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Supplementary Figure 5: Multiple sequence alignment of ycf39 and one of the templates (PDB code 2JL1) 
used for comparative modeling. The alignment was carried by HHpred server [1] and figure was created using 
ClustalX software [2]. The identical and similar residues are maked with ‘*’. ‘:’ and ‘.’ where the later two 
shows different level of similarities. Identical and similar positions are also represented by the height of the 
column beneath each residue. The residue positions marked with arrow are NADP binding residues in 2JL1. 
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            :** * *.** **  :::: :.:  . *: .:**:..:.: * : *.*: :** . *.::  *: **:.::  *  :  .     *:    :  :::*:: .*:*::
2jl1 FSIAVTGATGQLGGLVIQHLLKKVPASQIIAIVRNVEKASTLADQGVEVRHGDYNQPESLQKAFAGVSKLLFISGPHYDN-----TLLIVQHANVVKAARDAGVKHI   107
ycf39 MSILVIGGTGTLGRQIVRQAIDE--GYQVKCMVRDFRRGAFLKEWGAELIYGDLSIPSTIPLALKGVTTVIDSSTIRSTSSYTAETIDWRGKLALLEASKIVGLKKF   107
   1.......10........20........30........40........50........60........70........80........90.......100.......

               *   *. .   ** .::*  *  * *:.: **::: : : : ::.:   .  *. :* .:..:. *  :  :: * *....*.:..::**  .*:.:: *: :*
2jl1 AYTGYAFAEESII-PLAHVHLATEYAIRTTNIPYTFLRNALYTDFFVNEGLRASTESGAIVTNAGSGIVNSVTRNELALAAATVLTEEGHENKTYNLVSNQPWTFDE   214
ycf39 ISFGVLNASANSSIPLMDLKLKIEEKITTSGLNYTIFQCSGFFQGLISQYALPILENETIWVQGNAAPVAYLDTQDAAKAVVNALNKSSYDNKIVSLIGEKFWASNE   214
   110.......120.......130.......140.......150.......160.......170.......180.......190.......200.......210....

            : :: ..:.**:.  . :.*   . :     :   . :   .:  .     **  .. ..:      ..  .*:. ::: :.                       
2jl1 LAQILSEVSGKKVVHQPVSFEEEKNFLV---VNAGVPEPFTEITAAIYDAISKGEASKTSDDLQKLIGSLTPLKETVKQALKM----------------------   319
ycf39 IIELCERLCGKRANISYIPFLAFSLLRRFFRLFEFTWNIADRLQFGEVVNDSKTIVKPNNEVD--WPNGRLSLESYLQEYFSKILKKLRETNYEKTQKSNDISFL   319
   ...220.......230.......240.......250.......260.......270.......280.......290.......300.......310.........

                 

    



 


