TCSla IIRPNPNCKVNEVLEMNRGEGESISIY AQNSSFTOOVASMAGPALENAVETLE S| 59

HYC A ASMANMPALENAVETLF SINDF HIjHe¥N 55
CCT ASMANMPALENAVETLFE SINDF HIjHe¥N 55
TCS1 . ASMANMPALENAVETLF SINDF HIHe¥N 54
Consensus gkvnevlfmnrgege vagqns ftqg vasma palenavetlfs dfhl
[
TCSla IMAADLGCAAGPNTFAVISTIKRMMEKKCRELINCOTLELQVYLNDLEGNDENTLEFKGLSS 118
HYC IMNAADLGCAAGPNTFAVISTIKRMMEKKCRELMCOQTLELQVYLNDLEGNDENTLFKGLSS 115
CCT IMNAADLGCAAGPNTFAVISTIKRMMEKKCRELMCOQTLELQVYLNDLEGNDENTLFKGLSS 115
SDT MIAADLGCAAGPNTFAVISTIKRMMEKKCRELMCOTLELQVYLNDLEGNDENTLEFKGLSS 114
Consensus |aadlgcaagpntfavistikrmmekkcrel cqtleldfntlfkglss
IHCYVMGVPGSEFHGRLFPRNSLHLVHSSYSVHWLTQAPKGLTSREGLALNK,] 178
SICYVMGVPGSFHGRLFPRNSLHLVHSSYSVHWLTQAPKGLTSREGLALNK] 175
SICYVMGVPGSFHGRLFPRNSLHLVHSSYSVHWLTQAPKGLTSREGLALNK] 175
SICYVMGVPGSFHGRLFPRNSLHLVHSSYSVHWLTQAPKGLTSREGLALNK] 174
238
235
235
234
ATAELVSQGLIDEDKLDTENMPSYIFASLINEVKDIVERDGSEFTIDEREGEBL D) 298
ATAELVSQGLIDEDKLDTENMPSY|MISLIREVKDIVERDGSEFTIDSSREGERILD) 295
AIAELVSQGLIDEDKLDTFN‘PSYWPSLKEVKDIVERDGSFTIDHLEGFELD 295
AIAELVSQGLIDEDKLDTFN‘PSYWPSLEEVKDIVERDGSFTIDHLEGFELD 294
Consensustwella aiaelvsgglidedkldtfn psy sl evkdiverdgsftid egf 1d
TCSla 358
HYC 355
CCT 355
SDT 354
Consensus emgendkwvrg kf k vraftepiisngfg eimdklydkfthi sdl a lpktt
TCSla 368
HYC 365
CCT 365
SDT 364

Consensusiilvlski

Figure S5. Amino acid sequence analysis of caffeine synthase gene.The red box represents consered motif.
Green circle has a critical role in substrate recognition. Red circle represents different amino acid sequences.



