FSPFFFLCTH
c C
c LAETHSDSVILR csNe c AV
TFCEPYGPR ¢ CFSYSDPSITVSYAK APSNVSTVIHILYLPE
EAKGESVQFQWK VGEVYEACWALDNILVINSAHREVVLEDNLDPVDTGNWLFFPGATVKHSCQSDGNSIYFH
GNEGSEFNFATTR CGTVESGLSLVFLK LCTPYMDTTGY
GNLRFYFVMGGICDPGVSHENDIILYAK EHIALDTLTYSSYKVPSLVSVVINPELQTPATK' C
NVWAVDFFHVLPVLPSTMSH SINLGCGTHQPGNSVSLEFSTNHGRSWSLLHTECLPEICAGPHLPHSTVYS
SENYSGWNRITIPLPNAALTR QTGPILGNMWAIDNVYIGPSCLK: C c C CDPGFSGPACEM
ASQTFPMFISESFGSARLSSYHNFYSIRGAEVSFGCGVLASGK QLITSFLDSSQSRFLQFTLR
CAPDQPGEGVLLHYSYDNGITWKLLEHYSYVNYHEPRIISVELPDDARQFGIQFR
CGHDWTLCFTGDSK
c c c VTVVLPQK
C'MCSGHGSCDHGVCRC c
c c EEGILLQYSNNGGIQ
WHLLAEMYFSDFSKPR @ QVIPVVNPTLPQNFYE
K’ DYPMNQMSVWLMLANEGMAK c DLTLKPGYVLQFKLNIGCTSQFSSTAP
VLLQYSH c c ELSEPTVYYTGDFEEWTRITIAIPRSLASSK WIQESSSQ
KNVPPFGLDGVYISEPCPSYCSGHGDCISGVCFCDLGYTAAQGTCVSNTPNHSEMFDR LSPLWYKITGGQVGT
GCGTLNDGRSLYFNGLGK LVQFYIQIGSK c
LEPQIISIDLPR' " TPATAFRWWQPQHGK
o © GIQLQYSLNNGKDWQLVTEECVP
PTIGCVHYTESSTYTSER VTVYLPLATNSPR AIDNVILASGCPWMCSGR ™ ' C
C'/CGFGGPFCVPVVPLPSILKDDFNGNLHPDLWPEVYGAERGNLNGETIKSGTCLIFK le!
LWQPYNNGK
KEEIWIIDDFIIDGNNLNNPVLLLDTFDFGPREDNWFFYPGGNIGLYCPYSSKGAPEEDSAMVFVSNEVGEHSITTR
DLSVNENTIIQFEINVGCSTDSSSADPVR C/1SSSLVSSLCSTEHHPSSTYYAGTTQGWR
REVVHFGKLHLCGSVR CEEMC c CICDPGYSGPTCK N
PDFLKDDFEGQLESDRFLIMSGGKPSR' CGILSSGNNLFFNEDGLR DLDLSHARFVQFFMR . C
YIALEMPLK WWQPSENGHFYSPW
WLLHPGGTKMPVCGSTGDALVFIEK e c
DCLPTNVECSR ILVSDTFNK = ITLPLPSYTR WHQPAPFDKQQTWAID
NVYIGDGCLDMCSGHGRCVQGSCVCDEQWGGLYCDEPETSLPTQLK APSNONWLTVSGGKLSTVCGAVASGL
ALHFSGGCSR (o PGFVNILL
PPDAK HDGLDQNDWAIDNVLISGSADQRTVMLDTFSSAPVPQHERS PADAGPVGRIAFEMFLEDK
‘o FCDSPDGVMLCGSHDGREVYAVTHDLTPTENWIMQFK c IAQNQIHVQFSTD
FGVSWSYLVPQCLPADPKCSGSVSQPSVFFPTEGWK  ITYPLPESLTGNPVRFREYOKYSDVQWAIDNFYLGPGCLD
NCGGHGDCLKEQCICDPGYSGPNCYLTH FDSEEIKPDLWMSLEGGSTCTECGVLAENTALYFGGSTVR
QAITQDLDLR & c
WWQPFVISNGLVVSGVERAQWALDNILIGGAEINPSQLVDTFDDEGS SHEENWSFYPNAVRTAGFCGNP
SFHLYWPNK ELIIQPGYMMQFKIVVGCEATSCGDLHSVMLEYTK ' SDSWQLVQTQCLPSSSNS
IGCSPFQFH ITIQLPDHVSSSATQFR QSWAIDHVYIGEACPKLCSGHGYCTT
GAVCICDESFQGDDCSVFSHELPSYIKDNFESARVTEANWETIQGGVIGSGCGQLAPYAHGDSLYFNGCQIRQAATK
PLDLTR" - IMFVLQIGSPAQTDSCNSDLSGPHTVDKAVLLQYSVNNGI TWHVIAQHQPKDFTQAQRVSYNVPLEAR

Figure S1. Reelin sequence coverage from MS/MS analysis. Reelin amino acid sequence with
identified peptide sequences indicated in black and cysteins in red. The Reelin sequence shown

corresponds to uniprot IP1I00121421.1 (Uniprot Q60841) with a 56.8% sequence coverage.



