
Eat1 1 AFVVDTNFIISHLNTLEKLRSLSST--YHHLIIVPTTVIQELDGLKKSP--DIARDNDDTTNQEHDRTIGTLARWGNDWIYKNLANLDSGLIGQK
SpEat1 1 LFVLDTNFLLSHLSLCQNLIEFLTARCPRLVVVLPWTVLQELDGLK----------------SESSSTCGYLARQAHNFLLQCFRSNVSSLRGQK
DmEat1 1 YFVLDTNVLIHNHKFVERLTDVVLPGTVGSMLYLPYIVIKELDKLKS--------------KYQSDCLQRVIAMRAIRFLNTKFDESFQIQAQSA
HsEat1 1 LIVIDTNILMNHLKFVRILKTTEVPGFDKLVLIIPWVVMQELDRMKE---------------GKLLKRAQHKAIPAVHFINDSLKNQDRKLWGQS
DmSmg6 1 YLLPDTNCFIDCLEDFEKLSTEFK----RYTLIIPLTVVKELDGLSKGVKLDSYRSSKQTQRIHHFDEVSSRAKKSLEFIKSAKGN----VKCAT
HsSmg6 1 FLVPDTNGFIDHLASLARL-LESR----KYILVVPLIVINELDGLAKGQETDHRAGG-------YARVVQEKARKSIEFLEQRFESRDSCLRALT

Eat1 92 LKQSLN------------PGSLKDDSILDCCLYFKEIL---------------NCFVILLSNDKNLCTKALTEDILTVSFRKNMDAKIIA
SpEat1 80 VHEHCS------------STEKGDDAILDCCIYYQEEK---------------LIPAVLLSDDKNLSIKAAVHHIQSLSFSKGLEAASIV
DmEat1 82 LEEADH----------LIKIDCPDDSILNCCLQLQAQVP----------------HMILLTNDANLRLKANASNIQVSCRSDLMSTYVDE
HsEat1 81 IQLASQKHYGL-------SDENNDDRVLKCCLQHQELFP--------------CSFVILCTDDRNLRNKGLISGVKSLSKEE-LSAELLH
DmSmg6 88 TKGSFVNASVFA--LVEEEYLSNDDKILATAMAVSKTAKTEQCTDGK---CFIQTELVLITTDRNLRVKALSRNLAVSALDEFLQWAKDC
HsSmg6 84 SRGNELESIAFRSEDITGQLGNNDDLILSCCLHYCKDKAKDFMPASKEEPIRLLREVVLLTDDRNLRVKALTRNVPVRDIPAFLTWAQVG
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Swt1     131
SpSwt1    68
DmSwt1   254
HsSwt1   389
DmSmg6   773
HsSmg6  1242

  Swt1     223
SpSwt1   148
DmSwt1   336
HsSwt1   470
DmSmg6   861
HsSmg6  1326


