
PR3     IVGGHEAQPHSRPYMASLQMRGNPGSHFCGGTLIHPSFVLTAAHCLRDIP  63
HNE     IVGGRRARPHAWPFMVSLQLRG---GHFCGATLIAPNFVMSAAHCVANVN  63
        ****:.*:**: *:*.***:**   .****.*** *.**::****: :: 

PR3     QRLVNVVLGAHNVRTQEPTQQHFSVAQVFLNNYDAENKLNDILLIQLSSP 111
HNE     VRAVRVVLGAHNLSRREPTRQVFAVQRIFENGYDPVNLLNDIVILQLNGS 111
        * *.*******:  :***:* *:* ::* *.**. * ****:::**...

PR3     ANLSASVATVQLPQQDQPVPHGTQCLAMGWGRVGAHDPPAQVLQELNVTV 162
HNE     ATINANVQVAQLPAQGRRLGNGVQCLAMGWGLLGRNRGIASVLQELNVTV 162
        *.:.*.* ..*** *.: : :*.******** :* :   *.*********

PR3     VTFFCRPHNICTFVPRRKAGICFGDSGGPLICDGIIQGIDSFVIWGCATR 222
HNE     VTSLCRRSNVCTLVRGRQAGVCFGDSGSPLVCNGLIHGIASFVRGGCASG 222
        ** :**  *:**:*  *:**:******.**:*:*:*:** ***  ***: 

PR3     LFPDFFTRVALYVDWIRSTLR 243
HNE     LYPDAFAPVAQFVNWIDSIIQ 243
        *:** *: ** :*:** * ::


