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C. elegans FMO-2 |  -=-=----- MGNKRVAVI PSIRHG--LLYGFDVTCFEASDDIGGLWRYKSHE-TNESSVMKTTVINTSKEMTAYSDFTPQENL-- 80
H. sapiens FMO5 | =-=-===-=-- MTKKRIAVI SSIKCC--VEEGLEPVCFERTDDIGGLWRFQENPEEGRASIYKSVIINTSKEMMCFSDYPIPDHY -~ B1
M. musculus FMOS | —==----- MAKKRIAVI TCIKCC--LEEGLEPVCFERSGDIGGLWRFQEAPEEGRASIYQSVVINTSKEMMCFSDYPIPDHY-- 81
A. thaliana FMO1 MASNYDKLTSSRVAII AAAKNL----VHHNPTVFEASDSVGGVWRSC--=------- TYETTKLQSARVDYEFSDFPWPNNRDD 77
S. cerevisiae FMO1 -==--MTVNDKKRLAII AAARVFSQSLPNFEIEIFVKDYDIGGVWHYPEQKSDGR-VMYDHLETNISKKLMQFSGFPFEENV-- 85
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C. elegans FMO-2 ANFMHNNEMLNYFKSYAEHHGLMKH---IKLRHRVLNIERSKN---------ccc--- YDNDGTWKVIYQTP-EEKTLEEIFDGVLVCSG 145
H. sapiens FMOS PNFMHNAQVLEYFRMYAKEFDLLKY---IRFKTTVCSVKKQPD----------==--- FATSGQWEVVTESE - -GKKEMNVFDGVMVCTG 149
M. musculus FMOS PNYMHNSQVLEYFRMYAKEFDLLKY---IQFKTTVCSVKKQPD-=-----cucuuuuu- FSTSGQWQVVTECE--GKQQVDVFDGVLVCTG 145
A. thaliana FMO1 TTFPPYLEILDYLESYAKHFDLLKF---MKFGSKVIEVRFIGDGETPQMVDLGAYGNLLPGKPVWEVAVQTGDSGDIQWHAFEFVVVCTG 164
S. cerevisiae FMO1 PLYPSRRNIWEYLKAYYKTFIANKDAISIHFSTEVTYLK----ccmmmm e e e m e e e KKNSQWEITSKDE--LRTTKSDFDFVIVASG 151
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180 200 210 260 270
C. elegans FMO-2 HHAI-PHWP-K-PFPGQNEF - -KGRIVHSHDYKDHK KQVYLVTRRGTWLI-- 223
H. sapiens FMO5 HHTN-AHLPLE-SFPGIEKF--KGQYFHSRDYKNPE KQVFLSTRRGAWIL-- 224
M. musculus FMO5 HHTD-AHLPLE-SFPGIEKF--KGKYFHSRDYKNPV KQVFLSTRRGAWIL-- 224
A. thaliana FMO1 KYGDVPRIPAFPAKKGPEMF - -QGKVMHSMDYCKLEKEEASTLLSGKKVAVIGFKKSALDLALESALANQGEGGKACTMVVRTTHWGI - - 252
S. cerevisiae FMO1 HYSV-PKLPT--NIAGLDLWFDNKGAFHSKDFKNCE KKVYNSIKEPASNQLK 227
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C. elegans FMO-2 ——--PKLETR----------------- GLPFDI-IMNTRFF-SLYKLFPQAMLNSLVEYRINQRIDHDLYGLKPAHRVFSAH 280
H. sapiens FMO5 === -=NRVGDY-----=-mccmmmmun GYPADV-LFSSRLTHFIWKICGQSLANKYLEKKINQRFDHEMFGLKPKHRALS-- 280
M. musculus FMO5 - == -NRVGKH-========ccmmcmun GYPIDL-LLSSRIMYYLSRICGPSLKNNYMEKQMNQRFDHEMFGLKPKHRALS-- 280
A. thaliana FMO1 s e -PHYWVW-- - === mmmmmmmmmmn GEPEFL----------—--- FYSSRASQFLHDRPNQSF--------==-==-=== 280
S. cerevisiae FMO1 AKLIETVQTIDSADWKNRSVTLSDGRVLQNIDYIIFATGYY-YSFPFIEPSV---------=-==-===—==——-= BL---- 280



