hlanmenc of HMG20A_CDS.seq(upper line) and MIX-3_2010061476J.seq.Contigl (lower line)
b

Identity=100.00%(1044/1044) Gap=5.61%(62/1106)
p bp

1 . ATGGAAACCTTGATGACTAGITCC
PERLERRERRERRE e
1 AATTCGAGCTCGGTACCCGGGGATCCTCTAGAGATTATGGARACCTTGATGACTAGTTCC
25 ACCCTGCCTCCCCTTTTTGCAGATGARGATGGCTCCARGGAGAGTARTGATCTGGCTACA
FEREEREERE R e e e e e e e e e
6l ACCCTGCCTCCCCTITTTGCAGATGAAGATGGCTCCAAGGAGAGTARTGATCTGGCTACA
85 ACTGGGTTAACCCATCCAGAAGTTCCATATGGTAGTGGAGCCACATCATCCACTAACAAT
2000 RN RN NN AR RN RNARNARR AN
121  ACTGGGTTARCCCATCCAGAAGTTCCATATGGTAGTGGAGCCACATCATCCACTAACAAT
1 000 1 044 145  CCAGAATTTGTAGAGGATCICTCCCAAGGTCAGTTGCTTCAGAATGAGTCTTCAAATACA
PEREEREERE R e e e e e e e e e e
181 CCAGAATTTGTAGAGGATCTCTCCCAAGGTCAGTTGCTTCAGAATGAGTCTTCARATACA
205  GCAGAAGGCAATGAACAAAGGCACGAAGATGAGCAAAGAAGTAAACGAGGAGGTTGGTCC
NN RN RN RN RNARNARR RN AY]
241 GCAGAAGGCAATGAACAARGGCACGAAGATGAGCAARGAAGTAAACGAGGAGGTTGGTCC
265  AAAGGAAGAAAAAGGAAGAAACCTCTTCGAGACAGCAATGCACCCAAATCCCCCCTICACA
FECREEERREREr e e e e e e e e e e e e e
301  AAAGGAAGAAAAAGGAAGAAACCTCTTCGAGACAGCAATGCACCCAARTCCCCCCTCACA

Supplementary figure S1. Cloning of HMG20A gene. (A) The results of PCR amplification. (B) The results
of Sanger sequencing.
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Supplementary figure S2. Evaluation of data quality. (A) Pie chart of the proportion of clean reads to raw
reads. (B) Q30 bases rate (%). (C) Sample expression box distribution.



