Table S1 Primer sequence and fragment length of genes for RT-PCR

Fragment length
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AMATAANAATMAATAININAATNAATININAATAATINAANAATAININAOADAUTIMAOm

CGGTTTTCCGTCTATCTCTCC
ATTATCTGTGAAGCAGCAATGG
CTATGATTGTGCCGATGGTG
TGGAAGAAGCCAGCAGTTTAT
CGCTGGCTGTTGTTAGGAG
CGCACTTGGAAACGATACTG
TCCAGCCCTTCGTTACTACAA
CCACCGAGCAATCTCTTAGC
TCTGGTGTCGTTCACAAAGG
ATGGCAGTCCAAGACGCTAC
ATGGAACACTGGGAAAATCG
TCGGACATAGCAAAAGAATGC
ATGGTCAACGACACAGCACT
GGAAAAATGGAACCGTCAAA
GGAAAATCCGTTGTGTTCGT
TAACTCCGTCAGCCCAAACT
CCAAGCGTATTCTCATCCACT
GGGCACAGTTCAGTTTCTCTC
TGTCGGAAATAGATGATGTTCG
TCCCAGATTCGTTTTGAAGC
ACTCAAACCGCACTTGGCTA
ATTGCTTACCGTTCCATICG
TGCGTTTCTGGTGTCTGATT
TCATTCGTCTGCTTTCCTGA
GACTGGAAGCAATCCTCGTC
TGTGCGATACTGAGCGTTTC
AGGACTGTATCCGCCGTAAT
GAATGGTTGCCGCTTATTTT
CAGCCGATAAAAATCCCGTA
ACAAGGGCAAGTCAATGTCC
TGGCGTTGATGCTAACTGAA
AAAGCGGGTAGTGTGACTGG
CAGGAAACGAGACGGATTGT
ATGCCCCGAGTAAGGCTATC
CGTCAGCATCACAAATCCAT
GCAGTGGCAAAAGAGGAAAA
GATTTGATGTTCGCCGTTG
CATTTGGTGGTGTTGGATTTC
ATACCAATGCGGAAGAGACG
CCAGTCAACGGCAAAGAAAT
TTCAGCCACAGCGACTACAC
TCTCCGACCACTCACAAACA
GACCAAATGTCTCCATCCGTA
GGACCCTCAAGCAAACACA
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GTCTTGTTGCGGGTCAATCT

F:

c4936 R: GTCACACCACACTTGGAACG 218
F: TTGTTCCGCACCTTCCAC

c8l74 R: GTTTTCAATGGGCTTCGGTA 305

og3 F: TTCTCTGCTTTTCCCTCAGC -
R: AAGTGGACCGTTTCTGTGC




