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Figure S1 Transcriptional levels of NAC family genes 

 

Figure S2 Relative expression levels of PIF3/4/5 genes in the dark 



 

Figure S3 Proteins interacting with BrNAC047, BrNAC052, and BrNAC104 in 

yeast 



 

Figure S4 Evolutionary tree analysis of all NAC genes in NHCC. 

 

Table S1. Primer sequences used in the present study. 

Gene ID Gene name Forward sequence Reverse sequence 

BraC01g048160 NAC047 TGAGGCTGGATGATTGGGTT CTGCTGGCGTTTAAGGGTTT 

BraC01g045260 NAC052 AACGTGAGGAGGCAGATGAA TTGTTGTTGTGGACGAGCAG 

BraC06g034160 NAC104 ACGAGCCAATCTTCACAAGC TAGAACCACGGCCTGATCTC 

BraC01g018590 NAC72 GAAAGCTCCAAAAGGCACGA GACATGTTCGTGCTCTGGTC 

BraC03g037610 NAC55 GCAATCAAGCGCACAAAAGG CGTAACGGACACTTGGAACG 

BraC05g011570 NAC68 CTGTAAAGCCGAACCATGGG  CCCAATTGGTTCTTGTCCCG 

BraC05g038220 NAC55 AAGTTTGGGTTATGCTGCCG CGTGTAAATAGCCACCACCG 



BraC07g019800 NAC100 TCCGACCAAGAAACCGAAGA TAAACCGGTGGAGTCAGGAC 

BraC07g034360 NAC29 GCCCTGTCTCGATCATACCA AATAACCGGAAACAGCTGCC 

BraC08g000350 NAC21 AGAAAGGGCAAGCTTGTTGG GGAAGAGAAGCGGAGACTGT 

BraC09g003010 NAC100 CCAATTGGGTCATGCACGAA TTGATCCCTGAACCGAGCTT 

BraC10g023220 NAC100 ATCCTGCTACGACAACCCAA AAGTCGTGTTGTTCGGGTTG 

BraC10g027100 NAC29 GCACAAGGGAAGCCAAGTAC CGTGCATGATCCAATCGGTT 

 

 


