(E’) 1 TAT GGC AGG AAG AAG CGG AGA CAG CGA CGA AGA (17)
Y 6 R K K R R @ R R R
34  ATG GTT AGA GAA ATT AAA ACA AAG GCT GAA TTT GAT GAA CTT TTG
12 M V R E I K T K A E F D E L L Marker
79  AAT TCC ACT TCA AAC CTT ATT GTT GTG GAT TTC TTT GCA ACA TGG
27 N S T S N L I V VDT FT FAT W
124 TGT GGT CCT TGC AAA ATG ATT TCA CCA AAA ATT GAG GAG TTT TCC
42 C 6 P C kK M I §S P K I EE F 8
169  AAT ACC TAT GGT GAT GTG GTT TTT GTG AAA GTT GAT GTC GAT AAC
57 N T Y 6 D V V F V KV DV D N 300 bp
214  AAT ACT GAC ACA TCA GAA GCC TGT GGC ATC TCT GCA ATG CCA ACT
72 N 9 DT 8§ B &4 8§ § T & 4 MW B T
259 TTC CAC TTG TAC AAA GGT GGT AAA AAG GTT GAT GAA CTT GTG GGA

Digestion
products

1000 bp-

500 bp

87 F H L ¥ K 6 ¢ K K ¥ D E L ¥V G
304 GCA AGT GCA GCC AAG CTG GAA GAG TTG ATT AAG AGT CAT AAA TAA
102 A S & A K L BE E L T E § H K =

Figure S1. Sequence analysis and identification of PTD-CcTrx1 coding gene. (a) The full-length cDNA
nucleotide and deduced amino acid sequences of PTD-CcTrx1. The sequence of PTD coding gene is
marked in grey. The characteristic active site (2CGPCuss) is bold and underlined. (b) Nucleic acid
electrophoresis of the digestion products of PTD-CcTrxl recombinant plasmid. The position
corresponding to the inserted PTD-CcTrx1 coding sequence is indicated by the red arrow.



