
 
 

FIG. S1. Homology at amino acid level of the putative VDHATCC 39116 of Amycolatopsis sp. 

ATCC 39116 to different enzymes with VDH activity. The amino acid sequence of the VDHATCC 39116 

of Amycolatopsis sp. ATCC 39116 was compared to sequences of a VDH of Pseudomonas sp. HR199 

(36); a VDH of P. fluorescens AN103 (12); a VDH of P. putida WCS358 (46); a VDH of P. putida 

KT2440 (28) and a VDH of S. paucimobilis SYK-6 (22). Identical amino acids are labeled in black, 

while similar amino acids are shaded in grey. The characteristic motif of aldehyde dehydrogenases 

with glutamic acid in the catalytic center is underlined in black (amino acids 251 to 258). 

ATCC 39116 1 V S F L D D E K W T GR V F T GS W E R A A GGD A A V I E P A T GD E L GR V G I A S P QD L A A S A A K A A E A QR

HR199 1 - - M F H V P L L I G - - - GK P C S A S D E R T F E R R S P L T G E V V S R V A A A S L E D A D A A V A A A QA A F P

AN103 1 - - M L D V P L L I G - - - GQS C P A R D GR T F E R R N P V T G E L V S R V A A A T L E D A D A A V A A A QQA F P

WCS358 1 M P I F E V P L L I G - - - GMA R A A S D GG T F E R R H P V S GD L V S - V C R R H P GR A D A A V E A A QA A F P

KT2440 1 - - M L QV P L L I G - - - GQS R P A S D GR T F E R C N P V T G E V V S QA A A A T L A D A D A A V A A A S A A F P

SYK-6 1 - - - MD S A R I A P - - - D Q E R - - - D R M E F T R L N P M T G E V A S S A P A L K A GD I P A I A R K A R E G F T

ATCC 39116 61 A WA A T S F Q E R A A V L R R A GD L WQQH A A E L K D W L I R E S GS I P GK A D F E L H V A A Q E C Y E A A A L

HR199 56 EWA A L A P S E R R A R L L R A A D L L E D R S S E F T - A A A S E T GA A G NWY G F N V Y L A A GM L R E A A A M

AN103 56 A WA A L A P N E R R S R L L K A A E Q L QA R S G E F I - E A A G E T GA MA NWY G F N V R L A A N M L R E A A S M

WCS358 57 A WA A L G P GD G R A R L L K A A D A L D A R R D E F L - A MA E E T GA K A NWY G F N V M L A A N I L R E A A S M

KT2440 56 A WA A L A P G E R R S R L L A GA D L L QA R A A E F I - A A A G E T GA MA NWY G F N V K L A A N M L R E A A A M

SYK-6 52 A WS V MG P N A R R A V L MK A A T A L E A R A D A F V D A MMG E I GA T K GWA L F N L G L A A S MV R E A A A L

ATCC 39116 121 P S H P T G E V L P S E A P - R L S MA R R V P A GV V GV I A P F N A P L I L S I R S V A P A L A L GN S V V L K P D

HR199 115 T T Q I QGD V I P S N V P GS F A MA V R Q P C GV V L G I A PWN A P V I L GV R A V A M P L A C GN T V V L K S -

AN103 115 T T QV N G E V I P S D V P GS F A MA L R Q P C GV V L G I A PWN A P V I L A T R A I A M P L A C GN T V V L K A -

WCS358 116 T T QD T GR V I P S D V P GS F A MA L R Q P C GV V L G I R PWN A P V I L GH I A I A M P - - - - GR I V S QG -

KT2440 115 T T Q I T G E V I P S D V P GS F A MA L R A P C GV V L G I A PWN A P V I L A T R A I A M P L A C GN T V V L K A -

SYK-6 112 T T Q I N G E V I P S D K P GC L A MA L R E P V GV I L G I A PWN A P I I L GV R A I A V P L A C GN S V I L K A -

ATCC 39116 180 P R T A V C GGV A L A R V F E E A G L P A GV L H V L P G G P D - - - - V GA A L V E D K H V R V I S F T GS T A A G

HR199 174 S E L S P F T H R L I GQV L H D A G L GD GV V N V I S N A P QD A P A V V E R L I A N P A V R R V N F T GS T H V G

AN103 174 S E L S P A V H R L I GQV L QD A G L GD GV V N V I S N A P A D A A Q I V E R L I A N P A V R R V N F T GS T H V G

WCS358 171 L R S Q P GGA W P D R S G I A GGR F GD GV V N V I C N A P H D A P A V V E R L I A H P A V R R V N F T GS T H V G

KT2440 174 S E L S P A V H R L I GQV L H D A G I GD GV V N V I S N A P QD A P A I V E R L I A N P A V R R V N F T GS T H V G

SYK-6 171 S E T C P R T H A L I I E A F A D A G F P E GV V N V V T N A P A D A G E V V G A L I D A P E V K R I N F T GS T GV G

ATCC 39116 236 R A V G E S A GR H L K R A H L E L GG N S A L I V L D D A D L E QA MS A A A WGS F F H QGQ I C M T T GR H L V H

HR199 234 R I I G E L S A R H L K P A V L E L GG K A P F L V L D D A D L D A A V E A A A F GA Y F N QGQ I C MS T E R L I V T

AN103 234 R I V G E L S A R H L K P A L L E L GG K A P L L V L D D A D L E A A V QA A A F GA Y F N QGQ I C MS T E R L I V D

WCS358 231 R I V GQ L A A R H L K P A V L E L GG K A P F L V L A D A D L E A A V D A A A F P A Y F N QGQ I C MS T E R L I V D

KT2440 234 R I V G E L A A R H L K P A L L E L GG K A P L L V L D D A D L D A T V E A A A F GA Y F N QGQ I C MS T E R L V V D

SYK-6 231 K I I A K R A A E H L K P V L L E L GG K A P L I V L E D A D L D E A V K A A A F GA F MN QGQ I C MS T E R I I V V

ATCC 39116 296 A S L Y D E Y V D R L A D K A S H L P V GN P F T E QV A L G P I I D A K QR D K I H G L V T S S V D A GA K V A A GG

HR199 294 A - V A D A F V E K L A R K V A T L R A GD P N D P QS V L GS L I D A N A GQ R I QV L V D D A L A K GA R QV V GG

AN103 294 A K V A D A F V A Q L A A K V E T L R A GD P A D P E S V L GS L V D A S A G T R I K A L I D D A V A K GA R L V I GG

WCS358 291 QA V A D E F V A K L G E K V R R L R A A D P S Q P D A P L GS L I D A GA G E R I QA L V D D A V GK GA T L V A GG

KT2440 294 S C I A D A F V D K L A V K I A G L R A GD P QA S T S V L GS L V S A A A G E R I K A L I D D A V A K GA R L V S GG

SYK-6 291 D A V A D E F A A R F K A K V S A M P V GD P R QGS T P L GA V V D T K T V A H C L S L I E D A L GK GA E Q L T GG

ATCC 39116 355 - T Y E D L F Y R A T V L A GA G P S V P A Y D Q E V F G P V A P V A K F T S L D - E A A K L A S E S E Y G L S L G I I

HR199 353 G L D GS I MQ P - M L L D QV T E E M R L Y R E E S F G P V A V V L R GD GD E - E L L R L A N D S E F G L S A A I F

AN103 354 Q L E GS I L Q P - T L L D GV D A S M R L Y R E E S F G P V A V V L R G E G E E - A L L Q L A N D S E F G L S A A I F

WCS358 351 E R T GS V MH R - Y C L T T S MR A L K L Y R E E S F G P V A V V L R A S GH E GA A G P L A N D S E F G L S A A I F

KT2440 354 Q L E GS I L Q P - T L L D N V D A S M R L Y R E E S F G P V A V V L R A E GD E - A L L Q L A N D S E F G L S S A I F

SYK-6 351 E T T QN V L M P A H V I D R V T P D M K L F R D E S F G P V V G I I R A R D A E - H A I E L A N D T E Y G L S A S V F

ATCC 39116 414 T A D V A K G L A L A D R I P T G I A H I N D Q T V N D E A L A P F GGV F D S G T GS R F GG P A A N I E A F T E T R

HR199 411 S R D V S R A M E L A QR V D S G I C H I N G P T V H D E A QM P F GGV K S S GY G - S F GS R A S - I E H F T Q L R

AN103 412 S R D T GR A L A L A QR V E S G I C H I N G P T V H D E A QM P F GGV K S S GY G - S F GGK A S - I E H F T Q L R

WCS358 410 S R D T QR A L A L A QR L E S G I C H I N G P T V H D E A T M P F GGV K A S G F G - R F GR T A A - I D A F T Q L R

KT2440 412 S R D T S R A L A L A QR V E S G I C H I N G P T V H D E A QM P F GGV K S S GY G - S F GS R T A - I D Q F T Q L R

SYK-6 410 T R D T A K G L S V A R R I E S G I C H V N G P T V H D E A QM P F GGV K A S GY G - R F GGK A G - I D S F T E L R

ATCC 39116 474 WV T MR GD V A G Y P F

HR199 469 W L T I QN G P R H Y P I

AN103 470 WV T L QN G P R H Y P I

WCS358 468 WD S V QH GA A H Y P I

KT2440 470 WV T L QH G P R H Y P I

SYK-6 468 W I T I E T Q P GH F P I


