
MGFFSKKKKDGNANPYAQDGAQVPFSNPLTPYQQARNDLAQGRPAGLSSSTAPTASNTPPPSYHSPSIASSRYGDEKYGNQKGYGTDRYG 90

MGLFSKKKKDAEANPYAQAG----------------------------TAPAPAVSNTPPPSYHSPSIASSRYGDEKLGTQNGYGADRYG 62

STGSGPAPGGYGGFNSDAGNNRSQASAAQPAGGDRNPALFGNAQERYNPYGGSKPQAQSGPQGDEYGGYGAQRELTEEEQAEAQAQAHVD 180

---SGPAPGGYGGFN-PAGNNRSQASTATPAAGDGNPALFGNAKDRYNPYGGSKPQAQSGPEGDEYGGYGAPRELTEEEQAEADTQALVD 148

EAHGVRNESIAALQRTLAMGNQAFEQATGTLVRIDQQDEMMFNANKNLDSSLAHARDGQAKTKTLRKLNDTPFFIPVE-PGRKAQDKLAE 269

QTNAVRDESWASIQRTIGGIEGGLAQVQASRMRVAQQDSRLNNAERNLDQSLSHARDGAQKTKTLDTLNRKPFFMPVGGTSVKAVERQVA 238

MAVLNNRQDREQREQTLQAGYTDRQKMEQDMQQLAR-ASSGPRLLGAGKPAN-KFALEDDEEGQAQEEQIGGLMDDVLVVSKNLNMASSA 357

QETEEHSGDKAKAEVTRQA----RWEIEKRLKAAEKNGPTAPGLLGSKKPVDSKWVFEDDEEGAAKEENIQAGIETLGYLSGQLNSQASA 324

MTGKLERSIAQINDVSGKVCSPFRTLLQSRSLTSGAG.                                                     395
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