
      loop1   ---SCR1------------------------------- loop2  -SCR2 
tr|B9UYP6|B9UYP6_CROSA  MEQHQPN----ILVVTYPAQGHINPALHLAKHLAADTKGLLITFSTAISAHR-------- 
tr|Q5IFH7|Q5IFH7_MEDTR  MSMSDINKNSELIFIPAPGIGHLASALEFAKLLTNHDKNLYITV-FCIKFPGMPFADSYI 
                         
                        --loop3----SCR3---loop4 --------------------------SCR4------ 
tr|B9UYP6|B9UYP6_CROSA  --------KM----FPESTEPDQEVEDGPITYIPFSDGYDDGFQRDKHDGKQFRSRFKTV 
tr|Q5IFH7|Q5IFH7_MEDTR  KSVLASQPQIQLIDLPEVEPPPQELLKSPEFYI-----------------LTFLESLIPH 
 
                        -------------loop5---------SCR5---------------loop6-SCR6---- 
tr|B9UYP6|B9UYP6_CROSA  GSNTLSAIIQNLEHRGRKVSCVIYTFFVSWAADVARQHAIPSVQYWIQPATVFAIYYHYF 
tr|Q5IFH7|Q5IFH7_MEDTR  VKATIKT----I--LSNKVVGLVLDFFCVSMIDVGNEFGIPSYLFLTSNVGFLSLMLSLK 
 
                        loop7          ----SCR7---  loop8     -------SCR8----------- 
tr|B9UYP6|B9UYP6_CROSA  HGYESVVAAHSHDPSYPINLPGLSPVQVRDLPSFLTIKPDDPYAVVLSMIRDSFEGLDRE 
tr|Q5IFH7|Q5IFH7_MEDTR  NRQIEEVFDDSDRDHQLLNIPGISNQVPSNVLPDACFNKDGGY------IA-YYKLAERF 
 
                        --------loop9-SCR9-  loop1   --SCR10--  loop11         ----- 
tr|B9UYP6|B9UYP6_CROSA  ETKTKVLVNTFGQLEADAILAVDKMD-----IIPVGPILPCKGGVSRGDLLKEDEKGYME 
tr|Q5IFH7|Q5IFH7_MEDTR  RDTKGIIVNTFSDLEQSSIDALYDHDEKIPPIYAVGPLLDLKG-QPNPKLDQAQHDLILK 
 
                        -SCR11-------- loop12 ----SCR12-------------loop13—SCR13--- 
tr|B9UYP6|B9UYP6_CROSA  WLDSKPENSVVYVSLESLAV-LKKQQKFLILKGLKDSGRPYLWVVRRDSGLEGVELGDWD 
tr|Q5IFH7|Q5IFH7_MEDTR  WLDEQPDKSVVFLCFGSMGVSFGPSQIREIALGLKHSGVRFLWSNSAEKKVFPEGFLEW- 
                                   
                        loop14 --------------------SCR14-------------------------- 
tr|B9UYP6|B9UYP6_CROSA  GDGDGDNGMVVGWCSQVSVLSHPSVGCFVTHCGWNSTMESLASGVPTIGVPQWSDQPTCA 
tr|Q5IFH7|Q5IFH7_MEDTR  MELE-GKGMICGWAPQVEVLAHKAIGGFVSHCGWNSILESMWFGVPILTWPIYAEQQLNA 
                                    *                 *    *  *               ** 
                        loop15-SCR15- loop16  ----SCR16---------loop17----SCR17----- 
tr|B9UYP6|B9UYP6_CROSA  ALAEKDWGIGVRSEVN---GDGILEGGELKRCLDLVLGDGERGVEIRRKVEFWKDKATEA 
tr|Q5IFH7|Q5IFH7_MEDTR  FRLVKEWGVGLGLRVDYRKGSDVVAAEEIEKGLKDLM---DKDSIVHKKVQEMKEMSRNA 
 
                        --------  loop18 
tr|B9UYP6|B9UYP6_CROSA  ISFGGSSDKNLRTFVDQITGYDPNVSSVGFWKDKAIHRQHCEESESASPS 
tr|Q5IFH7|Q5IFH7 MEDTR  VVDGGSSLISVGKLIDDITGS----------------------------N 

A

B

CsGt45 MtUGT71G1


	Slide Number 1

