
Supplementary Figure S3. FaNPR3.1 nucleotide coding sequence (A) and its 
corresponding amino acid sequence (B). (A) The start codon (ATG) and the stop codon (TGA) 
are in italics, underlaid and colored in blue; primers for cDNA cloning are red-dark green 
(forward) and red-light green (reverse); additional sequences for cloning purpose are in red; 
the position of primers for gene expression analyses are underlaid. (B) amino acid residues 
corresponding to NPR conserved domains are labelled in diHerent colors as follow, BTB 
superfamily domain, in green; DUF3420 domain, in pink; superfamily “NPR1-like-C”, in red; 
ANK superfamily domain is boxed in blue. The putative hinge region (LENRV) in the SA- 
binding core is highlighted in yellow box with larger, bolder font size. 
 
(A) 
CACCATGGCGAATTCAGGTGAGCCATCGTCTTCTTTGAGCTTCACTTCATCTTCCCATCTATCAA
ATGGTTCGATAAGCCACAACTTATCTTCCTCTGAAGCCTTGCCTAGTCTTGAAGTCATCAGTTTGA
CCAAGCTTAGCTCTAGTTTGGAGCAGCTCTTGCTTGATTCTGGCTGTGATTATAGTGATGCCGAA
ATCATTGtTGAGGGTGATCCTGTTGGTGTTCACCGATGTATATTGGCTTCTAGGAGCAAGTTTTTTT
GTGAACTATTTAAGAAAGAAAAGGGGTATTCTGAGAAGGAGGGCAAACTGGGGAAACCAAAGTA
TAAAATGAAGGATTTGCTACCTTATGGGGACGTTGGATATGAAGCATTTTTGGTTTACTTGAACTAC
GTGTATACCGGAAAGCTGAAGCCTTCTCCCATTGAGGTGTCAACTTGTGTGCACAATGTATGTGC
CCATGACTCATGTAGACCTGCAATCAATTTTGCTGTGGAATTGATGTACGCCTCTTCCATTTTCCA
AATGCCGGATTTGGTTTCAGTATTCCAGCGACGCCTTCTTAATTTTGTTGGGAAAGCTATGGCAG
AAGATGTCATCCCAATCCTTGTGGTTGGTTTCCACTGTCATTTGAGCGAGCTTGTCACTCATTCCA
TAGAGAGAGTGGCACGATCAGATCTTGATAGCATCTGTATTGACAAGGAACTTCCTTATGAGGTT
GCAGAGAAAATTAAACTGCTTCGTCGTGATTCTCAACATGCTAGTGAACTGAGCACTCCACCTGT
GGACCCCTTGCGTGAAAAAAGAATTAGGAGCATACATAAGGCATTAGACTCGGATGATGTTGAA
CTTGTGAAACTTCTTTTATCTGAGTCGAATATAACCTTAGATGAAGCCCATGCTCTCCACTATGCTG
CAGCCTACTGTGATCCTAAGGTTGTTACTGAAGTTCTTGGTCTGGGTATGGCTGATGTTAACCTTC
GTAATCCTCGGGGTTATACCGTGCTTCATATTGCTGTGATGCGCAGAGAGCCATCAATAATAGTAT
TGCTTCTTAGTAAAGGAGCTCGTGCATCAGAGCTGACATCAGATGGTCAAAGTGCAGTTAGTATT
TGCCGGCGGtTGACAAGGGCAAAGGACTATCATTCAAAAACAGTGCAGGGGCAAGAAACTAA
CAAGGACCGAATTTGCATTGATGTTCTAGAGAGAGAAATGCGGAAGAATCCAATGGCAGGAGAT
GCATCTGTGTCTTCTCAAACAATTGCTGATGATCTGCACATGAAATTGCTGTACCTGGAGAACAG
AGTGGCTTTTGCTCGTTTGTTTTTCCCTAGTGAAGCAAAGCTAGCCATGGTCGTTGCTCAATCCG
ACACAACATCTGAGTTTGCTGGAATCTCTCCATCAAAAGGCTCAAGCGGGAATTTGATGGAGGT
TGATTTAAACGAGACCCCCACAGTGCAGAAGAAAAGACTCCATTCTAGGTTGGAATCCCTTATG
AAAACAGTCAACATGGGTAGATGCTATTTCCCTCATTGCTCAGAAGTCCTGGATAAGTTTATGGAG
GATGACCTGCCTGATTTGTTCTTTCTTGAGACGGGTACCCCTGACGAGCAGAAAATAAAGAGGA
TGCGTTTCATGGAGCTCAAGGATGAAGTCCAGAAGGCATTTAGCAAGGACAAAGCGGAGCTCA
ACCTCTCTGGGTTGACTTCTTCATCATCCTCATCATCTCCAAAAAAAGTTGGTGTAAATCACAAGA
CTAGAAAATAGGGTG 
 
(B) 
MANSGEPSSSLSFTSSSHLSNGSISHNLSSSEALPSLEVISLTKLSSSLEQLLLDSGCDYSDAEIIVE
GDPVGVHRCILASRSKFFCELFKKEKGYSEKEGKLGKPKYKMKDLLPYGDVGYEAFLVYLNYVYTG
KLKPSPIEVSTCVHNVCAHDSCRPAINFAVELMYASSIFQMPDLVSVFQRRLLNFVGKAMAEDVIPI
LVVGFHCHLSELVTHSIERVARSDLDSICIDKELPYEVAEKIKLLRRDSQHASELSTPPVDPLREKRIR
SIHKALDSDDVELVKLLLSESNITLDEAHALHYAAAYCDPKVVTEVLGLGMADVNLRNPRGYTVLHI
AVMRREPSIIVLLLSKGARASELTSDGQSAVSICRRLTRAKDYHSKTVQGQETNKDRICIDVLEREM
RKNPMAGDASVSSQTIADDLHMKLLYLENRVAFARLFFPSEAKLAMVVAQSDTTSEFAGISPSKG
SSGNLMEVDLNETPTVQKKRLHSRLESLMKTVNMGRCYFPHCSEVLDKFMEDDLPDLFFLETGTP
DEQKIKRMRFMELKDEVQKAFSKDKAELNLSGLTSSSSSSSPKKVGVNHKTRK- 


