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Figure S2. Regulatory pathway of alfalfa in response to salt stress.
This figure illustrates the key signaling pathways, transcription factors, functional genes and
metabolites involved in the salt stress response of alfalfa, including the jasmonic acid (JA)
biosynthesis pathway, mitogen-activated protein kinase (MAPK) cascade, ethylene signaling
pathway, flavonoid and melatonin metabolism, as well as reactive oxygen species (ROS)
scavenging and antioxidant enzyme system. JA, jasmonic acid; MAPK, mitogen-activated protein
kinase; MYC2, MYC transcription factor 2; WRKY33, WRKY transcription factor 33; CHSI,
chalcone synthase 1; ACCO, l-aminocyclopropane-1-carboxylate oxidase; ERFI,
ethylene-responsive  factor 1; PSK3, phytosulfokine 3; ASMT, N-acetylserotonin

methyltransferase; ROS, reactive oxygen species.



