Supplementary Figure 1

DCLE1-Long-HP 0047251, DCLE 1-Short-INP 001182244 4
CLUSTAL multiple sequence alignment by Kalign (2.0)

LOMNG msfgrdmelehfderdkagqrysrgsevnglpspthsahcstyrtrtlgtlssekkakkver
Short S — - S —————
LONG fyrngdryfkgivyaispdrfrasfealladlterclesdnvnlpgaveciytidglkkissl
Short - R ——— I ——— SR ——— R ——— R ———
LONG dglvegesyegsiepfkklevoknvnpnwesvnvkttsasravesslatakgspesevrenk
SROESR e e e e R K e e S i)
LONG dfirpklveciirsgvkprkavrillnkktahsfegvltditdaikldsgvvkrlycldok
SMeET o e e e e e i S e e e S i)
LONG gmelgdffgdddifiacgpekfrygddflldesecryvkestsytkiasssrrattkapg
SHOEL oot st e e s e o e Yo e e
LONG pEcrskspastssvngtpgeglstpragkspespesprapygeslrkgresghggsstslastk
SHeEE 2 seus=meee MEETEe ngtpgsglstpragkspspsprspgalrkgrsaghggsstalastk
LONG vosamdendgpgeevseegfgipatiteryvkvgeigdgnfavvkecverstacreyal ki
Short vesamdendgpgeevaeegliglpatiteryvkvgrtilgdgntiavv kecverstatreyvalkl
LONG ikkaskcrgkehmignevsilervkhpnivllieemdvptelylvmelvkggdlfdaitst
Shott ikkakcrgkehmignevsilerevkhpnivllieemdvptelyvlvmelvkoggdlfdaitst
LONG nkyterdasgmlynlasaikylhslnivhrdikpenllvyehgdgskslklgdfglativ
Short nkvterdasgmlynlasaikvlhslnivhedikpenl lvyehgdgskslklogdfglativ
LONG dgplytvcgtptyvapeliiaetgyglkvdiwvaagvityvillegfppfrgsgddgevlidg
Short dgplytvegtprtyvapeiiaetgyglkvdivaagvityillegfppfrgsgddgevlfdg
LONG ilmgagvdfpspywdnvadsakelitmmllvdvdgr fsavgvylehpwwnddglpenehgls
Short ilmggvdfpspywdnvadsakelitmmllvdvdgr faavagvlehpwynddglpenehgls
LONG vagkikkhfntgpkpnataagvsvialdhgfrtikesgsldyyaggpomywicrppllirrge
Short vagkikkhfntgpkpnataagvavialdhgftikrsgsldyyaqpomywirppllicegre
LONG fadedatrm

Short fadedattm

supplementary Fig 1. Amino acid sequence of human long and short 1soforms of DCLE
were aligned using CLUSTAL Omega, a web based software awvailable at EMEL-EEI
thttp/fwww ebtac ul/Tools/msa /clustale). The peptide sequence that was used as antigen to
ratse polyclonal anttbody for DOCLE 1-5 13 undetlined and highlighted.



