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—-MPKKKPT-P-IQLNP-APDGSAVNGTSSAETNLEALQKKLEELELDEQQRKRLEAFLTQ 56

MLARRKPVLPALTINPTIAEGPSPTSEGASEANLVDLQKKLEELDLDEQQRKRLEAFLTQ 60
sekk, K 3 sk*k e sskakKk  [KAKKKRKK gk kkkkkkkkkhhkkx

KQKVGELKDDDFEKISELGAGNGGVVFKVSHKPSGLVMARKLIHLEIKPAIRNQIIRELQ 116
KAKVGELKDDDFERISELGAGNGGVVTKARHRPSGLIMARKLIHLEIKPAVRNQIIRELQ 120

Kk kkkkkkkkkkkgkhkkkkhkkkkk k| hgkkkkghkkkhkkkhkhhkhkghkhkhhkkk

VLHECNSPYIVGFYGAFYSDGEISICMEHMDGGSLDQVLKKAGRIPEQILGKVSIAVIKG 176
VLHECNSPYIVGFYGAFYSDGEISICMEHMDGGSLDQVLKEAKRIPEDILGKVSIAVLRG 180

khkkhkhkhkhhhhhhhhkhhhhhhhhkhkhhhhhhkhkhhh gk *hkhghhhhhhkhkg g%k

LTYLREKHKIMHRDVKPSNILVNSRGEIKLCDFGVSGQLIDSMANSFVGTRSYMSPERLQ 236
LAYLREKHQIMHRDVKPSNILVNSRGEIKLCDFGVSGQLIDSMANSFVGTRSYMSPERLQ 240

Kokhhhkhk ahhhhhhhkhhhhh kA hkhkhhh kA x T xhhkd T hh kT xhxhkhhkhkhxkhx

GTHYSVQSDIWSMGLSLVEMAVGRYPIPPPDAKELELLFG----CHVEGDAAETPPRPRT 292
GTHYSVQSDIWSMGLSLVELAIGRYPIPPPDAKELEASFGRPVVDGADGEPHSVSPRPRP 300

hkkkkkkkhhhkhhhhhhh gk ghhhhrhhhhrk kK * % I *kkk

PGRPLSS-YGMDSRPPMAIFELLDYIVNEPPPKLPSGVFSLEFQDFVNKCLIKNPAERAD 351

PGRPISVGHGMDSRPAMAIFELLDYIVNEPPPKLPSGVFSSDFQEFVNKCLIKNPAERAD 360

kkkk gk skkhkhk Khkhhhhhhhhhhhhhhhhhhhhhh shhghhhhhhhhhhhhhhk

LKQLMVHAFIKRSDAEEVDFAGWLCSTIGLNQPSTPTHAASI 393
LKLLMNHAFIKRSEGEEVDFAGWLCRTLRLKQPSTPTRTAV- 401

kk kk hkkkkkhkg Khhkhkkkhkhkkh kg hokkhFhkhgok
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mouse
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mouse
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human
xenopus
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human
xXenopus

mouse
human

xenopus

MPKKKPTPIQLNPAPDGSAVNGTSSAETNLEALQKKLEELELDEQQRKRLEAFLTQKQKV 60
MPKKKPTPIQLNPAPDGSAVNGTSSAETNLEALQKKLEELELDEQQRKRLEAFLTQKQKV 60
MPKKKPTPIQLNPNPEGTAVNGTPTAETNLEALQKKLEELELDEQQRKRLEAFLTQKQKV 60

Khkhkkhkhhhhhhk Kokahhhhh sxhhhhhhhhxhhhhhhhhxhxhhhhhhkhxhhkhk

GELKDDDFEKISELGAGNGGVVFKVSHKPSGLVMARKLIHLEIKPAIRNQIIRELQVLHE 120
GELKDDDFEKISELGAGNGGVVFKVSHKPSGLVMARKLIHLEIKPAIRNQITRELQVLHE 120

GELKDDDFEKVSELGAGNGGVVFKVSHKPTSLIMARKLIHLEIKPAIRNQIIRELQVLHE 120
R T R

CNSPYIVGFYGAFYSDGEISICMEHMDGGSLDQVLKKAGRIPEQILGKVSIAVIKGLTYL 180
CNSPYIVGFYGAFYSDGEISICMEHMDGGSLDQVLKKAGRIPEQILGKVSIAVIKGLTYL 180

CNSPYIVGFYGAFYSDGEISICMEHMDGGSLDQVLKKAGKIPEKILGKVSIAVIKGLTYL 180
hkkkkkkkkhkkkhkhhhkhhkhkkhhkhkhkkhhkkkhk ghhk ghhkkkkkkkkkkkk k%

REKHKIMHRDVKPSNILVNSRGEIKLCDFGVSGQLIDSMANSFVGTRSYMSPERLQGTHY 240
REKHKIMHRDVKPSNILVNSRGEIKLCDFGVSGQLIDSMANSFVGTRSYMSPERLQGTHY 240

REKHKIMHRDVKPSNILVNSRGEIKLCDFGVSGQLIDSMANSFVGTRSYMSPERLQGTHY 240
kkkkkkkkkhhkkhkhhhkkkhkkkhkkkhx Kk hk Kk kx Kk kkkkkkkhkkkkkkk ok *

SVQSDIWSMGLSLVEMAVGRYPIPPPDAKELELLFGCHVEGD--AAETHPRPRTPGRPLS 298
SVQSDIWSMGLSLVEMAVGRYPIPPPDAKELELMFGCQVEGD--AAETPPRPRTPGRPLS 298
SVQSDIWSMGLSLVEMAIGRYPIPPPDAKELELIFGCSVEGDPASSELAPRPRPPGRPIS 300

khkkkhkhhhhhhhhhhkghhhhhhhhhhhhhhlkghhx *hkkk sk Pkkkk  kkkk gk

SYGMDSRPPMAIFELLDYIVNEPPPKLPSGVFSLEFQDFVNKCLIKNPAERADLKQLMVH 358
SYGMDSRPPMAIFELLDYIVNEPPPKLPSGVFSLEFQDFVNKCLIKNPAERADLKQLMVH 358

SYGPDSRPPMAIFELLDYIVNEPPPKLPSGVFGAEFQDFVNKCLVKNPAERADLKQLMVH 360
L T Ry 2]

AFIKRSDAEEVDFAGWLCSTIGLNQPSTPTHAASI 393
AFIKRSDAEEVDFAGWLCSTIGLNQPSTPTHAAGV 393
SFIKQSELEEVDFAGWLCSTMGLKQPSTPTHAAGV 395

skkkgky KAkKkKkkkkkkghkghhkx K kkkhk g



