i NSTAVGHGRVRTEPWGETVLVEFDEG - T AWVNLNFEPDERNANNPTLNDENVEVLDHLEGD B9
ii NSTAVGHNGRVRTEPWGETVLVEFDEG T AWVILNFEPDERNANNPTLNDENVEVLDHLEGD 59
iii NSTAVGNGRVRTEPWGETVLVEFDEG - T AWVILNFEPDERNANNFTLNDENVEVLDHLEGD 59
iv ] NTEPWGNTVLVEFDEG -TAWVSLNRPDERNANSPTLNDENVATLDALEGD 49
v NSDNIN---——-EPWGNTVLVEFDEHR I AWVEFNFEPDERNANNPTLNRENFATLDHLEDD B4
vi NS——— TYEGEWETVEVEIEDG -IAFVILNFPEERNANSPTLNRENIDVLETLEQD 51
vii NSPTLNFEMVEVLEVLEGD 19
#, bbbk Aok, kD Aok
i DRCRVLVLTGAGESF SAGNDLEEYFREVDATGETAVOIEVERASAENQWKRLANWSEFTI 119
ii DRCEVLVLTGAGESF SAGNDLEEYFREVDATGETAVO TEVERASARNOWERL AIMEEFTT 119
iii DRCRVLVLTGAGESF SAGNDLEETFREVDATGSTAVOIEVERASAENGWERLANWSEFTI 119
iv PRCRVLVLTGSGDAF SAGNDLEETFREVDESGDPGLOIRVERASAENGWERLSNWSEFTY - 109
v DRCAVVVLTGSDDAF SAGNDLEEYFRETDGE -PREVOHRVEGEGTNWATRELLNTAKFTI 113
vi PAAGVLVLTGAGEANTAGNDLEEYFREVDAG-PEILOEE TRREASOWOWKLLENTAKFTI 110
vii ADARVLVLTGAGE SWTAGNDLEEYFRETDAG—PEILOEEIRREASTWOWELLENTTEFTI 78
B R e ] L IR - SRR R
i AMVNGHCFGGAF TPLVACDLAF ADEDARFGLEEVIWG IPPGGVVERALAATVPORDALYY 179
ii ANVNGRCFGGAFTPLVACDLAF ADEDARFGLEEVIWG IPPGGVVSRALAATVPORDALYY 179
iii ANVNGRCFGGAF TPLVACDLAF ADEDARFGLEEVIWG IFPGGVVERALAATVPURDALYY 179
iv ANVNGHCFGGAF TPLVACDLAI SDEEAQYGLSEINNG IFPGGVVSRALAATVSORDALTF 169
v ANVNGHCFGGAFVPLYSCDLAT ASEDATFGLSEVIWGVTPGNLVTRALAETIPTRDANFY 173
vi AMVNGRCFGGGF SPLVACDLATCADEATFGLEEINWG IPPGNLVSEAMADTVGHRASLYY 170
vii ANVNGRCFGGGF SPLVACDLAI CADEATFGLEEINWG IPPGNLVSEAMADTVGHRESLYY 138
B I e TN L. SN AL N T SRR
i INTGEPFDGERAAEMELVNEALPADRLRERTREVALELASNNGVVLHAAKTGTETAQENE 239
ii INTGEPFDGERAAEMRLVNEALPADRLRERTREVALELASNNQVVLHAAKTGYEIAQENE 239
iii INTGEPFDGPPRAEMELVNEALPADRL RERTREVALKL ASNNQVVLHAAKTGYEIAQENP 239
iv INTGEPFDGERAAGMELVNEAVP AGRLRERTRELALELASNNFVVMRAARVGTELAQENE 229
v INTGOHF DGERASEMELVNEAVPADQLRARTIELALGLT SLSQWVVRGARNGFRHSRLNS 233
vi INTGETFGGOKAAEMGLYNE SVPLAQLREVTIELARNLLEENPVVLRAAKHGFERCRELT 230
vii INTGETFGGOQAARMGLYNOSVPLAELRSVTVELAGNLLDENPVVLRAAKIGFERCRELT 198
ARk ok 1ok ekliik Ak ok knk ok | kriokk ki on,
i WEQAEDTLTAKLDQSQF ADEAGARAKGLTQFLDOESYRPGLSAFDPEE - 287
ii WEQAEDYLYAKLDQSQF ADEAGARAKGL TQFLDQESYRPGLEAFDPEE - 287
iii WEQAEDYLYAKLDQSQF ADEAGARAKGL TOFLDQE SYRPGLEAFDPEE - 287
iv WEQARDTLY AKLEG SAFLDARRGRAGGLSUFLDDE SYRPGLEATARE — 276
v WEAAEDYLYAKHDQAILFDTD-ARFQGMTGFLDDETYRPGLGTTATTAE 281
vi WEGNEDYLYAKLDQSRLLDTEGGREQGMEGFLDDESIEPGLAATER—- 276
vii WEQNEDYLY AKLDQSRLLDPEGGREQGMEQFLDEESIEPGLATYER—- 244
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gz, Enoyl-CoA hydratase/aldolase-Streptomyces sp. V-1
mo[l

prhydroxycinnamoyl CoA hydratase/lyase-Amycolatopsis sp. ATCC 39116

100 Enoyl-CoA hydratase/aldolase-Amycolatopsisi sp. HR167

p-hydroxycinnamoy! CoA hydratase/lyase-Pseudonocardia sp. P1
2-ketocyclohexanecarboxyl-CoA hydratase-Rhodococcus opacus PD630
 — p-hydroxycinnamoyl CoA hydratase/lyase-Pseudomonas fluorescens AN103

i) S Enoyl-CoA hydratase-Pseudomonas sp. HR199

nos

Figure S3. Homologies of enoyl-CoA hydratase/aldolase from Streptomyces sp.
V-1 with the CoA hydratases/aldolases from different organisms. A. The amino
acid sequence of enoyl-CoA hydratase/aldolase from Streptomyces sp. V-1 deduced
from ech gene (i) was aligned to: the amino acid sequence of (ii) the
p-hydroxycinnamoyl CoA hydratase/lyase from Amycolatopsis sp. ATCC 39116 [8],

(ii1) the enoyl-CoA hydratase/aldolase from Amycolatopsis sp. HR167 [10], (iv) the
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p-hydroxycinnamoyl CoA hydratase/lyase from Pseudonocardia sp. P1 (unpublished
data), (v) the 2-ketocyclohexanecarboxyl-CoA hydratase from Rhodococcus opacus
PD630 [29], (vi) the p-hydroxycinnamoyl CoA hydratase/lyase from Pseudomonas
fluorescens AN103 [13], and (vii) the enoyl-CoA hydratase from Pseudomonas sp.
HR199 [7]. Amino acids are specified by standard one-letter abbreviations. Dashes
indicate gaps introduced into the sequences to improve the alignment. B. The
relationship between the enoyl-CoA hydratase/aldolase from Streptomyces sp. V-1 and
the proteins in panel A was displayed as a phylogenetic tree, which was constructed
on the basis of the Neighbor-Joining (NJ) method using the ClustalX and MEGA 5.0
softwares. The bar indicates 10% difference in amino acid sequence. The number at

the branch point represents the percentage of 1,000 bootstrap repetitions.



