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PPPVVELRIFESDPNDDLHKTDITFAYNANFFLFATLETARPMAQGRLTGPP--TCPVLT
PPPVIELNIFESDPHDDSNKTDITFVYNANFFLFATLEPERPIATGKLMTNQ-~-GSPVLT

PPPIVELRVFEND------- QEITFAYNANFFLHASLENARTIAPGRAPSTAGPSFPVLT
kkk . okk .kk _*k ckkk khkkkkkk k-kk k_.Kk k. *kkk

GVPVAGVAYLDRPQOAGYFIFPDLSVRHEGRYRLSFHLYEEIKDIKDADKDT-PMPDLNS
GVPVAGVAYLDKPNRAGYFIFPDLSVRNEGSYRFSFHLFEQIKDPKDATEGTQPMP---~

GTPVAGMAYLDRPTPAGYFIFPDLSVRHEGKYRLSFALFENLAEVKDLDPED-----—---
* kkkkkkhkkok  kkkkkkhkkkhkkkokk kk:kk k-k.. . kK

STNLTKPSAPKAHLNFRLEVKSVPFTVYSAKKFPGLATSTSLSRIIAEQGCRVRIRRDVR
SPVPGKLSSPQEFLEFRLEVISNPFIVYSAKKFPGLTTSTPISRMIAEQGCRVRIRRDVR

—---PDVIYDGNHFVTHRCEVKSAPFTVFSAKKFPGLSESTALSRMVAEQGCRVRIRRDVR
. Lk kk ok kk kekdkkkdkkkdk: kk -kk-okdkkkkkkkkkkhkhk

MRRRGEKRTDDYDFDDERAFATR-SDRYTTPDMYAAN--SAERARSTSISTTADTSFPYG
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LAPPRRPSIEEMGHGYSASNGYQQOMPPPQTPAYAQMPSYGSNQPQYSQQYQTPQPAPMM
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QPPQPPQHSTPYSQHSQHSSYSSQHQAQPPVPMNQQYGYSNYQQOPQOPQSQSQPQYDHA
s kK ko . kk . * ke e

SPHPSYSHSRNPSNGTEYDATSSGYPYPQPRLPADRPSYSKAALPPLRLEPPKAPNMQTS
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APPRQEQMSSDYAHPSDYRRSSITQSPAQQYTASSHPVQPYHPMDQYGRSQOMSQPLHSS
. . . * A
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TDSRSSDANAYPTLS--QPPVPRAPTPANHVTSLPPLKVLSGEYSHPSQPNAQSPHHDLG

VNSRSK- == === === === ===~ TPSNMITSLPPIQSLSELPSTTSQPSSAIGSSPAN
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