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Table S1. The primers used in PCR and real time gPCR assays

“ seq i

TaAnn6_F 5’-CATCATGCAGGAGTACAGG-3’
TaAnn6_R 5’-GTACTTCTTGTGGTACTCG-3’
TaAnn12_F 5’-CTACGGCGAGGAGCTGCT-3’
TaAnn12_R 5’-CTAGTGAGGGAGTTCTCAT-3’
R5ANN6 5’-CGATAGGCGATGGTAGAGGTCC-3’
R3ANN6 5-TGGTCACCAGGGCGGAGGTGG-3’;
R5ANN12 5’-GCCCTCTCGAAGTCGCCGGA-3’
R3ANn12 5’-GCCAGGGTGGCCATTGCAGG-3’
TAANNBA-F 5’-ATGGCGAGCCTGAGCGTGCCTC-3’
TdAnGA-R 5’-TTAGCGGTCGCGGCCGACGAGT-3’
TdAn12A-F 5’-ATGGCGACGCTCAAGGTCCCCT-3’
TdANL2A-R 5’-TCACTCCTTCCCCAGGAGGGCA-3’
gACtinTd-F 5’-TACTCCCTCACAACAACCG-3’
gActinTd-R 5-AGAACCTCCACTGAGAACAA-3’
oTdANNG-F 5-TGTATTTGCTCCCGAGGTTC-3’
oTdANN6-R 5’-TGATGATCACGCCTTAGCTG-3’
qTdAnn12-F 5’-CACAAGGTTGGCTCATTCAG-3’
qTdAnn12-R 5’-GAATGTTGCAAGCAGCTGAG-3’
TdAnNn6A-FN 5’-CACCATGGCGAGCCTGAGCGTGCCTC-3’
TdANN6A-R-WS 5’-GCGGTCGCGGCCGACGAGTG-3’
TdAnn12A-FN 5’-CACCATGGCGACGCTCAAGGTCCCCT-3’
TdANn12A-R-WS 5’-CTCCTTCCCCAGGAGGGCAAG-3’
18SF 5’-GCAAGTCTGGTGCCAGCAGCC-3’

18SR S’-CTTCCGTCAATTCTTTTAAG-3’
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