Table S19 Primers used for qRT-PCR analysis.

Primers Sequence (5°-3”)

F ACTTCAGAAGGAGCTCATAAG

¢22420.graph_c0
- R CTTAGTGGGAGACATGGAGTG

F ACACACTTGTCGATTACCTG

¢28909.graph_c0
- R AGCGCACGCAGAAGTAGGTT

F ATGCACAACCGATCCTCTG
c56553.graph_c0

R GGATTTGAAATTCCGAGGATG

F ACTCATGTCCTCAGGCAGAAG
¢59933.graph_c0

R TCCTCAGCCCGAAACTCCTG

F ATTACTCGCCAGCAACGCCCT
€59927.graph_c0

R ACCTCACCGGGTGCGTTCA

F ATGCACCACTATCCAAGGCTGA
¢59949.graph_c0

R ATTGAGCCATGGCTTCCTTCTTG

F ACATGTGTACTCGACCGCA
c26113.graph_c0

R TCATTAAAGCTTACTTGGAAGG

F ATGGGTGGATCTGAGGAAGT
c25401.graph_c0

R AGTCCAATGGCCTCTGATCCCTT

F ATTGGCCGGAGACGGGAC
¢22977.graph_c0

R AAGCTTCTCTCCATCGAC

F AACGAGACCTCAGCCTGCT
18SrRNA

R CCCAGAACATCTAAGGGCA




Figure S1 The mass data of methyleugenol, safrole and myristicin.
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2) Safrole (Rt 27.828 min)
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Figure S2 Cluster analysis of DEGs.
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