
Table A – Matrix of CLUSTALW scores from pairwise sequence alignment. 

Boxes where >30% sequence identity was detected by CLUSTALW alignment 

are colored in orange.    

 
 
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 



Figure A – Sequence alignment of ApnA hydrolases from plants 

The protein products of the Arabidopsis genes At1g30110, At3g10620 and 

At5g06340 and their counterparts from Lupinus angustifolius (gi:1888557), Oryza 

sativa (gi:50929793) and Hordeum vulgare (gi:2564253) are aligned using the 

CLUSTAL W algorithm. Motif 4 present only in the At1g30110 gene product is 

underlined in red. The N-terminal extensions forming putative preprotein 

sequences in all proteins excluding the At1g30110 gene product are underlined 

in green.  

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 



 

 

 

 

 

 

 

 

 

 

 

 

 
 


