
Secondary structure of HaAPN1 as generated by PSIPRED 

 

 

Conf:   

Pred: 
  

Pred: CCHHHHHHHHHHHHHHHHHCCCCCCCCCCCCCCCCCCCCC 
AA: MANRWYTLLLGAALLQSVLSFGPIKVTDDEWAEYRNLMRD   

10 20 30 40  
 

Conf:    
Pred: 

 
Pred: CCCCCCCCCCCCEEEEEEEEEEECCCCCEEEEEEEEEEEE 
AA: PAYRLPTTTKPSNYAVNLTPYFTGTLAFTFEGSVRITITA   

50 60 70 80  
 

Conf:    

Pred:  
Pred: EECCCCEEEEECCCCEEEEEEEEEECCCCCCCCCCCCEEE 
AA: TQANVNEIVLHCNDLTIESVMVATEASPNVNLIASVQTFV   

90 100 110 120  
 

Conf:    

Pred:  
Pred: EECCCEEEEEEECCCCCCCCEEEEEEEEEEEECCCCCEEE 
AA: CDPVYSFLRIRTATVLSVNTNYIITSNFRGNLQTNMRGFY   

130 140 150 160  
 

Conf:    

Pred:  
Pred: EEEEECCCCCEEEEEECCCCCCCCCCCCCCCCCCCCCCEE 
AA: RSWYYDSSREKRWMATTQFQPGHARQAFPCYDEPGFKATF   

170 180 190 200  
 

Conf:    

Pred:  
Pred: EEEEEECCCCCCCCCCCCCCCCCCCCCCEEEEEECCCCCC 
AA: DITINREADFSPTLSNMPIRTTTNLATGRVAETFHTTPET   

210 220 230 240 



  
 

Conf:    

Pred:  
Pred: HHHHHHHHHCCCCEEECCCCCCCCEEEEECCCCHHHHHHH 
AA: STYLIAFIVSHYSQVASNNNQQRPFHIYARDNVGVHGNFA   

250 260 270 280 

 

 

 
       Conf 
 

Pred:  
Pred: HHHHHHHHHHHHHHCCCCCCCCCCCCCCCEEECCCCCCCC 
AA: LEIGVPLLEVMERYTEIPYYGMAQNMNMKQAAIPDFSAGA   

290 300 310 320  
 

Conf:    
Pred: 

 
Pred: CCCCHHHHHHCCCCCCCCCCCCHHCCEEEEEEEEECCCCC 
AA: MENWGLLTYREALIPFDPVNTNNFYRQRIANIISHEIAHM   

330 340 350 360  
 

Conf:    
Pred: 

 
Pred: CCCCCCCCCCCHHHHHHHHHHHHHHHHHHHCCCCCCCCCH 
AA: WFGNLVTCAWWDNLWLNEGFARFYQYYLTGVVAPEMGFET   

370 380 390 400  
 

Conf:    
Pred: 

 
Pred: HHHHHHHHHHHHCCCCCCCCCCCCCCCCCHHHHHHCCCCC 
AA: RFIVEQLHVSMLSDSLDSAHALTNPNVNDPTTVSAHFSTI   

410 420 430 440  
 

Conf:    
Pred: 

 
Pred: CCCHHHHHHHHHHHCCCHHHHHHHHHHHHHHHCCCCCCHH 
AA: TYAKGASIIRMTQHLLGNNTFVKGLRTYLKDNAYGVAEPR   

450 460 470 480 

 

 

  
 



Conf:    
Pred: 

 
Pred: HHHHHHHHHHHHCCCCCCCCCCCCCCCCCCCCCCCCCEEE 
AA: HLFTALDAAATADNALANYGGMTIDRYFRSWSEKAGHPLL   

490 500 510 520  
 

Conf:    

Pred:  
Pred: EEEEECCCCEEEEEEEEECCCCCCCCCCCCEEEEEEEEEE 
AA: TVSIDHSSGRMTIIQTRFERNSGVSTATDSLWDIPITWTR   

530 540 550 560 

 

 

Conf:   

Pred: 
  

Pred: CCCCCCCCCCCCEECCCCCEEECCCCCCCCEEEEECCCEE 
AA: AGSIDFDNLKPTQFISGVLTIIDRGSTGREWVIFNKQQTG   

570 580 590 600  
 

Conf:    

Pred:  
Pred: EEEECCCHHHHHHHHHHHCCCCCCCCCCCCHHHHHHHHHH 
AA: FYRVNYDQITWGLITQALRSNVRLSIHEYNRAQIVDDVML   

610 620 630 640  
 

Conf:    

Pred:  
Pred: HHHCCCCCHHHHHHHHHHHHHCCCCCCHHHHHHHHHHHHH 
AA: LARAGIMTYSRALNILSFLKFEDQYAPWGAAITGFNFALR   

650 660 670 680  
 

Conf:    

Pred:  
Pred: HHCCCCHHHHHHHHHHHHHHHHHHHHCCCCCCCCCHHHHH 
AA: RLAHDVTAHQKLRNEILDLSTAIVNRLGFSEPAVSNFMDD   

690 700 710 720  
 

Conf:    
Pred: 

 
Pred: HHHHHHHHHHHHCCCHHHHHHHHHHHHHHHCCCCCCCCCH 
AA: LLRMNVMTFLCDIGHQGCITAARTSFATWKNGGVVPPNMR   

730 740 750 760  



Conf:    

Pred:  
Pred: HHHHHHHHHCCCHHHHHHHHHHHHCCCCHHHHHHHHHHHC 
AA: PWVYCNGVRYGDQSDFTHLWTSYKQSDVANDKLVMLSAAG   

770 780 790 800  
 

Conf:    
Pred: 

 
Pred: CCCCHHHHHHHHHHHCCCCCCCCCCCHHHHHHHHHCCCCC 
AA: CTLNQASLNIFLNDIVSGGDDIRPQDHSAAIVAAVRSNEV   

810 820 830 840 

 

Conf:  

                  
Pred: 

  
Pred: CHHHHHHHHHHHHHHHHHHHCCCHHHHHHHHHHCCCHHHH 
AA: NTMRVFTWLQANVQQTISTLGSVSPILNEITARLLNEAQI   

850 860 870 880  
 

Conf:    
Pred: 

 
Pred: HHHHHHHHHHHHCCCHHHHHHHHHHHHHHHHHHHHHHHCH 
AA: TQVQTWLDANQNVIGTAAHTSATNGIATSRSNIQWYTQRV   

890 900 910 920  
 

Conf:    

Pred:   
Pred: HHHHHHHHHCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCC 
AA: PEFNVYFETGYVEENFADTTTTSTTTTTTTTTTTTAAPTT   

930 940 950 960  
 

Conf:    
Pred: 

 
Pred: CCCCCCCCEEEEEECCCCCCCCCCCCCCCCCCCHHHHHHH 
AA: TTTTEAPTTTTTTTTEAPTTTTTEATTTPVPGSANIATLS   

970 980 990 1000  
 

Conf:    
Pred: 

 
Pred: HHHHHHHHHHHCC  

AA: IVTMIVTLVVNMA 
1010 



 

 

 

 

   
Legend:  

 
 

= helix Conf: 
          

= confidence of prediction 
 

 

 

  

 

 

 

 

 

 

 

 

    

       

    - +  
 

= strand Pred: predicted secondary structure 
 

 
coil AA: target sequence 
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Secondary structure of SlAPN1 as generated by PSIPRED 

 

 

Conf:   

Pred: 
  

Pred: CCHHHHHHHHHHHHHHHHCCCCCCCCCCCCCCCCCCCCCC 
AA: MGTKMLVPAVLCVLLGFAAATPLEDFRSNLEFHDYSSNVA   

10 20 30 40  
 

Conf:    
Pred: 

 
Pred: CCCCCCCCCCCCCEEEEEEEECCCCCCEEEEEEEEEEEEE 
AA: DPAYRLRPNVYPTDVKVNLENIDLEGARFTGSVEMIVIVR   

50 60 70 80  
 

Conf:    

Pred:  
Pred: ECCCCEEEEECCCEEEEEEEEEECCCCCCCCCCCCCCCEE 
AA: ENDLEQISMHQNNLFVTRVNVVNNTNGENVQLRSPDPFTY   

90 100 110 120  
 

Conf:    
Pred: 

 
Pred: CCCCEEEEEEECCCCCCCEEEEEEEEEEEECCCCCCCCEE 
AA: DNYYELLHLHFHLPIVAGSYTITIDYRGVINTNPVDRGFY   

130 140 150 160  
 

Conf:    

Pred:  
Pred: EEEEEECCEEEEEEECCCCCCCCCCCCCCCCCCCCCCEEE 
AA: RGYYYYENTRRYYATTQFQPYHARKAFPCFDEPQFKSRYT   

170 180 190 200  
 

Conf:    

Pred:  
Pred: EEEECCCCCCCCCCCCCCCCCEECCCEEEEEECCCCCCCH 
AA: ISITRPDTLGPSYSNMAISSTEVIGNSVRETFYPTPIISA   

210 220 230 240 

 

 

 

 

  



 

Conf:    

Pred:  
Pred: HHHHHHHCCCCCCCCCCCCCCCEEEEECCCCHHHHHHHHH 
AA: YLVAFHVSDFVPTVSTSTAPRPFSIISRRGATDQHAYAAE   

250 260 270 280 

Conf:    

Pred:  
Pred: HHHHHHHHHHHHHCCCCCCCCCCCCCCCCEEECCCCCCCC 
AA: IGVEITNQLDDYLGIEYHDMGQGQIMKNDHIALPDFPSGA   

290 300 310 320  
 

Conf:    
Pred: 

 
Pred: CCCCHHHHHHHCCCCCCCCCCCCCCCEEEEEEEEECCCCC 
AA: MENWGMVNYREAYLLYDPANTNLVNKIFIATIMAHELGHK   

330 340 350 360  
 

Conf:    
Pred: 

 
Pred: CCCCCCCCCCCHHHHHHHHHHHHHHHHHHHCCCCCCCCCH 
AA: WFGNLVTCFWWSNLWLNESFASYFEYFAAHWADPKLELAD   

370 380 390 400  
 

Conf:    
Pred: 

 
Pred: HHHHHHHHHHHHHCCCCCCCCCCCCCCCCHHHHHHCCCCC 
AA: QFIVDYVHSALNADASPSATPMNWEEVADNPTITQHFSTT   

410 420 430 440  
 

Conf:    
Pred: 

 
Pred: CCCHHHHHHHHHHHCCCHHHHHHHHHHHHHHHCCCCCCCC 
AA: SYAKGASVLRMMEHFVGPRTFRNALRHYLRDNAYGIGNPS   

450 460 470 480  
 

Conf:    

Pred:   
Pred: HHHHHHHHHHHHCCCCCCCCCCCCCCCCCCCCCCCCCCCE 
AA: LMYQAFNKAIAEDHTFLSDFPNINFGNVFDSWVQNRGSPV   

490 500 510 520 

 



 

  
 

Conf:    

Pred:  
Pred: EEEEEECCCCEEEEEEEEEECCCCCCCCEEEECEEEEECC 
AA: VEVTRNPETGVIVVEQKRYQLSGEPPTQTWEIPLSWTEQK   

530 540 550 560 
 

 

Conf:   

Pred: 

   
Pred: CCCCCCCCCCCCCCCCCCEECCCCCCCEEEEECCCEEEEE 
AA: HLDFSSTKPRQLLNVTSTALLSEPGDNFVIFNIQQSGLYR   

570 580 590 600  
 

Conf:    
Pred: 

 
Pred: CCCCHHHHHHHHHHHCCCCCCCCCCCCHHHHHHHHHHHHH 
AA: VKYDENNWRALSSYLNSNNRERIHKLNRAQIVNDVLHFIR   

610 620 630 640  
 

Conf:    
Pred: 

 
Pred: CCCCCHHHHHHHHHHCCCCCCCCCHHHHHHHHHHHHHHHC 
AA: SGDIDRTIGFEVIDFLRSETDYYVWNGALTQLDWIRRRLE   

650 660 670 680  
 

Conf:    
Pred: 

 
Pred: CCCHHHHHHHHHHHHHHHHHHCCCCCCCCCCCCHHHHHHH 
AA: HMPRAHEAFTSYLRGLMNNVINHLGYNEGPNDSTSTILNR   

690 700 710 720  
 

Conf:    

Pred:  
Pred: HHHHHHHHHCCCHHHHHHHHHHHHHHHHCCCCCCCCCHHH 
AA: IQILNYACNIGHSGCVSDSLQKWNDYKENNEPVPVNLRRH   

730 740 750 760 

 

 

  



 

Conf:    

Pred:  
Pred: HHHHHHHCCCHHHHHHHHHHHHCCCCHHHHHHHHHHHCCC 
AA: VYCTGLREGDRSDYDFLFNAYNSSENAADMVIMLRALACT   

770 780 790 800  
 

Conf:    
Pred: 

 
Pred: CCHHHHHHHHHHHCCCCCCCCCHHHHHHHHHHCCCCHHHH 
AA: KDLDALGHYLQESMYNDKIRIHDRTNAFSFALQGNLENVQ   

810 820 830 840 

Conf:    

Pred:  
Pred: HHHHHHHHHHHHHHHHHCCCCCHHHHHHHHHHHCCCHHHH 
AA: FVSLFLQNNYDTIRTTYGGEARLTLCVNAVAAFLNTFPAI   

850 860 870 880  
 

Conf:    

Pred:  
Pred: HHHHHHHHHCCCCCCHHHHHHHHHHHHHHHHHHHHHHCHH 
AA: TQFQTWAYGSQVGLAGSFNAAVNVVNSAMANLDWGSNNAL   

890 900 910 920  
 

Conf:    

Pred:  
Pred: HHHHHHHCCCCCCCCHHHHHHHHHHHHHHHCC 
AA: EVFNFVSVRSSSPTIFASSLLILAAMLIQLYR   

930 940 950   
Legend:  

 
 

= helix Conf: 
          

= confidence of prediction 
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= strand Pred: predicted secondary structure 
 

 
coil AA: target sequence 

 

 = 
  


