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ASAPALTKSQTDRLEVLLNPKDEISLNSGKP—————-— FRELESELLSRRKKDLQ&;YgﬁﬁﬁﬁNYLGKLER
-PAPSLTRSQLDRVEALLSPEDKISLNMAKP—————— FRELEPELVTRRKNDFQRLYTNDREDYLGKLER
TSAPALTKGQLDRLEGLLSPKDEISLDSEKP—————— FRELESELLSRRKKDLKRIYAEERENYLGKLER
ASAPALTKSQIDRLQGLLSPKDEISLDSGTP————-- FRKLESELLSRRRKDLKQIYAEEREHYLGKLER
VPEVKYTPSQIERLKTLMSPDDKIPIQDELPE-——-- FKVLEKELIQRRRDDLKKMYEEDREDRLGKLER

-LSSFWTKVQYQRLKELNASGEQLEMGFSDALSRDRAFQGIEHQLMSQGKRHLEQLRTVKHRPALLELEE
-MSIGWTEIQQARLIELAADEAQLAGQFENAASRDKAYQQLEKQLVKIQRRKLQLLRDGPRRPGICRLES
— al a2 — a3

249 4o MOIF

EITRFFVDRGFLEIKSPILIPLEYIERMGIDNDTELSKQIFRVDKNFCLRPMLAPNLYNYLRKLDRALPD
DITKFFVDRGFLEIKSPILIPAEYVERMGINNDTELSKQIFRVDKNLCLRPMLAPTLYNYLRKLDRILPG
EITKFFVDRGFLEIKSPILIPAEYVERMGINSDTELSKQVFRIDKNFCLRPMLAPNLYNYLRKLDRALPD
EITKFFVDRGFLEIKSPILIPMEYIERMGIDNDKELSKQIFRVDNNFCLRPMLAPNLYNYLRKLNRALPD
DITEFFVDRGFLEIKSPIMIPFEYIERMGIDKDDHLNKQIFRVDESMCLRPMLAPCLYNYLRKLDKVLPD
GLAKALHQQGFVQVVTPTIITKSALAKMTIGEDHPLFSQVFWLDGKKCLRPMLAPNLYTLWRELERLWDK

RLTEALVONGFVQVATPTILSKGLLAKMSIDDDHPLASQIFWLGNDKCLRPMLAPHLYFVLKDLLRLWEK
a3  ——pd>— a4 p3—p4 a5 —

319 % MOTIF2 *V % 385

PIKIFEIGPCYRKESDGKEHLEEFTMLNFCQMGSG——CTRENLESII;BFL&ELGI—DFKIVGDSCMVYG
PIKIFEVGPCYRKESDGKEHLEEFTMVNFCQMGSG--CTRENLEALIKEFLDYLEI-DFEIVGDSCMVYG
PIKIFEIGPCYRKESDGKEHLEEFTMLNFCQOMGSG--CTRENLEAIITEFLNHLGI-DFEIIGDSCMVYG
PIKIFEIGPCYRKESDGKEHLEEFTMLNFCQMGSG--CTRENLEAITKDFLDYLGI-DFEIVGDSCMVYG
PIRIFEIGPCYRKESDGSSHLEEFTMVNFCQMGSG--CTRENMEALIDEFLEHLGI-EYEIEADNCMVYG
PIRIFEIGTCYRKESQGAQHLNEFTMLNLTELGTPLEERHQRLEDMARWVLEAAGIREFELVTESSVVYG

PVRIFEIGSCFRKESQGAQHSNEFTMLNLVEMGLAEDQRQSRLEEMAALVTAAAGVDDYIIQTESSAVYG
b

386 \% \ —

DTLDVMHGD--LELSSAVVGPIPLDREWGIDKPWIGAGFGLERLLKVKHDFKNIKRAARSESYYNGISTNL
DTLDIMHGD--LELSSAVVGPVSLDREWGIDKPWIGAGFGLERLLKVMHGFKNIKRASRSESYYNGISTNL
NTLDVMHDD--LELSSAVVGPVPLDREWGIDKPWIGAGFGLERLLKVMHGFKNIKRAARSESYYNGISTNL
DTLDVMHGD--LELSSAVVGPVPMDRDWGINKPWIGAGFGLERLLKVMHNFKNIKRASRSESYYNGISTNL
DTIDIMHGD--LELSSAVVGPIPLDREWGVNKPWMGAGFGLERLLKVRHNYTNIRRASRSELYYNGINTNL
DTVDVMKGD--LELASGAMGPHFLDEKWE IVDPWVGLGFGLERLLMIREGTQHVQSMARSLSYLDGVRLNT
ETIDILAGEDRMEIGSAAMGPHVLDQAWQVTDAWMGIGFGLERLLMILENSRSLGRMGRSLGYLDGIRLNI

W WV 318

MOTIF 3 454

B8 B9 a7 m—pi)— o8

*side chains that hydrogen
bond with pyl

Vside chains that from the
hydrophobic pocket

sresidues forming the
putative tetramer interface



