
MWS F R K C L P A T VA L L AV C L V P S VY T V RVGGG S R GA T RKGDQDAAA SWN SWDA I E P D F F R S E QQV L Q T H P I
MWS F R K C L P A T VA L L AV C L V P S VY T V RVGGG S R GA T RKGDQDAAA SWN SWDA I E P D F F R S E QQV L Q T H P I

R GNGQV S Y S G S S GGG L KHKH E D F R T S P T A E L R RN P S L S S P D E CA RA C R E G E P P R I CYYH F T L E F Y T V L GA
R GNGQV S Y S G S S GGG L KHKH E D F R T S P T A E L R RN P S L S S P D E CA RA C R E G E P P R I CYYH F T L E F Y T V L GA

A C QV C T P NA T NA I WS N CQ C I L ADGV E RGML AVN RML P G P S I QV C E NDKVV I DV E NHME GME V T I HWHG I W
A C QV C T P NA T NA I WS N CQ C I L ADGV E RGML AVN RML P G P S I QV C E NDKVV I DV E NHME GME V T I HWHG I W

Q R G S QYYDGV P F V T Q C P I QQGNA F R YQW I AGNAG T H FWHAH T G L QKMDG I YG S I VV R Q P P N RD P N S N L YD
Q R G S QYYDGV P F V T Q C P I QQGNA F R YQW I AGNAG T H FWHAH T G L QKMDG I YG S I VV R Q P P N RD P N S N L YD

F D L T T HV I L L S DWMH E NAA E R F P G R L AVN T GQD P E N L L I NGKGQ F R D P N T G FMT N T P L E I F TMT P GK RY R
F D L T T HV I L L S DWMH E NAA E R F P G R L AVN T GQD P E N L L I NGKGQ F R D P N T G FMT N T P L E I F TMT P GK RY R

F RM I N S L A S V C P AQ L T I QGH T L T L I A T DG E P VH P VNVN T I I S F S G E RYD F V I NADQAVGAYW I QV RG L G E
F RM I N S L A S V C P AQ L T I QGH T L T L I A T DG E P VH P VNVN T I I S F S G E RYD F V I NADQAVGAYW I QV RG L G E

C G I R R VQQ L G I L RYYKG P Y T P F T QA P T YD F G I AQGVV L N P L DA R CN E T RADAV C I S Q L KNA R E VD RA L L I
C G I R R VQQ L G I L RYYKG P Y T P F T QA P T YD F G I AQGVV S - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - I V

E K P NVK I F L P F R F HVY T P QD L F A P N T YN RH L VA P NGDHV I S L VD E I S YMA P P A P L I S QYDD T D P E Q F CNG
VKKVMV F F S L S E CD C L E S I G L V E E N T HN - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -

DNK P AN C G P N CMC T HK I D I P L NA I V E VV L VD E VQQ P N L S H P F H L HGYA F NVVG I G R S P DQNVKK I N L KHA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -

L D L D R R G L L S RH F D L P P GKD T I AV P NNGYV I F R F RADN P G FWL F H C H F L F H I V I GMN L V L QVG T HAD L P P
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -

V P L N F P T CGDH T P R I N L D P T K I
- - - - - - - - - - - - - - - - - - - - - -

Fig. S2.  Alignment of putative amino acid sequences of SmMCO2A and SmMCO2B. Dashes in the 

sequences represent gaps introduced to optimize alignment. The number to the right indicates the position of 

the last amino acid in the row. Identical residues in all sequences are black-bordered; the cysteine-rich 

consensus region in the insect laccase protein is in red box; presumptive signal peptides predicted by SignalP 

5.0 [61] are underlined in red.


