The Supplementary Table S1-S2

Table S1.0verview of the sequencing reads alignment to the reference genome
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Table S2. Primer information

Gene Accession No.  Primer sequences (5'-3")

F:ATGAAGAGCGCCAGGATGAAC
R:AGTAATGGCGAGAGGGTCCA
F:ACCCTGCCAGACAGTCACTT
R:GGAAGGCATGGTCCCGAATG
F:ACTTGATGAGAAGGGCTCGC
R:GTCAAACAGGTTTCCCTGCC
F:GGCACCATTGACTTCCCAGA
R:ACCCGTTGCCATCCTTATCG

CRYAB  NM 174290.2
GAMT  NM_001038544.2

NT5DC2  XM_003587635.2
CALM1 NM 001242572.1

F:TACCCTGGGGATGAGTATGAC
MYHL XM _010815980.3 R:ATCAAAGACCCTGCCTTGGAG
F:TTTGGACTCTTTCGGCCACC

coxec NM_O0244ILLL ¢ rrerTerceaccacTcaaccG

F:GTGAGGTAAGGAGCGGTAG
R:ATAGTGGCTCCGACGAAC
F:GGGGACGGCAGGTTCTACAT
R:AACCAAGCGACCAATCCCG

COX7C XM 005209728.4

PGM1 NM 001076903.1
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