Table S2. Primers used in this study.

Primers Sequence

PN-up 5’- TTACTCGAGACTACCTACGCATCATCACCTA -3’
PC-up 5’- CAGGAATTCAACTATTGACTTTGAGCCAATAG -3°
PN-down 5’- ACTGCGGCCGCTAACATTGGGTGGAGA -3°
PC-down 5’- TACGAGCTCAGCAGTCTGCACATAC -3’

PN-G1 5’- CGGGAATTCAGTTTCATAAGAAAAGGTGAAAG -3’
PC-G1 5’- CAGACTAGTAGTTGTCAGTTGTCAGTCAACAG -3’
PN-G2 5’- GTAGAATTCCTGTTGACTGACAACTGACAACT -3
PC-G2 5’- GCGACTAGTGAAGTAGGTCGGCAACTTA -3’
PN-G3E 5’- GCGGAATTCTAAGTTGCCGACCTACTTC -3’
PN-G3X 5’- GCGTCTAGATAAGTTGCCGACCTACTTC -3’
PC-G3 5’- ACAACTAGTCCGCATTAGGTTCAGAAGCTA -3’
PN-G4E 5’- GTGGAATTCAGTAAAGCATGAAGGAGGAT -3°
PN-G4X 5’- GTGTCTAGAAGTAAAGCATGAAGGAGGAT -3°
PC-G4 5’- GTCACTAGTAAAAACAACTGGGTCTAGTCTC -3
PN-EmS 5’- TCAACTAGTGCGTGCTATAATTATACTA -3°
PN-EmE 5’- CGAGAATTCATCGAATAAATACCTGTGA -3’
PC-Em 5’- TATGCGGCCGCTGAGTGAGCTGATACC -3’

PN-Fup 5’- CGCGAGATCTGATTACCTGGGAATAGC -3’

PC-Fup 5’- TATAGGATCCAATTTGGTTGCACTACG -3’
PN-Fdown 5’- TATAGTCGACAATTAAGCGAGCGGGAT -3’
PC-Fdown 5’- CACACTCGAGAGGACTTAGCAGAGGTT -3’
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