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Figure S5: Analysis of the quantity, integrity and purity of total RNA for 42 leaf
samples with the Agilent 2100 Bioanalyzer for gRT-PCR and RNA-seq. CK
means NaCl-untreated as control.0.5h-48h means different time points after

NaCl stress. 79:79807:72J:2J0102.
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Figure S6: GhRAF gene cloning, conserved domain database and sequence
alignment analysis (A) Conserved domain database analysis of GhRAF42 (E)
Multiple sequence alignment of GhRAF42



