52A

GTGCCAGCTGCAGTGGGGGA

>CALD1
CGGCTAGAAACCCCTACCTTCAAGCCAGCAGTTTCCTTATTTGGTGTGCCTGCTGCAGTGGGGGA

>hsamiR1202

GTGCCAGCTGCAGTGGGGGAG

>MER52A

GTGCCAGCTGCAGTGGGGGA

>CALD1
TCAAACCTTAGTGGGGGAAGTGACCTTATCCACAGATTGCTTTTCCCAGAGGTTCCGCTTGCTGGATACGTCTCCTG

GTCTCAAGTCAGAAGGTTTGGGAGCAGGTGACTTGTTTCCATCTGGGGTTTTAGTTAGCCATTCATTGATGCGGCT
AGAAACCCCTACCTTCAAGCCAGCAGTTTCCTTATTTGGTGTGCCTGCTGCAGTGGGGGA

>hsamiR1202
GTGCCAGCTGCAGTGGGGGAG
>MER52A
GTGCCAGCTGCAGTGGGGGA
>CALD1



GTTAGCCATTCATTGATGCGGCTAGAAACCCCTACCTTCAAGCCAGCAGTTTCCTTATTTGGTGTGCCTGCTGCAGT
GGGGGA

>hsamiR1202

GTGCCAGCTGCAGTGGGGGAG

>MER52A

GTGCCAGCTGCAGTGGGGGA

>CALD1
CCATCTGGGGTTTTAGTTAGCCATTCATTGATGCGGCTAGAAACCCCTACCTTCAAGCCAGCAGTTTCCTTATTTGG

TGTGCCTGCTGCAGTGGGGGA

>hsamirl224 3p
CCCCACCTCCTCTCTCCTCAG
>LTR9_0OG_ERV3_Otolemur_garnettii
CACCTCCTCTCTCCTCA

>GC

CACCTCCTCTCTCCTCA

>hsamiR1231
GTGTCTGGGCGGACAGCTGC
>L1-2_TS
GTCAGTGTCTGGGCGGA
>KCNMA1
GTCAGTGTCTGGGCGGA

>hsamiR1231
GTGTCTGGGCGGACAGCTGC
>L1-2_TS
GTCAGTGTCTGGGCGGA
>KCNMA1
GTCAGTGTCTGGGCGGATATCAT

>hsamiR1246
AATGGATTTTTGGAGCAGG
>MLT1IM
TGGATTTTTGGAGCAGGA
>NCOA6
TGGATGTTTGGAGCAGGA

>hsamiR1246
AATGGATTTTTGGAGCAGG
>MLT1IM
TTTTTGGAGCAGGAGTGGAC
>HIST1H2BF
TTTTTGGAGCAGGAGCGGAC

>hsamiR1255b2 3p
AACCACTTTCTTTGCTCATCCA



>TIGGER1
CTCAAGAAACCACTTTCTTTGCTCATCCATAAGGAGCAACTCCTTATCTGTTAGTTTTATCATGAGATTGCAACAATT
CTCACACCTTCAGTCTGTACTTCTAATTCTAGTTCTTTTGTTGTTTTCACCTCATCTGCAGTGACTTCCTCTACTGAAG
TCTTCTACCCCTCAAAGTGATCCACTAGGGTTGGAATTAACTTCTTCCAAACTCCTGTTAATATTGTTATTTTGACCT
CCCACGAATCACAAAAGTTCTTAATAAGGCATCTAGAATGGTCAATCCTT

>TIGD1
CTCAAGAAACCACTTTCTTTGCGCATCCATAAGAAACAACTCCTCATCTGTTAAAGTTTTATCATGAGATTGCAGCA

ATTCAGTTACATCTTCAGGCTCTACTTCTAATTCTAGTTCTTTTGCTATTTCCACCACATCTGCACTTACTTCCTCCACT
GAAGTCTTGAACCCCTCATAGTCATCAATGAGGGTGGGAATCAACTTCTTCCAAACTCCTGTTAATGTTGACAATTT
GACCTCCTCCCATGAATCACGAATGTTTTTAATGGCATCTAAAATGGTGAATCCTT

>hsamiR1255b2 3p
AACCACTTTCTTTGCTCATCCA
>TIGGER1
AAGAAACCACTTTCTTT
>DDX21
AAGAAACCACTTTCTTT

>hsamiR1260b

ATCCCACCACTGCCACCAT

>Gypsy-50_GA-LTR
CGCAATCAGGGCTGAGTTCCTCTGGTCCCCTGGGGTTGAAGCGGGCGGCTGCTGCTCTCCGTTTATCCCACCACTG
CCACCATTATTGCTACTGTTCAGCAGGTGCTGCTGGTGGTGATGGTGATAGTCTGGTGGGGGCGGTGGGGCTGCT
GTTGCTGCTGCTTGGGAGGCCGCAGGAGGGGCAGCAGGGGGCGGTGGAGGGGCTGTAGTGGTGGCAGCAGTG
GCGGTGGCCTTGGTGTGTTTGCCAGCTTTCCTTGCCCCCTGGCCATGCTGTACAAGGCTCAGGAGCTGCAAGGTGC
TTTCTCTTTCCCGGTCTGAGCTCTCGGCCCTACCTCGTTCATATCGTCCTTCACAGCTCAGGTGGTGTTGGCGGCAG
ACAGCGATCCGAGCCCGG

>MAML2
CGCAATCAGGGCTGAGTTCCTCTGGTCCCCTGGGGTTGAAGCGGGCGGCTGCTGCTCTCCGTTTATCCCACCACTG

CCACCATTATTGCTACTGTTCAGCAGGTGCTGCTGGTGGTGATGGTGATAGTCTGGTGGGGGCGGTGGGGCTGCT
GTTGCTGCTGCTTGGGAGGCCGCAGGAGGGGCAGCAGGGGGCGGTGGAGGGGCTGTAGTGGTGGCAGCAGTG
GCGGTGGCCTTGGTGTGTTTGCCAGCTTTCCTTGCCCCCTGGCCATGCTGTACAAGGCTCAGGAGCTGCAAGGTGC
TTTCTCTTTCCCGGTCTGAGCTCTCGGCCCTACCTCGTTCATATCGTCCTTCACAGCTCAGGTGGTGTTGGCGGCAG
ACAGCGATCCGAGCCCGG

>hsamiR1261

ATGGATAAGGCTTTGGCTT

>TIGGER1
AATATAAGTCTGTTTTGTCTACATTGAAAATCAGTTGGAAAGTGTAGCCACCTTCATCATTTATCTTAGCTCTAGATA
CCTTACTACAGCTTTTCCATCAGCACTTGCTACTTCACCTTACACTTTTGTATTACAGAAAAAGCTTCTTTCCTTCAAC
CAAATGAACCAACCTCTGTTAGCTTCAAACTTTTCTGCTGCAGCTTCCTCACTTCTCTCAGCCTTCATAGAACTGAAG
AACTAGAGACTTGCTATGGATAAGGCTTTGGCTTATGGGGATATTGTGGTTGATCTGTTCTATCCAGATGACTGAA
ACTTTCTCCATAGCAGCAGTGAGGCCATTTTGCTTTCTTCTCATTTGCGTGTTCACTGAAGTAACATTTTTAATTTTCT
TCAAGAACTTTT

>TIGD1
AATAGAAGGCTGTTTCATCTACATTGAAAATCTGTTGTTTAGTGTAGCCACCTTCGTCAATGATCTTAGCTAAAGCT

TCTGGATAACTTGCTGCAGCTTCTACATCAGCACTTGCTGCTTCACCTTGTGCTTTTATGTTATGGAAATGGCTTCTT



TCCTTAAACCTCATGAACCAACCTCTGCTAGCTTCAAACTTTTCTTCTGCAGCTTCCACACCTCTCTCAGCTTTCATAG
AGTTGAAGAGAGTTAGGGCTTTGTTCTGGATTAGGCTTTGGCTTAAGGGAATGTTGCGGCTGGTCTGATCTTCTAT
CCAGACCACTAAAACCTTCTCCATATCAGCAATAAGGCTGTTTCGCTTTCTTATCATTCGTGTGTTCATTGGAGTAGC
ACTTTTAACTTCCTTCAAGAACTTTT

>hsamiR1263
ATGGTACCCTGGCATACTGAGT
>MER34C_EC
TGGCATACTGAGTATTTT
>AGBL1
CATATTCTCTTTCTTGCC

>hsamiR1263
ATGGTACCCTGGCATACTGAGT
>MER34C_EC
TGGCATACTGAGTATTTT
>AGBL1
TGGCATACTGAGTCTTTT

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAGTTAGCCGGGCGTGGTGGTGGGGGCCTGTGGTCCCAGCTACTTTGGAGGCTGAGG
>AMBRA1
AAAAATTAGCCGGGCGTGGTGGTGGGCTCCCGTAGTCCCAGCTACTTGGGAAGCTGAGG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAATTAGTCCAGCGTGGTGGTGGGTGCCTGTGGTCCCAGCTACTTGGGAGGCTGAGG
>AMBRA1
AAAAATTAGCCGGGCGTGGTGGTGGGCTCCCGTAGTCCCAGCTACTTGGGAAGCTGAGG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAGTTAGCCGGGCGTGGTGGTGGGGGCCTGTGGTCCCAGCTACTTTGGAGGCTGAGGTGGAAGGATCACCTG
AGCCCAGGAGGTGGAGGCTGCAGTAAGCTTAGAT

>CR388372.6
AAAAATTAGCCAGGCGTGGTGGTGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAAGAATCACTTGAA

CCCGGGAGGTGGAGGTTGCAGTGAGCTGAGAT

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAATTAGTCCAGCGTGGTGGTGGGTGCCTGTGGTCCCAGCTACTTGGGAGGCTGAGG
>CR388372.6
AAAAATTAGCCAGGCGTGGTGGTGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGG



>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAGTTAGCCGGGCGTGGTGGTGGGGGCCTGTGGTCCCAGCTACTTTGGAGGCTGAGGT
>BX000360.1
AAAAATTAGCTGGGCGTGGTGGTGCATGCCTGTAATCCCAGCTACTTGGGAGGCGGAGGT

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAGTTAGCCGGGCGTGGTGGTGGGGGCCTGTGGTCCCAGCTACTTTGGAGGCTGAGGT
>CR759942.1
AAAAATTAGCTGGGCGTGGTGGTGCATGCCTGTAATCCCAGCTACTTGGGAGGCGGAGGT

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
TAAAAAAAGAAAAATTAGTCCAGCGTGGTGGTGGGTGCCTGTGGTCCCAGCTACTTGGGAGGCTGAGG
>AC074378.3
TAAAAATACAAAAATTAGTTGGGCGTGGTGGTGCATGCCTGTAATCCCAGCTACTTGGGAGGCTGAGG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG
>AluYc2_Repetitive_sequence_Homo_sapiens
GGGCGTGGTGGTGGGGGCCTGTGGTCCCAGCTACTTTGGAGGCTGAGG
>AC074378.3
GGGCGTGGTGGTGCATGCCTGTAATCCCAGCTACTTGGGAGGCTGAGG

>hsamiR1268a

CGGGCGTGGTGGTGGGGG

>AluYc2_Repetitive_sequence_Homo_sapiens
AAAAGTTAGCCGGGCGTGGTGGTGGGGGCCTGTGGTCCCAGCTACTTTGGAGGCTGAGGT
>BX119924.2
AAAAATTAGCTGGGCGTGGTGGTGCATGCCTGTAATCCCAGCTACTTGGGAGGCGGAGGT

>hsamiR1269a
CTGGACTGAGCCGTGCTACTGG
>MLT2B3
ACTGAGCCGTGCTACTGGCTTCCCTGGTC
>TLN2
ACTGAGCCGTGCTCTGCCTTCCCGGTC

>hsamiR1271 3p
AGTGCCTGCTATGTGCCAGGCA
>L2B

CTGCTATGTGCCAGGCA
>SMYD5
CTGCTATGTGCCAGGCA



>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
AGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGT
GGCGCTCGCCTATAATCCCAGCTACTCAGCGGGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTG
CAGTGAGCCAAGATTGCGCCACTGCACTCCAGCCTGGGCGACAAAGCAAGACTCTTT

>AL365202.1
AGGAGTTCAAGTCCAGCTTGGGCAACATGGTGAAACCCTGTCTCTACTAAAAATACAAAAATTAGCCAGACATGGT

GGCACATGCCCGTAATCCCAGCTACTTGGGAGGCTGAGGCATGAGAATTACTTGAACCCAGAAGGCAGAGGTTGC
AGTGAGCCAAGATGGTGCCACTGTACTCCAGCCTGGGCAACAAAGCAAGACTCTTT

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
AAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCGCCTATAATCCCAGCTACTCAGCGGGCTGAGGCAGGAGA
ATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATTGCGCCACTGCACTCCAGCCTGGGCGACAAAGC
AAGACTCT

>AC092964.1
AAAAATACAATAATTAGCCGGGTGTGGTGGTGCATGCCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGA

ATTGCTTGCACCCGGGAGACGCTGTAGTGAGCCGAGACTGTGCCCACTGCACTCCAGCCTGGGCGACAGAGCAAG
ACTCT

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
GGCTGAGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATTGCGCCACTGCACTCCA
GCCTGGGCGACAAAGCAAGACTC

>SCIMP
GGCTGAGGCAGGAGAATTGCTTGAACCCAGGAGGCGGAGGCTGCAGTGAGCCGAGATCGTGCCAATGCACTCCA

GCCTGGGCGACAGAGCAAGACTC

>hsamiR1273a

GGGCGACAAAGCAAGACTCTTTCTT

>AluS
CCCATCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCGCTCGCCTATAATCCCAGCTACTCAGCGGGCTG
AGGCAGGAGAATTGCTTGAACCCGGGTGGTGGAGGTTGCAGTGAGCCAAGATTGCGCCACTGCACTCCAGCCTG
GGCGACAAAGCAAGACTC

>AC092067.1
CCCATCTCTACTAAAAATATAAAAAATTAGCAGGGCGTGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGC

TGAGGCAGAAGAATGGCATGAACCTGGTAGGCGGAGATTGCAATGAGCTGAGATCGCGCCACTCCACTCCAGCC
TGGGCGACAGAGCAAGACTC

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
CCTGTAATCCCAGCTACTCGGTAGGCTGAGGTAGGAGAATCGCTTGAACCCATGAGGTTGAGGCTGCAGTGAGCC
AAGATCGTGCCACTGCACTTCAGCCTGGGTGACA



>BEND?2
CCTGTCATCCCAGCTACTGGGAAGGCTGAGGTGGAAGAATTGCTTGAGTCCAAGAGGTTGAGGCTGCAGTGAGCT

GTGATCATGCCACTGCACTCCAGCCTGGGTGACA

>hsamiR1273d

GAACCCATGAGGTTGAGGCTGCAGT

>AluSq
GCACCTGTAATCCCAGCTACTCGGTAGGCTGAGGTAGGAGAATCGCTTGAACCCATGAGGTTGAGGCTGCAGTGA
GCCAAGATCGTGCCACTGCACTTCAGCCTGG

>SLC35E3
GCACCTGTAGTCCCAGCTACTGGGGAGGTTGAGGCAGGAGGATTGCTTGAGCCCAGGAGGCTGAGGCTGCAGTG

AGCCATGATTGTGCCACTGCATTCCAGCCTGG

>hsamiR1277_3p
TACGTAGATATATATGTATTTT
>EnSpm-8_HM
TATACGTAGATATATATGTATTTTT
>AC006035.2
TATACGTACGTATATATGTATTTTT

>hsamiR1285 5p
GATCTCACTTTGTTGCCCAGG

>Alul
TTTTTTTTTTTTCCTTGGGACACAGTCTCACTCTTTTGCCCAGGCTGGAGTGCAG
>DOCK4
TTTTTCTTTTTTCTTTGAGACACAGTCTCGCTTTGTTGCCCAGGCTGGAGTGCAG

>hsamiR1285 5p
GATCTCACTTTGTTGCCCAGG
>Alu)
TCTCACTTTGTTGCCCAGGCTGG
>DOCK4
TCTCGCTTTGTTGCCCAGGCTGG

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT

>Alulb
GAGACCAATCTGGGCAACAAAGTGAGACC
>SLC3A2

T

>hsamiR1289
TGGAGTCCAGGAATCTGCATTTT
>MERS5A

TGGAGTCCAGGAATC

>ARMC9

TGGAGTCCAGGAATC



>hsamiR1291

TGGCCCTGACTGAAGACCAGCAGT
>AAYZ01506329.1_1224x1089_RF00410_SNORA2
CCTGACTGAAGACCAG

>DNHD1

CCTGACTGAAGACCAG

>hsamiR1302
TTGGGACATACTTATGCTAAA
>MER53
GTTTGGGACATACTT

>PHC3

GTTTGGGACATACTT

>hsamiR1302
TTGGGACATACTTATGCTAAA
>MER53

GTTTGGGACATACTT

>PHC3
GTTTGGGACATACTTGACTGCTGTGTG

>hsamiR1303
TTTAGAGACGGGGTCTTGCTCT

>PB1D11
AGAGACGGGGTCTTGCTCTGTTGCCAGGCT
>STXBP2
AGAGACGGGGTCTTGCTCTGTACCCAGGCT

>hsamiR1303

TTTAGAGACGGGGTCTTGCTCT

>PB1D11
TTTTAGAGACGGGGTCTTGCTCTGTTGCCAGGCT
>KATNAL2
TTTTTGAGACGGAGTCTTGCTCTGTCGCCAGGCT

>hsamiR1321
CAGGGAGGTGAATGTGAT
>MIRc
TCAGGGAGGTGAATGTGA
>C3orf20
TCAGGGAGGTGAAGGTGA

>hsamirl6l 3p
CCAGTATTAACTGTGCTGCTGA
>AAYZ01253455.1_1930x1824_RF00026_U6
AACTGTGCTGCTGAA

>CASC1

AACTGTGCTGCTGAA



>hsamirl6l 3p
CCAGTATTAACTGTGCTGCTGA
>AAYZ01253455.1_1930x1824_RF00026_U6
AATTATCTCCAGTATTAACTGTGCTGCTGAA
>CASC1
AATTCTCTACCAGCAACAACTGTGCTGCTGAA

>hsamirl6l 3p
CCAGTATTAACTGTGCTGCTGA
>AAYZ01253455.1_1930x1824_RF00026_U6
TTATCTCCAGTATTAACTGTGCTGCTG
>MDGA2
TTATCTCCAATAGTGTTACCTGTGCTGCTG

>hsamiR1913
TCTGCCCCCTCCGCTGCTGCCA
>LTR16_FC
CCCCCTCCGCTGCTGCC
>MEX3B
CCCCCTCCGCTGCTGCC

>hsamiR1915 3p

CCCCAGGGCGACGCGGCGGG

>CLOXA_CS_DNA _binding_protein_Canis_sp.
GCCCGGGCCGTGCACCCGTGGGCCCCAGGGCGACGCGGCG
>TBX1
GCGCGGGCCGTACGGGTCGGCGCCGGGCGACGCGGCG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATT
GCA

>CR788282.2
AGGCCAGGCACAGTGGCTCACGCCTGTAATCCCAGCACTGTGGGAGGCTGAGGCAGGATCACCTGAGGTCAGGA

GTTCAAGACCAGCCTGGCCAACATGGTGAAACCCTGACTCTACCAAAAATACAGAAAATAGCCAGGTGTGGTGAT
GTGCGCCTGTAATCCCAGCTATTTGGGAGGCTGAGGCAGGAGAATCGCTTGAACCCAGGAGACAGAGGTTGCA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATT
GCA

>CR388382.1



AGGCCAGGCACAGTGGCTCACGCCTGTAATCCCAGCACTGTGGGAGGCTGAGGCAGGATCACCTGAGGTCAGGA
GTTCAAGACCAGCCTGGCCAACATGGTGAAACCCTGACTCTACCAAAAATACAGAAAATAGCCAGGTGTGGTGAT
GTGCGCCTGTAATCCCAGCTATTTGGGAGGCTGAGGCAGGAGAATCGCTTGAACCCAGGAGACAGAGGTTGCA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952_ RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGT
GGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTG
CAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGACT

>TMEM135
GGCCAGGCACAGTGGCTCACACCTGTAATCTCAGCACTTTGGGAGGCCAAGGCAGGTGGATCACTTAAGGCCAAG

AATTCAAGACCAGCCTGGCTAACATGGTGAAACCTCATCTCTACAAAAATACAAAAATTAGCCAGGCATGGTGGCA
CAAATCTGTAATCCCAGCTACTCAGGTGGCTGAGGAACAAGAATCGCTTGAACCCGGGAGGTGCAGGTTGTAGTG
AGCTGAGATCACACCACTGCACTCCAGCCTGGGCAACAAAGCGAGACT

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGT
GGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTG
CAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGACT

>DISC1
GGCCAGGCACAGTGGCTCATGTCTGTAATCCCAGCACTTTGGGAGGCTGAGGAAGGTGGATCACTTGAGGTCAG

GAGTTTTAGACCAGTCTGGTCAACATGGTAAAACCCCATCTCTACTAAGAATACAAAATTAGCCAGGCATGGTGGC
GGGCACCTGTAATCCCAGCTACTCCGGAGGCTGAGGCAGGAGAATTGCTTGAACTCGGGAGGCAGAGGTTGCAG
TGAGCAAGATCGTACCACTGCACTCCAGACTGGGCGACAGAGTGAGACT

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAGG
AGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCC

>R3HDM2
GCCAGGCACAGTGGCTCACGCCTGTAATCCCAGCACTCTGGAAGGCCAAGGCAGGTGGATCACCTGAGGTCAGG

AGTTTGAGGCCAGCCTGGCCAACATGGTGAAACTCCGTCTCTACTAAAAATACAAAAATTAGCC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
CAGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTC
AGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCC

>UBA1
CAGGCCAGGCACAGTAGCTCACACCTGTAATCCCAGCACTTTGGGAGGCTAAGGCAGATGGATCACCTGAGGTCA

AGGGTTCGAGACCAGCCTGACCAACATGGTGAAACCC



>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGT
GGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTG
CAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGG

>AL161915.1
GGCCAGGCGCAGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAAGCTGAGGCAGGTGGACTGCTTGAGGCCAG
AAGTTCAAAACTAGTCTGGCCAACATGGCGAAACTCCATCTCTACTAAAAATACAAAAATCAGCTGGGCATGGTGG
CACATGCCTGTAATCCCAGTTACTCGGGAGGCTGAGGCAGGAGAATAGCTTGAACCCAGGAGGCAGAGGTTGCA

GTGAGCCGAGATGGTGCCACTGCACTCCAGCCTGGG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952_ RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGT
GGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTG
CAGTGAGGTGAGATTGTGCTACTGCACTCCAGC

>PDLIM5
GGCCAGGCACGGTGGCTCACGCCTGTAATCTTAGCACTTTGGGAGGCCGAGGTGGGCAGATCACCTGAGGTCGG

GAGTTCAAGACCAGCCTGACCAACATAGGGAAACTTGGTCTCTACTAAAAATACAAAATTAGCCAGGCGTGGTGG
CACATGCCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATCGCTTGAACTCGGGAGATGGAGGTTGTG
GTGAGCCGAGATTGCGCCACTGCACTCCAGC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGT
GGCATGCACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTG
CAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACA

>AL365202.1
GGCCAGGCACATTGGCTCATGCCTGTAATCTCAGTGCTTTGGGAGGCCAAGGCAGGAGAACTGCTTGACACTAGG
AGTTCAAGTCCAGCTTGGGCAACATGGTGAAACCCTGTCTCTACTAAAAATACAAAAATTAGCCAGACATGGTGGC
ACATGCCCGTAATCCCAGCTACTTGGGAGGCTGAGGCATGAGAATTACTTGAACCCAGAAGGCAGAGGTTGCAGT

GAGCCAAGATGGTGCCACTGTACTCCAGCCTGGGCAACA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952_ RF00100_7SK
GCACAGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAGGAGTTC
GAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGTGGCATG
CACCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTGCA
>AL844220.2



GCACAGTGGCTCACGCCTGTAATCCCAGCACTGTGGGAGGCTGAGGCAGGATCACCTGAGGTCAGGAGTTCAAG
ACCAGCCTGGCCAACATGGTGAAACCCTGACTCTACCAAAAATACAGAAAATAGCCAGGTGTGGTGATGTGCGCC
TGTAATCCCAGCTATTTGGGAGGCTGAGGCAGGAGAATCGCTTGAACCCAGGAGACAGAGGTTGCA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952 RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATT
GCA

>CR788282.2
AGGCCAGGCACAGTGGCTCACGCCTGTAATCCCAGCACTGTGGGAGGCTGAGGCAGGATCACCTGAGGTCAGGA

GTTCAAGACCAGCCTGGCCAACATGGTGAAACCCTGACTCTACCAAAAATACAGAAAATAGCCAGGTGTGGTGAT
GTGCGCCTGTAATCCCAGCTATTTGGGAGGCTGAGGCAGGAGAATCGCTTGAACCCAGGAGACAGAGGTTGCA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
AGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCA
GGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGG
TGGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATT
GCA

>CR388382.1
AGGCCAGGCACAGTGGCTCACGCCTGTAATCCCAGCACTGTGGGAGGCTGAGGCAGGATCACCTGAGGTCAGGA

GTTCAAGACCAGCCTGGCCAACATGGTGAAACCCTGACTCTACCAAAAATACAGAAAATAGCCAGGTGTGGTGAT
GTGCGCCTGTAATCCCAGCTATTTGGGAGGCTGAGGCAGGAGAATCGCTTGAACCCAGGAGACAGAGGTTGCA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGT
GGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTG
CAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGACTC

>TMEM135
GGCCAGGCACAGTGGCTCACACCTGTAATCTCAGCACTTTGGGAGGCCAAGGCAGGTGGATCACTTAAGGCCAAG

AATTCAAGACCAGCCTGGCTAACATGGTGAAACCTCATCTCTACAAAAATACAAAAATTAGCCAGGCATGGTGGCA
CAAATCTGTAATCCCAGCTACTCAGGTGGCTGAGGAACAAGAATCGCTTGAACCCGGGAGGTGCAGGTTGTAGTG
AGCTGAGATCACACCACTGCACTCCAGCCTGGGCAACAAAGCGAGACTC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGT



GGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTG
CAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACAGAGTGAGACTC

>DISC1
GGCCAGGCACAGTGGCTCATGTCTGTAATCCCAGCACTTTGGGAGGCTGAGGAAGGTGGATCACTTGAGGTCAG

GAGTTTTAGACCAGTCTGGTCAACATGGTAAAACCCCATCTCTACTAAGAATACAAAATTAGCCAGGCATGGTGGC
GGGCACCTGTAATCCCAGCTACTCCGGAGGCTGAGGCAGGAGAATTGCTTGAACTCGGGAGGCAGAGGTTGCAG
TGAGCAAGATCGTACCACTGCACTCCAGACTGGGCGACAGAGTGAGACTC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAGG
AGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCC

>R3HDM2
GCCAGGCACAGTGGCTCACGCCTGTAATCCCAGCACTCTGGAAGGCCAAGGCAGGTGGATCACCTGAGGTCAGG

AGTTTGAGGCCAGCCTGGCCAACATGGTGAAACTCCGTCTCTACTAAAAATACAAAAATTAGCC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
CAGGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTC
AGGAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCC

>UBA1
CAGGCCAGGCACAGTAGCTCACACCTGTAATCCCAGCACTTTGGGAGGCTAAGGCAGATGGATCACCTGAGGTCA

AGGGTTCGAGACCAGCCTGACCAACATGGTGAAACCC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGT
GGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTG
CAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGG

>AL161915.1
GGCCAGGCGCAGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAAGCTGAGGCAGGTGGACTGCTTGAGGCCAG

AAGTTCAAAACTAGTCTGGCCAACATGGCGAAACTCCATCTCTACTAAAAATACAAAAATCAGCTGGGCATGGTGG
CACATGCCTGTAATCCCAGTTACTCGGGAGGCTGAGGCAGGAGAATAGCTTGAACCCAGGAGGCAGAGGTTGCA
GTGAGCCGAGATGGTGCCACTGCACTCCAGCCTGGG

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952_ RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGT
GGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTG
CAGTGAGGTGAGATTGTGCTACTGCACTCCAGC

>PDLIM5



GGCCAGGCACGGTGGCTCACGCCTGTAATCTTAGCACTTTGGGAGGCCGAGGTGGGCAGATCACCTGAGGTCGG
GAGTTCAAGACCAGCCTGACCAACATAGGGAAACTTGGTCTCTACTAAAAATACAAAATTAGCCAGGCGTGGTGG
CACATGCCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATCGCTTGAACTCGGGAGATGGAGGTTGTG
GTGAGCCGAGATTGCGCCACTGCACTCCAGC

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1_7254x6952_RF00100_7SK
GGCCAGGCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAG
GAGTTCGAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGT
GGCACGCAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTG
CAGTGAGGTGAGATTGTGCTACTGCACTCCAGCCTGGGCAACA

>AL365202.1
GGCCAGGCACATTGGCTCATGCCTGTAATCTCAGTGCTTTGGGAGGCCAAGGCAGGAGAACTGCTTGACACTAGG

AGTTCAAGTCCAGCTTGGGCAACATGGTGAAACCCTGTCTCTACTAAAAATACAAAAATTAGCCAGACATGGTGGC
ACATGCCCGTAATCCCAGCTACTTGGGAGGCTGAGGCATGAGAATTACTTGAACCCAGAAGGCAGAGGTTGCAGT
GAGCCAAGATGGTGCCACTGTACTCCAGCCTGGGCAACA

>hsamiR1972

TCAGGCCAGGCACAGTGGCTCA

>AANU01178229.1 7254x6952 RF00100_7SK
GCACAGTGGCTCATGCCTGTAATCCCAGCGATTTGGGAGGCTGAGGCAGGCGGACCACCTGAGGTCAGGAGTTC
GAGACCAGCCTGGCCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAGAAATTAGCCAGATGTGGTGGCACG
CAGCTGTAATCCCAGCAATTCAGGAGGTTGAGGCAGGAGAAACACTTGAACCCGGGAGGCAGAGATTGCA
>AL844220.2
GCACAGTGGCTCACGCCTGTAATCCCAGCACTGTGGGAGGCTGAGGCAGGATCACCTGAGGTCAGGAGTTCAAG

ACCAGCCTGGCCAACATGGTGAAACCCTGACTCTACCAAAAATACAGAAAATAGCCAGGTGTGGTGATGTGCGCC
TGTAATCCCAGCTATTTGGGAGGCTGAGGCAGGAGAATCGCTTGAACCCAGGAGACAGAGGTTGCA

>hsamiR297
ATGTATGTGTGCATGTGCATG
>ERV1_N6_| _DR_ERV1_Danio_rerio
TGTATGTATGTGTGCAT

>LRRC39

TGTATGTATGTGTGCAT

>hsamir30la_5p
GCTCTGACTTTATTGCACTACT
>LINE1-21 ZM
GCTCTGACTTTATTG

>LPL

GCTCTGACTTTATTG

>hsamir30la_5p
GCTCTGACTTTATTGCACTACT
>LINE1-21 ZM
CTCTGACTTTATTGCACT



>PGR
CTCTGACTTTATTGAACT

>hsamir30la_5p
GCTCTGACTTTATTGCACTACT
>LINE1-21 ZM
ATGCTCTGACTTTATT
>KIAA1731
ATGCTCTGACTTTATT

>hsamir30la_5p
GCTCTGACTTTATTGCACTACT
>LINE1-21 ZM
ATGCTCTGACTTTATT
>KIAA1731
ATGCTCTGACTTTATTCAC

>hsamir30la_5p
GCTCTGACTTTATTGCACTACT
>LINE1-21 ZM
CGAATGCTCTGACTTTATTGCA
>BLK
CGAACGCTCGTGACTTTATTGCA

>hsamir302a_5p
ACTTAAACGTGGATGTACTTGCT
>THER1_SINE_Mammalia
AACGTGGATGTACTT

>TBK1

AACGTGGATGTACTT

>hsamir302c_3p
TAAGTGCTTCCATGTTTCAGTGG
>THER1_SINE_Mammalia
CCATGTTTCAGTGGA

>RTN4IP1

CCATGTTTCAGTGGA

>hsamir302c_5p
TTTAACATGGGGGTACCTGCTG
>THER1_SINE_Mammalia
GGGGGTACCTGCTGTGTG
>SYNGR1
GGGGGTACCTGCTGGGTG

>hsamir302d_5p
ACTTTAACATGGAGGCACTTGC
>THER1_SINE_Mammalia



TACTTTAACATGGAG
>CDYL
TACTTTAACATGGAG

>hsamir302f
TAATTGCTTCCATGTTT
>THER1_SINE_Mammalia
AATTGCTTCCATGTTTA
>PIWIL3
AATTGCTTCCATGTTTA

>hsamiR3150a_3p
CTGGGGAGATCCTCGAGGTTGG
>GRANDE1_ZD |
GCCAAGGCTGGGGAGATCCTCGAGGTTGGC
>FRMPD2
GCCAAAGTAGGTGAGTTCCTCGAGGTTGGC

>hsamiR3171
AGATGTATGGAATCTGTATATATC
>MuDR_1_NV_MuDR_Nematostella_vectensis
GGAATCTGTATATAT

>NR3C2

GGAATCTGTATATAT

>hsamiR3171

AGATGTATGGAATCTGTATATATC
>MuDR_1_NV_MuDR_Nematostella_vectensis
TATAGAGATGTATGGAATCTGTAT

>XPO1

TATACAAATTTATGGAATCTGTAT

>hsamiR3195

CGCGCCGGGCCCGGGTT

>TguERVKIN3 | ERV2_ Estrildidae
TGGTGGCCGTGGGCGTCCGGGACAGGCTCTGGGTCACTGCGCCGGCCGCGCCTTTGGGCAGCCCGGTGGGGGTC
CCGGGGGCGGGCGGCGGGACGGCGGCCGGGCTGGGCAGCGCCCCTTGCATAGTTGGCCCGATGACCATGCTGG
CCGCCGTGCTGGCCGGGCCGCTGGCCGCCAGGGTCTGCGCCGCCGGGGGCGCCGCCTGCACCACCCTCTTGGGC
GACTCGGCCTTGACCCCCGGCGCCGGCGCCGCAGCCGLCLCGCGLCCGGGCCCGGGTTGGCCGCTGACCCCCGLGGG
GCCCCCGGCGGLCCGGGGCGGGGGCGGGGGCTGCCCCGGCGLCTGCCCCCGTTCTGGGCGGCGGCGGGGGGLGG
CACGGCGGGCGCGGCGGTCGGGGGTCCGGCGGGGTGGCCGGGCGGCCGGGCCAGAGTGGCGGGCGCGGGGGE
GTGGCGGGGGCGGGGCGGCGGCGGGGGCGGCGGGCL

>TAF4
TGGTGGCCGTGGGCGTCCGGGACAGGCTCTGGGTCACTGCGCCGGCCGCGCCTTTGGGCAGCCCGGTGGGGGTC

CCGGGGGCGGGCGGCGGGACGGCGGCCGGGCTGGGCAGCGCCCCTTGCATAGTTGGCCCGATGACCATGCTGG
CCGCCGTGCTGGCCGGGCCGCTGGCCGCCAGGGTCTGCGCCGCCGGGGGCGCCGCCTGCACCACCCTCTTGGGC
GACTCGGCCTTGACCCCCGGCGCCGGCGCLCGCAGCCGCCGCGLCCGGGLCCCGGGTTGGCCGCTGACCCCCGLGGG
GCCCCCGGCGGLLCGGGGLCGGGGGCGGGEGGLCTGCCCCGGCGCTGCCLCCCGTTCTGGGLCGGCGGCGGGGGGLGE



CACGGCGGGCGCGGCGGTCGGGGGTCCGGCGGGGTGGCCGGGCGGCCGGGCCAGAGTGGLGGGLGLGGGGEA
GTGGCGGGGGCGGGGCGGLCGGLGGGGGLGGLGGGEL

>hsamiR3195

CGCGCCGGGCCCGGGTT

>TguERVKIN3 | ERV2 Estrildidae
TGGTGGCCGTGGGCGTCCGGGACAGGCTCTGGGTCACTGCGCCGGCCGCGCCTTTGGGCAGCCCGGTGGGGGTC
CCGGGGGCGGGCGGCGGGACGGCGGCCGGGCTGGGCAGCGCCCCTTGCATAGTTGGCCCGATGACCATGCTGG
CCGCCGTGCTGGCCGGGCCGCTGGCCGCCAGGGTCTGCGCCGCCGGGGGCGCCGCCTGCACCACCCTCTTGGGC
GACTCGGCCTTGACCCCCGGCGCCGGCGCCGCAGCCGLCLCGCGLCCGGGCCCGGGTTGGCCGCTGACCCCCGLGGG
GCCCCCGGCGGCCGGGGCGGGGGCGGGGGCTGCCCCGGCGLCTGCCCCCGTTCTGGGCGGCGGCGGGGGGLGG
CACGGCGGGCGCGGCGGTCGGGGGTCCGGCGGGGTGGCCGGGCGGCCGGGCCAGAGTGGCGGGCGCGGGGG
GTGGCGGGGGCGGGGCGGCGGCGGGGGCGGCGGGLCGCGGGGGLCGGCGGGGGGCGAGGGCGCGGCGGGLGL
GGGGGGCGCGGCGGCGCCCACGAAGGGGGGCGTCTGGATGACAGTGCCGGGGGCGGCGGGCTTGGGCAGCGG
CAG

>TAF4
TGGTGGCCGTGGGCGTCCGGGACAGGCTCTGGGTCACTGCGCCGGCCGCGCCTTTGGGCAGCCCGGTGGGGGTC

CCGGGGGCGGGCGGCGGGACGGCGGCCGGGCTGGGCAGCGCCCCTTGCATAGTTGGCCCGATGACCATGCTGG
CCGCCGTGCTGGCCGGGCCGCTGGCCGCCAGGGTCTGCGCCGCCGGGGGCGCCGCCTGCACCACCCTCTTGGGC
GACTCGGCCTTGACCCCCGGCGCCGGCGCCGCAGCCGLCLCGCGLCCGGGLCCCGGGTTGGCCGCTGACCCCCGLGGG
GCCCCCGGCGGLCLCGGGGLCGGGGGCGGGGGLCTGCCCCGGCGLCTGCCLCCCGTTCTGGGCGGCGGLCGGGGGGLGE
CACGGCGGGCGCGGCGGTCGGGGGTCCGGCGGGGTGGCCGGGCGGCCGGGCCAGAGTGGCGGGCGCGGGGE
GTGGCGGGGGCGGGGLCGGLCGGLGGGGEGLGGLGGGLGLGGGEGGLGGLGGGGGGLCGAGGGCGLCGGLCGGGLGL
GGGGGGCGCGGCGGCGCCCACGAAGGGGGGCGTCTGGATGACAGTGCCGGGGGCGGCGGGCTTGGGCAGLCGG
CAG

>hsamiR325
CCTAGTAGGTGTCCAGTAAGTGT
>LINE2_Non_LTR_retrotransposon_Eutheria
TAGGTGTCCAGTAAGTGTTTGT

>MLL

TAGGTGTCCAGTAAATTTTTGT

>hsamiR325
CCTAGTAGGTGTCCAGTAAGTGT
>LINE2_Non_LTR_retrotransposon_Eutheria
TAGGTGTCCAGTAAGTGTTTGT

>MLL

TAGGTGTCCAGTAAATTTTTGTC

>hsamiR3648
AGCCGCGGGGATCGCCGAGGG
>SETARIA1
CGGGGATCGCCGAGG
>RNASEK
CGGGGATCGCCGAGG



>hsamiR3648
AGCCGCGGGGATCGCCGAGGG
>SETARIA1
CGGGGATCGCCGAGG
>RNASEK
CGGGGATCGCCGAGGTGC

>hsamiR3648
AGCCGCGGGGATCGCCGAGGG
>SETARIAL
GGGGGAGCCGCGGGGATCGCCGAGGG
>PDE4C
GGGGGAGCCGCGCGGGGATCCCCGAGGG

>hsamiR3665

AGCAGGTGCGGGGCGGCG

>Copia-8_TA-I|
CCCAGGCCCCCTGAGGCCGCGGCGGTGGCCGTGGCGGCCGGGGGGCTCCGAGGACCCAAAGGCTGCAGGCCAG
CGGGGGGCGGCGCGGCGGGCGGCGGCGGCGGCAGCAGCAGCAGGTGCGGGGCGGCGGCCGCGCTGGCCGCTC
GACTCCGCAGCTGCTCGTTCTGCTTCTCCAGCTTGCGCACCAGCTCCTGCAGCTTCTTCACCTCCAGCTCCGCGTTCA
CCACCGGCCCGGAGCCCGCTCCAGAGCTGACCCCTGCCGAGGCGCATTTCACCTGCTCCGCCATCAT

>SLAIN1
CCCAGGCCCCCTGAGGCCGCGGCGGTGGCCGTGGCGGCCGGGGGGCTCCGAGGACCCAAAGGCTGCAGGCCAG

CGGGGGGCGGCGCGGCGGGCGGCGGCGGCGGCAGCAGCAGCAGGTGCGGGGLCGGLGGCCGLGLCTGGLCGLTC
GACTCCGCAGCTGCTCGTTCTGCTTCTCCAGCTTGCGCACCAGCTCCTGCAGCTTCTTCACCTCCAGCTCCGCGTTCA
CCACCGGCCCGGAGCCCGCTCCAGAGCTGACCCCTGCCGAGGCGCATTTCACCTGCTCCGCCATCAT

>hsamiR3686
ATCTGTAAGAGAAAGTAAATGA
>LIMEC_5_L1M4_5_Eutheria
AGAGAAAGTAAATGAAA
>WDR60
AGAGAAAGTAAATGAAA

>hsamiR4326
TGTTCCTCTGTCTCCCAGAC
>Gypsyl54_| DR_Gypsy_Danio_rerio
CTGCTGTTCCTCTGTCT

>DIXDC1

CTGCTGTTCCTCTGTCT

>hsamiR4326
TGTTCCTCTGTCTCCCAGAC
>Gypsyl54_| DR_Gypsy_Danio_rerio
CTGCTGTTCCTCTGTCT

>DIXDC1

CTGCTGTTCCTCTGTCTATA



>hsamiR450a_3p

ATTGGGGACATTTTGCATTCAT
>Gingerl_6_HM_Gingerl_Hydra_magnipapillata
ATTTTGCATTCATAG

>TRIML2

ATTTTGCATTCATAG

>hsamiR450a_5p

TTTTGCGATGTGTTCCTAATAT
>Gingerl_6_HM_Gingerl_Hydra_magnipapillata
TTTGCGATGTGTTCC

>SPEN

TTTGCGATGTGTTCC

>hsamir450b_5p

TTTTGCAATATGTTCCTGAATA
>Gingerl_6_HM_Gingerl_Hydra_magnipapillata
TTATTTTTGCAATATGT

>TRIO

TTATTTTTGCAATATGT

>hsamiR501_5p
AATCCTTTGTCCCTGGGTGAGA
>GYPSO_|_Gypsy
TGTCCCTGGGTGAGAG

>CTPS

TGTCCCTGGGTGAGAG

>hsamiR501_5p
AATCCTTTGTCCCTGGGTGAGA
>GYPSO_|_Gypsy
TGTCCCTGGGTGAGAG
>ZNF347
TGTCCCTGGGTGAGAG

>hsamiR501_5p
AATCCTTTGTCCCTGGGTGAGA
>GYPSO_|_Gypsy
TTGTCCCTGGGTGAGAGT
>EFTUD2
TTGTCCCTGGGTGTGAGT

>hsamiR544a
ATTCTGCATTTTTAGCAAGTTC
>MER5A1
CATTTTTAGCAAGTT

>GLYR1

CATTTTTAGCAAGTT



>hsamiR544a
ATTCTGCATTTTTAGCAAGTTC
>MER5A1
TTCTGCATTTTTAGCAAGTTC
>MAP2
TTCTGTTTTTTTAGCAAGTTC

>hsamiR544a

ATTCTGCATTTTTAGCAAGTTC

>MER5A1

TTCTGCATTTTTAGCAAGTTC

>MAP2
TTCTGTTTTTTTAGCAAGTTCAGCCTTCTTATA

>hsamiR544a

ATTCTGCATTTTTAGCAAGTTC

>MER5A1
GGACCAAGATTCTGCATTTTTAGCAAGTTCTCAAGTGA
>VGLL4
GGACTACGATTCTGCATTTCTAACAAGTTCCCAGGTGA

>hsamiR544a
ATTCTGCATTTTTAGCAAGTTC
>MER5A1
CTGCATTTTTAGCAAGTT
>ZNF165
CTGCATGTTTAGCAAGTT

>hsamiR544a
ATTCTGCATTTTTAGCAAGTTC
>MER5A1
CATTTTTAGCAAGTTCTC
>SAT1
CATTTTTAGCAAGTACTC

>hsamiR544a
ATTCTGCATTTTTAGCAAGTTC
>MER5A1
AGATTCTGCATTTTT

>CYLC1

AGATTCTGCATTTTT

>hsamiR544a
ATTCTGCATTTTTAGCAAGTTC
>MER5A1
TTCTGCATTTTTAGCAAGTTC
>SIK1
TTCTCCATTTTTAGCAAATTC



>hsamiR558
TGAGCTGCTGTACCAAAAT
>MLT1C
CTGCTGTACCAAAAT
>PPM1F
CTGCTGTACCAAAAT

>hsamiR558
TGAGCTGCTGTACCAAAAT
>MLT1C
GAGCTGCTGTACCAA
>SLC25A12
GAGCTGCTGTACCAA

>hsamiR558
TGAGCTGCTGTACCAAAAT
>MLT1C

GAGCTGCTGTACCAA

>SLC25A12
GAGCTGCTGTACCAACGGTGTGGC

>hsamiR558
TGAGCTGCTGTACCAAAAT
>MLT1C
CTGAGCTGCTGTACCAAA
>CEP192
CTGAGCTGCTGAACCAAA

>hsamiR566
GGGCGCCTGTGATCCCAAC
>GarnAlul
TGGTGGCGGGCGCCTGTGATCCCA
>AL662867.1
TGGTGGCGGGCGCCTGTAATCCCA

>hsamiR566
GGGCGCCTGTGATCCCAAC

>GarnAlul
TGGTGGCTGACGCCTGTAATCCCAGCT
>AL662867.1
TGGTGGCGGGCGCCTGTAATCCCAGCT

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
AAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGTGATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTG
AACCCGGGAGGCGAAGGTTGCAGTGAGCCAAGATCGCGCCATTGCACTCCAGCCTGGGTGACAGAGTGAGACTC
CATCTCAAAAAA



>AC127032.1
AAAAATTAGCCGGGTGTGGTGGCGGGCGCCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGTGTG

AACCCAGGAGGTGGAGCTTGCAGTGAGCTGAGATCGCACCACTGCACCCCAGCCTGGGCAACAGTGCGAGACTC
CATCTCAAAAAA

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
AAAAAATAAGCTGGGTGTGGTGGCTGACGCCTGTAATCCCAGCTAGTCAGGAGGCTGAGACAGGAGAATCGCTT
GAACCCAGCAGATGGAGGTTGCAGTGAGCCGCAATCTCGCTACTGTACTGCAGCCTGGGCAACAGAGTGAGACT
>AC127032.1
AAAAAATTAGCCGGGTGTGGTGGCGGGCGCCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGTGT

GAACCCAGGAGGTGGAGCTTGCAGTGAGCTGAGATCGCACCACTGCACCCCAGCCTGGGCAACAGTGCGAGACT

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
AAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGTGATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTG
AACCCGGGAGGCGAAGGTTGCAGTGAGCCAAGATCGCGCCATTGCACTCCAGCCTGGGTGACAGAGTGAGACTC
CATCTCAAAAAACA

>AC139677.7
AAAAATTAGCCGGGTGTGGTGGCGGGCGCCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGTGTG

AACCCAGGAGGTGGAGCTTGCAGTGAGCTGAGATCGCACCACTGCACCCCAGCCTGGGCAACAGTGCGAGACTC
CATCTCATAAAACA

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
ACAAACAAACAAAAAATAAGCTGGGTGTGGTGGCTGACGCCTGTAATCCCAGCTAGTCAGGAGGCTGAGACAGG
AGAATCGCTTGAACCCAGCAGATGGAGGTTGCAGTGAGCCGCAATCTCGCTACTGTACTGCAGCCTGGGCAACAG
AGTGAGACTTGATCTCGTAAAA

>AC139677.7
ACAAAAAAAAAAAAAATTAGCCGGGTGTGGTGGCGGGCGCCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGG

AGAATGGTGTGAACCCAGGAGGTGGAGCTTGCAGTGAGCTGAGATCGCACCACTGCACCCCAGCCTGGGCAACA
GTGCGAGACTCCATCTCATAAAA

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GCTGGGCACAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAG
TTCGAGACCAGCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCG
GGCGCCTGTGATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGT
GAGCCAAGATCGCGCCATTGCACTCCAGCCTGGGTGACAGAGTGAGACTCCATCTCAAAAAACAAACAAACAAAA
A

>AC104472.1
GCTGGGCGCGGTGGCTCACGCCTGTGATCCCCACACTTTGGGAGGCAGAGGTGGGTGGATCACCTGAGGTCAGG

AGTTCCAGACCAGCCTGGCCAATATGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATAGCTGGGCGTGGTGG



CGGGAGCCTGTAATCCCAGATACTCGGGAGGCTGAGGCAAGAGAATAGCTTGAACCCAGGAGGCGGAGGTTGCA
GTGAGCCGAGATCGCACCACTGCACTCCAGCCTGGGCGACAGAGCCAGACTCCGTCTCAAAAAAGAAAAAAAGA
AAAA

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGTGATCCCAACTACTCAGG
AGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAGCCAAGATCGCGCCATTGCACTCC
AGCCTGGGTGACAGAGTGAGACTCCATCTCAAAAAACAAACAAACAAAAAA

>TMEM146
GAAACCCTATCTCTACTAAAAATAAAAAAAATTAGCCGGGCGCAGTGGCGGGCGCCTGTAATCCCAGCTACTCGG

GAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCAGAGCTTGCGGTGAGCCAAGATCACACCGCTGCACT
CCAGCCTGGGCGACAGAGCGAGACTCTGTCTCAAAAAAAAAAAAAAAAAAAAA

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
GCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGACAGGTGGATCACGAGGTCAGGAGTTCGAGACCAGCCT
GACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGTGATCC
CAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTGAACCCGGGAGGCGAAGGTTGCAGTGAGCCAAGATCGCG
CCATTGCACTCCAGCCT

>ELP4
GCTCATGCCTGTAATTCCAGCACTTTGGGAGGCTGAGGCGGATGAATCACCTGAGGTCAGGAGTTCGAGACCAGC

CTGGCCAACATGGTGGAACCCCATCTCTACTAAAAATACAAAAATTAGCTGGGTGTGGTGGTGGGCGCCTGTAAT
CCCAGCTACTAGGGAGGCTGAGGCGGGAGAATTGCTTGAACCCAGGAGGCGAGGTTGCCGTGAGCCGAGATCGT
GCCACTGCACTCCAGCCT

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
AAAAATAAGCTGGGTGTGGTGGCTGACGCCTGTAATCCCAGCTAGTCAGGAGGCTGAGACAGGAGAATCGCTTG
AACCCAG

>ELP4
AAAAATTAGCTGGGTGTGGTGGTGGGCGCCTGTAATCCCAGCTACTAGGGAGGCTGAGGCGGGAGAATTGCTTG

AACCCAG

>hsamiR566

GGGCGCCTGTGATCCCAAC

>GarnAlul
AAAAATTAGCTAGGCGTGGTGGCGGGCGCCTGTGATCCCAACTACTCAGGAGGCTGGGGCAGCAGAATCGCTTG
AACCCGGGAGGCGAAGGTTGCAGTGAGCCAAGATCGCGCCATTGCACTCCAGCCTGGGTGACAGAGTGAGACT
>SPATS2L
AAAAATTAGCTGGGCGTGGTGGTGGGCGCCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATGGTGTG

AACCTGGGAGGTGGAGCTTGCAGTGAGCAGAGATTGTGCCACTGCACTCCAGCCTGGGTGACAGGGTGAGACT

>hsamiR566



GGGCGCCTGTGATCCCAAC

>GarnAlul
CAAAAAATAAGCTGGGTGTGGTGGCTGACGCCTGTAATCCCAGCTAGTCAGGAGGCTGAGACAGGAGAATCGCT
TGAACCCAGCAGATGGAGGTTGCAGTGAGC

>SPATS2L
CAAAAAATTAGCTGGGCGTGGTGGTGGGCGCCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATGGTG

TGAACCTGGGAGGTGGAGCTTGCAGTGAGC

>hsamiR567
AGTATGTTCTTCCAGGACAGAAC
>CR1_16_HM_CR1_Hydra_magnipapillata
CAGTATGTTCTTCCAGG

>HEATR7B1

CAGTATGTTCTTCCAGG

>hsamiR570_5p
AAAGGTAATTGCAGTTTTTCCC
>MADE1

TTGCAGTTTTTCCCA

>ZC3H7A

TTGCAGTTTTTCCCA

>hsamiR574_3p
CACGCTCATGCACACACCCACA
>hAT-N53_DR
GGTCCACGCTCATGCAC
>CXCR7
GGTCCACGCTCATGCAC

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>FAM27D1.1
GTGTGTGTGTGTGTGTGTGAGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>FAM27D1.1
GTGTGTGTGTGTGTGTGTGAGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>FAM27D1.1



GTGTGAGTGTGTGTGTGTGTCTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGAGTGTGTGTGTGTGAGTGTGTGT
>AC096644.1
TGAGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGAGTGTGTGTGTGTGAGTGTGTGT
>AC096644.1
TGAGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>AC096644.1
GTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTG
>AC096644.1
GTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTG
>AC096644.1
GTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGAGTGTGTGTGTGTGAGTGTGTGT
>AC096644.1
TGAGTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT



>AC096644.1
GTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAG
>AC096644.1
GTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTG
>AC096644.1
GTGTGTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTG
>AC096644.1
GTGTGTGTGTGTGTGTGTGTGAG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGAGTGTGTGTGTGTGAGTGTGTGT
>AC096644.1
TGAGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>AC096644.1
GTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>FGFRL1
GTGTGAGAGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR



GAGTGTGTGTGTGTGAGTGTGTG
>FGFRL1
GAGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>FGFRL1
CGTGTGAGTGTGTGTGAGAGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>FGFRL1
GTGTGAGAGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>FGFRL1
CGTGTGAGTGTGTGTGAGAGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>FGFRL1
CGTGTGAGTGTGTGTGAGAGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>FGFRL1
CGTGTGAGTGTGTGTGAGAGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTGT
>|TPK1
TGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT



>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CR547129.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CR547129.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CR547129.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CR547129.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CR547129.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CR547129.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTG
>CR547129.1
GTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p



TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>CR547129.1
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>CR547129.1
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>CR547129.1
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>CR547129.1
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>CR547129.1
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>CR547129.1
TGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>CR547129.1
TGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CR547129.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CR547129.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CR547129.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CR547129.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CR547129.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CR547129.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

TGTGAGTGTGTGTGTGTGAGTGTGTGT

>CR547129.1
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CR547129.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGA

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CR547129.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGA

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CR547129.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGA

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CR547129.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGA

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>CR547129.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGA

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>CR547129.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGA

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTG
>CR547129.1
GTGTGTGTGTGTGTGTGTGTGTGTGTGA



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTG
>AL844527.3
GTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL844527.3
TGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL844527.3
TGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTG
>AL844527.3
GTGTGTGTGTGTGTGTGTGTGTGTGTGA

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>AL844527.3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGA

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTG
>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>ST8SIA3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>ST8SIA3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>ST8SIA3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>ST8SIA3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>ST8SIA3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT
>ST8SIA3
TGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG



>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>ST8SIA3
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTGT

>ST8SIA3
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTGTC
>RP3-368B9.1.1
TGTGTGTGTGTGTGTGTGTGTC

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGAGTGTGTGTGTGTGAGTGTGTG
>GNE
TGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>GNE
GTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>GNE
GTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTG
>GNE
GTGTGTGTGTGTGTGTGTGTGTGTG



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTGT
>GNE
TGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTGT
>GNE
TGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTGT
>GNE
TGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>GNE
GTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGTGTGTGTGAGTGTGTGT
>GNE
GTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTGT
>GNE
TGTGTGTGTGTGTGTGTGTGTGTGTG

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT

>C10orf71
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>C10o0rf71
GTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>C10o0rf71
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>C10orf71
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>C10o0rf71
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>C10o0rf71
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>C10orf71
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>C10orf71
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT



>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>C10o0rf71
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>C10o0rf71
CGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
CGTGTGAGTGTGTGTGTGTGAGTGTGTGT
>C10orf71
CGTGTGTGTGTGTGTGTGTGTGTGTGTGT

>hsamiR574_5p

TGAGTGTGTGTGTGTGAGTGTGT

>hAT-N53_DR

GTGTGAGTGTGTGTGTGTGAGTGTGTGT

>FAM27D1.1
GTGTGTGTGTGTGTGTGTGAGTGTGTGTGTGTGTCTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
GTGTGAGTGTGTGTGTGTGAGTGTGTGT
>FAM27D1.1
GTGTGAGTGTGTGTGTGTGTCTGTGTGTGTGT

>hsamiR574_5p
TGAGTGTGTGTGTGTGAGTGTGT
>hAT-N53_DR
TGTGTGTGTGTGAGTGTGTGT
>COBL
TGTGTGTGTGTGCGTGTGTGT

>hsamiR582_3p

TAACTGGTTGAACAACTGAACC

>3
AACTGGTTGAACAACTGAACCCAAAGGGTGCAAAGTA
>UBA2
AACTGGTTGAACAAGTACTTTGCCCAAACGATGCAATGTA



>hsamiR598
TACGTCATCGTTGTCATCGTCA
>CACTA_LP
CGTTGTCATCGTCATCATCATCATC
>ACRC
CGTTGTCATCGTCATTGTCATCATC

>hsamir601
TGGTCTAGGATTGTTGGAGGAG
>LTR96_MD
ATTGTTGGAGGAGTCAG
>RUNX1T1
ATTGTTGGAGGAGTCAG

>hsamiR645
TCTAGGCTGGTACTGCTGA
>CHARLIE3
GCTGGTACTGCTGATGCT
>Clorfl89
GCTGGTACTGCTGATGCT

>hsamir7_5p
TGGAAGACTAGTGATTTTGTTGT
>L2_1b_Cis_CR1_Ciona_savignyi
AAGACTAGTGATTTT

>MYBL1

AAGACTAGTGATTTT

>hsamir7_5p
TGGAAGACTAGTGATTTTGTTGT
>L2_1b_Cis_CR1_Ciona_savignyi
ACTAGTGATTTTGTT

>DEFB113

ACTAGTGATTTTGTT

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
CGGGGCTGGGGCCGGGGCCG

>CDKN1C

CGGGGCTGGGGCCGGGGCCG

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
CGGGGCTGGGGCCGGGGCCG

>CDKN1C

CGGGGCTGGGGCCGGGGCCGCGACTGGAGCCGGGG



>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
CGGGGCTGGGGCCGGGGCCG

>CDKN1C

CGGGGCTGGGGCCGGGGCCGCGACTGGAG

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
CGGGGCTGGGGCCGGGGCCG

>CDKN1C

CGGGGCTGGGGCCGGGGCCGCGA

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
CGGGGCTGGGGCCGGGGCCG

>TBC1D10B

CGGGGCTGGGGCCGGGGCCG

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
CGGGGCTGGGGCCGGGGC

>TBC1D10B

CGGGGCTGGGGCCGGGGCTGGGGCCGGGGCCG

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
CGGGGCTGGGGCCGGGGC

>TBC1D10B

CGGGGCTGGGGCCGGGGC

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
CGGGGCTGGGGCCGGGGCC

>STARDS8

CGGGGCTGGGGCCGGGGCC

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
GGGCTGGGGCCGGGGCCG

>STARDS8

GGGCTGGGGCCGGGGCCGGGGCTGGGGCCGGGGCLC



>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
GGGCTGGGGCCGGGGCCG

>STARDS8

GGGCTGGGGCCGGGGCCG

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
GGGCTGGGGCCGGGGCCG

>STARDS8

GGGCTGGGGCCGGGGCCGGGGC

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
CGGGGCTGGGGCCGGGGCC

>AEBP1

CGGGGCTGGGGCCGGGGCC

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
CGGGGCTGGGGCCGGGGCCGAGCCCGCG

>PAPD5

CGGGGCCGGGGCCGGGGCCGAGGCCGCG

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
CGGGGCTGGGGCCGGGGCCGAGCCCG

>TAF4

CGGGGCCGGGGCCGGGGCCGGGLCCE

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
CGGGGCTGGGGCCGGGGCCGAGCCCG

>TAF4

CGGGGCCGGGGCCGGGGLCCGGGLCCCGGGGCCGGGGCLCaG

>hsamiR762

GGGGCTGGGGCCGGGGCCGAGC

>NonLTR_5 CR_Non_LTR_Retrotransposon_Chlamydomonas_reinhardtii
CGGGGCTGGGGCCGGGGCCGAGCCCGCGG

>STK39

CGGGGCCGGGGCCGGGGCCGGGGCCGLGG



>hsamiR1255b2 3p

AACCACTTTCTTTGCTCATCCA

>TIGGER1
AAACCACTTTCTTTGCTCATCCGTAAGAAGCAACTCCT
>TIGD1
AAACCACTTTCTTTGCGCATCCATAAGAAACAACTCCT

>hsamiR1285_ 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
GCCTGTAGTCCCAACTACTTGGGAGGCTGAGGCAGGAGGACTGCCTGAGCCTAGGAGTTTGCAGCTGCACTGAGC
TATGATGGTGCCGCTGCACTCCAGCCTGGGCAAAAGAGTGAGAC

>NOS3
GCCTGTAGTCCCAACTACTTGGGAGGTTGAAGTGGGAGGATTGCTTGAGTCTAGGAGGTTGAGGCTGCAGTGAG

CCGTGATTGTACTACTGCACTCCAGCCTGGGCCACAAAGTGAGACC

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT
>Alu)
CCAGCCTGGGCAACAAAGTGAGA
>NOS3
CCAGCCTGGGCCACAAAGTGAGACC

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
AGACCAGCCTGGGCAACAAAGTGAGATCCTATCTCTACAAATAATAAAAAAATTAGCTGGGTGTGGTGGCAT
>AC105020.1
AGACCAGCCTGGGCAACATAGTGAGACCCTGTCTCAACAAACAATAAAAAAAAATAGCTGGGTGTGGTGGCAT

>hsamiR1285_ 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
GTGCCGCTGCACTCCAGCCTGGGCAAAAGAGTGAGACT
>ZNF410
GTGCCACTGCACTCCAGCCTGGGCAACAGAGTGAGACT

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT
>Alu)
CCAGCCTGGGCAACAAAGTGAGA
>ZNF410
CCAGCCTGGGCAACAGAGTGAGAC

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT
>Alu)



GCTGGGTGTGGTGGCATATGCCTGTAGTCCCAACTACTTGGGAGGCTGAGGCAGGAGGACTGCCTGAGCCTAGG
AGTTTGCAGCTGCACTGAGCTATGATGGTGCCGCTGCACTCCAGCCTGGGCAAAAGAGTGAGACT

>Cllorf67
GCTGGGTGTGGTGGCAGGCACCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCATGAACCTGGG

AGGTGGAGGTTGCAGTGAGCCGAGATCGCGCCACTGCACTCCAGCCTGGGCAACAGAGTGAGACT

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT
>Alu)
CCAGCCTGGGCAACAAAGTGAGA
>Cllorf67
CCAGCCTGGGCAACAGAGTGAGAC

>hsamiR1285_ 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
CCAGGAGTTTGAGACCAGCCTGGGCAACAAAGTGAGATCCTATCTCT
>ABCG5
CCAGGAGTTTGAGACCAGCTTGGGCAACAAAGAGAGACCCTGTCTCT

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT

>Alu)
CTGCACTCCAGCCTGGGCAAAAGAGTGAGACT
>NEK4
CTGCACTCCAGCCTGGGCAACAGAGTGAGACT

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT
>Alu)
CCAGCCTGGGCAACAAAGTGAGA
>NEK4
CCAGCCTGGGCAACAGAGTGAGAC

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
CCAGGAGTTTGAGACCAGCCTGGGCAACAAAGTGAGA
>C3orf65
CCAGGAATTTGAGACCAGCCTGGGCAACATAGTGAGAC

>hsamiR1285_ 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
GCCGCTGCACTCCAGCCTGGGCAAAAGAGTGAGACT
>RHBG
GCCGTTGCACTCCAGCCTGGGCAACAGAGTGAGACT



>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT
>Alu)
CCAGCCTGGGCAACAAAGTGAGA
>RHBG
CCAGCCTGGGCAACAGAGTGAGAC

>hsamiR1285_ 3p
TCTGGGCAACAAAGTGAGACCT
>Alu)
AGCCTGGGCAACAAAGTGAGA
>SUMO3
AGCCTGGGCAACAAAGCGAGAC

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT

>Alu)

CTGCACTCCAGCCTGGGCAA

>AC005082.1
CTGCACTCCAGCCTGGGCAACAAAGCGAGAC

>hsamiR1285_ 3p
TCTGGGCAACAAAGTGAGACCT
>Alu)
CCAGCCTGGGCAACAAAGTGAGA
>AC005082.1
CCAGCCTGGGCAACAAAGCGAGAC

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
GCACTCCAGCCTGGGCAAAAGAGTGAGACTGTGTCCCAAGGAAAAAAAAAAAA
>AC074378.3
GCACTCCAGCCTGGGAAACAAAGTGAGATTCAGTCTCAAAAAAAAAAAAAAAA

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT
>Alu)
CCAGCCTGGGCAACAAAGTGAGAT
>AC074378.3
CCAGCCTGGGAAACAAAGTGAGAT

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
GTGCCGCTGCACTCCAGCCTGGGCAAAAGAGTGAGA
>|FT81
GTGCCACTGCACTCCAGCCTGGGCAACAGAGTGAGA



>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT
>Alu)
CCAGCCTGGGCAACAAAGTGAGAT
>|FT81
CCAGCCTGGGCAACAGAGTGAGAT

>hsamiR1285_ 3p
TCTGGGCAACAAAGTGAGACCT
>Alu)
CCAGCCTGGGCAACAAAG
>AC138688.4
CCAGCCTGGGCAACAAAG

>hsamiR1285 3p

TCTGGGCAACAAAGTGAGACCT

>Alu)
GATGGTGCCGCTGCACTCCAGCCTGGGCAAAAGAGTGAG
>U2AF1L4
GATGGTGCCAATGCACTCCAGCCTGGGCAACAGAGTGAG

>hsamiR1285_ 3p
TCTGGGCAACAAAGTGAGACCT
>Alu)
CCAGCCTGGGCAACAAAGTGAG
>U2AF1L4
CCAGCCTGGGCAACAGAGTGAG

>hsamiR1285 3p
TCTGGGCAACAAAGTGAGACCT
>Alu)
CCAGCCTGGGCAACAAAG
>AL365202.1
CCAGCCTGGGCAACAAAG

>hsamiR1304_5p
TTTGAGGCTACAGTGAGATGTG
>ALU_SINE1_7SL_Primates
CTTGAGCCCAGGGGTTCGAGGCTACAGTGAG
>GNPTAB
CTTGAGCCCACGAGGTCGAGGCTACAGTGAG

>hsamiR3171

AGATGTATGGAATCTGTATATATC
>MuDR_1_NV_MuDR_Nematostella_vectensis
TATATAGATTTATGGAATCTATAT

>XPO1

TATACAAATTTATGGAATCTGTAT



>hsamiR3171

AGATGTATGGAATCTGTATATATC
>MuDR_1_NV_MuDR_Nematostella_vectensis
CACATACATATATAGATTTATGGAATCTATAT
>XPO1
CATATTCTTATACAAATTTATGGAATCTGTAT



