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RENVEVLEVLEQDA 20
REMIDVLETLEQDP 52
PTLNREMRDVLETVEQDA 20

ii NSTYEG——————- RWETVEVEIEDGIAFVILNRPEKRN

iii

iv NSTAVGNGRVRTEPWGETVLVEFDEG I AWVHLNRPDERN TLNDEMVRVLDHLEGDD 60
v NSEENK ----PVEREEDTVRYE I VNNVARYY Y NRPTERNA( ROMLKVLTELEFRD 56
JETEC R T L S
i DARVLYVLTGAGESWTAGHDLEEYFRETDA-GPEILQEKTRREASTWQWKLLRMYTEPTIA 79
ii AAGVLVLTGAGEAWTAGHDLEEYFREVDA-GPEILQEKTRREASQWQWKLLEMYAKPTIA 111
iii DARVLVLTGEGSANTAGNMDLEEYFREVDA-GPEILQERFRRDASEWOWKLLRFISEPTIA 79
iv RCRVLVLTGAGESF SAGMDLEEYFREVDATGSTAVQIKVRRASAEWOWKRLANWSEPTIA 120
v DVGVLVLGGEGPAWCAGHDLEEYFRETEAEGLAGTR-KAQREAYTW-WERLRWYQKPTIA 114
A I = T T Torok r ok ok ok efekekenk
i NWVNGWCF GIGF SPLVACDLATCADEATFGLSEINWGIPPGNLVSEANADTVGHRESLYYI 139
ii MVMGWCFGGF SPLYACDLATCADEATFGLSEINWGIPPGNLVSEANADTVGHRQSLYYI 171
iii MVMNGWCFGGF SPLYACDLATCADEATFGLSEINWGIPPGNLVSKAMADTVGHRESR-IT 138
iv MVNGHCF G AF TPLVACDLAF ADEDARFGLSEVNWG IPPGGVVSRALAATVPQRDALYYI 180
v MVPGWCFGJAYGFLFAEDLAFAADEAQFGLSEVNWGILPGGG&TKVAVDLMPHRVAMYHA 174
e L i e e A
i NTGETFGGOOAAKNGLVNQSVPLAELRSVTVELAQNLLDENPVVLRAAKIGFERCRELTH 199
ii NTGETFGGOEAAENGLVNE SVPLAQLREVTIELARNLLEKNPVVLRAAKHGFERCRELTW 231
iii NTGETFDGOEAAQHGLYNE SVPVAQLRDEVVLLAQDLLDENPVVLRAAKNGFERCRELTW 198
iv NTGEPFDGPPRAEMRLVNEALPADRLRERTREVALKLASHNQVVLHAAKTGYKTAQENPW 240
v MMGENLSGQDAARYNLVNESMFADQLKARVKQVAETLIQKNWATVKYTKDAVRRVEEMTY 234
* kr ook ok, dekkriok kr . ok ok ok rr sk oo ks
i EQNEDYLYAKLDQSRLLDPEGGREQGMEQFLDEKSIKPGLATYKR———- 244
ii EQNEDYLYAKLDOSRLLDTEGGREQGMEQFLDDESIKPGLOATKR————- 276
iii EQNEDYLYAKLR-----DPEP-RAQGLEQFLDDESIKPGLOAIKR————- 237
iv EQAEDYLYAKLDQSQF ADKAGARAKGLTAFLDOK SYRPGLSAFDPEK—- 287
v DNAEDYLIRLQEGLNWFDESDGRHVAMKQFLDDETFEPGLGHYDETKTEY 284
11 ok * ook ke ek

Figure S1. Alignment of the deduced amino acid sequences of ech from different
strains. The amino acid sequences of 5 hydratases of similar function from 5 different
strains were aligned with the clustalX software. (i) The amino acid sequence of
enoyl-CoA hydratase from Pseudomonas sp. HR199 [7]; (ii) The amino acid sequence
of p-hydroxycinnamoyl CoA hydratase/lyase from Pseudomonas fluorescens AN103
[13]; (iii) The amino acid sequence of ferulic acid hydratase from Pseudomonas
putida WCS358 [18]; (iv) The amino acid sequence of enoyl-CoA hydratase/aldolase
from Amycolatopsis sp. HR167 [10]; (v) The amino acid sequence of feruloyl-CoA
hydratase/lyase from Sphingomonas paucimobilis SYK-6 [11]. The amino acids in the

frame were consistent with the degenerate primer pair P1 and P2. Amino acids were



13 specified by standard one-letter abbreviations. Dashes indicate gaps introduced into

14 the sequences to improve the alignment.



