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Supplemental Table I

Table SI. List of primers used for SDM of DI/P5BR. Primers were constructed to contain one to three
nucleotide miss-matches flanked at both sides by at least 9 bases that are complementary to the wild-type

DIP5BR gene sequence. GC content was at least 40 %.

Primer Sequence (5'- 3")

WI106A_F G TTC TAC GTT ACC GCG GCTAATC GAT C
WI106A R GATCG ATT AGC CGC GGT AAC GTAGAAC
Gl145A F CATTG CAG ACT GCT AGG AAG CAT TAC
Gl45A R GTA ATG CTT CCT AGC AGT CTG CAATG
K147A F G ACT GGG AGG GCG CAT TAC ATG G
K147A R C CAT GTAATG CGC CCT CCCAGTC

F153A F C ATG GGA CCA GCT GAATCC TAC GG
F153A R CC GTA GGATTC AGC TGG TCC CAT G
M215A F CCA TAT AGT ATG GCG AAT TTG GTG GG
M215A R CC CAC CAAATT CGC CAT ACT ATATGG
F343A F C GGA ATT TGG TGG GCT GGT GAT GTT ATAC

F343A R G TAT AACATC ACCAGC CCACCA AATTCCG



Table SII. List of primers used for SDM of AfP5BR Primers were constructed to contain one to three

nucleotide miss-matches flanked at both sides by at least 9 bases that are complementary to the wild-type

AtP5BR gene sequence. GC content was at least 40 %.

Primer Sequence (5'- 3")

G145A F C TTC TAC GTC ACC GCG ACC AAT CGT G
G145A R C ACG ATT GGT CGC GGT GAC GTAGAA G
F153A F CTT GGC CCT GCC ACC AAC GTTG

FI53A R C AAC GTT GGT GGC AGG GCC AAG

F343A F GT GTG TGG TGG GCT GCT GAT GTTATAC
F343A R G TAT AAC ATC AGC AGC CCACCACACAC
VI156F F TTC ACCAACTTT GAC GGA CCT

VI156F R AGG TCC GTC AAA GTT GGT GAA

V345F F TTT GCT GAT TTT ATA CTT GGA

V345F R

TCC AAG TAT AAAATC AGC AAA
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