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1.General information 

          EIAV :the country cousin of HIV 
                   same family ,same genus 
 
 









2.charactization of RT(reverse 
transcriptase) 

RT is such functional enzyme that can copy  
genomic DNA of viruses into proviral DNA which 
subsequently becomes integrated into the host 
cell DNA. This key role in the replicative cycle of 
the virus has made RT the target for the 
development of many drugs 
 



3.preparation for modeling 

1.Software 
   BLAST     FASTA 
 
2.Kownledgement of your materials 
   belongings   special quality 
 
                                                   shown above 
 
 
 



4.molecule modeling 

1.Tools 
      

Swiss-
model  modeling automated 



2.Result (patial) 
    



5.analysis 

1. QMEAN4 global score(0-1) 
 



2. Local Model Quality Estimation: Anolea / 
QMEAN / Gromos 
 



（1）.Anolea 
    assess packing quality of the models. 
（2）. QMEAN 
    a composite scoring function 
（3）. Gromos 
    a general-purpose molecular dynamics         
computer  simulation package  



3.Others: 
（1）.Alignment Output 
（2）.Modeling Log 
（3）. Template Selection Log 



• Picture conformation 
 



6.Citation（略） 
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