


•   25 unspanned gaps have been closed. 
•   More than 150 reported problems in earlier 
   versions have been resolved. 
                • Alternate loci for three complex 
                  regions, (e.g. MHC) have been added. 



•  21,901 Annotated genes (including   
predictions) 
•  18,754 High quality genes 
•  11,122 Pseudogenes 
•   3,031 non-protein coding genes with an  
RNA product 

•   Structural variation 


