
 

                           *        20         *        40         *        60       

PaMA_30172p0010 : ------------------------------------------------------------ :   - 

AtSLAH3         : MEEKPNYVIQVEEELPTLLRKATTEEMVGFDNYKENGHPFPHSISRFHPSHASTTTLNGQ :  60                                                                               

  

                                                                               

                           *        80         *       100         *       120       

PaMA_30172p0010 : ------------------------------------------------------------ :   - 

AtSLAH3         : ETSRSIDTMEAHHHNYNETTPWTHQRKPSISMPTSPNVLMISDPTTSLSSENHKNSGSTG : 120 

                                                                                 

                                                                                

                           *       140         *       160         *       180       

PaMA_30172p0010 : ------------------------------------------------------------ :   - 

AtSLAH3         : KSVKFLSQPMTKVSSLYIESGNGDDDRRQSHDNHHHHLHRQHQSGHHQNQNQAANKLKDN : 180 

                                                                    ↑.........                                                                            

                                                                                

                           *       200         *       220         *       240       

PaMA_30172p0010 : ------------------------------------------------------------ :   - 

AtSLAH3         : RYNSFKTWSGKLERQFTRKPASVEPEAPNRNNQNLNTNEAMPVDRYYDALEGPELETLRP : 240 

                  .CDPK23......................↑                                                                                 

                                                                                

                           *       260         *       280         *       300       

PaMA_30172p0010 : ------------------------------------------------------------ :   - 

AtSLAH3         : QEEIVLPNDKKWPFLLRYPISTFGMCLGVSSQAIMWKTLATAEPTKFLHVPLWINQGLWF : 300 

                                                                                

                                                                                

                           *       320         *       340         *       360       

PaMA_30172p0010 : ------------------------------------------------------------ :   - 

AtSLAH3         : ISVALILTIATIYLLKIILFFEAVRREYYHPIRINFFFAPFISLLFLALGVPPSIITDLP : 360  

                                                                               

                                                                                

                           *       380         *       400         *       420       

PaMA_30172p0010 : ----------------------MSGGSRRLSKVANPSNYLAIVGNFVGALLGATTGWNEG :  38 

AtSLAH3         : HFLWYLLMFPFICLELKIYGQWMSGGQRRLSRVANPTNHLSVVGNFVGALLGASMGLREG : 420   

                                  

                                                                                

                           *       440         *       460         *       480       

PaMA_30172p0010 : AIFFFAVGLAHYLVLFVTLYQRLPTNEALPKELHPVFFLFVAAPSVASVAWEKIQGDFGY :  98 

AtSLAH3         : PIFFYAVGMAHYLVLFVTLYQRLPTNETLPKDLHPVFFLFVAAPSVASMAWAKVTGSFDY : 480       

         

                                                                                

                           *       500         *       520         *       540       

PaMA_30172p0010 : VSKIAYFISLFLYTSLVVRLNFFRGFRFSITWWAYTFPMTGAAVATIKYSNKIRHPITQS : 158 

AtSLAH3         : GSKVCYFIAIFLYFSLAVRINFFRGIKFSLSWWAYTFPMTGAAIATIRYATVVKSTMTQI : 540           

     

                                                                                

                           *       560         *       580         *       600       

PaMA_30172p0010 : LAVTLSIISSLTVFSLLLTTILHAFVWGTLFPNDISIAITHKKHKSKKNKK--------- : 209 

AtSLAH3         : MCVVLCAIATLVVFALLVTTIIHAFVLRDLFPNDLAIAISNRPRPKQNSQHRWLDQLRNV : 600   

           

                                                        

                           *       620         *             

PaMA_30172p0010 : SAEGKK---------------------DTLLSELSL : 224 

AtSLAH3         : SSENIENYLKFTDSDSSQSNDVEACNGKTQESDSS- : 635 

                     


