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Fig S2. Sequence coverage upon nanoLC-ESI-ion trap-MS/MS analysis of Fibrinogen 1 (Fib 1). Peptides identified via proteomic analysis

Signal peptide

MFSMRIVCLV
DWPFCSDEDW
DSHSLTTNIM
HIQLLQRNVR
ORQLEQVIAK
LTDMPQOMRME
GPGSTGNRNE
SPREGSTGTW
GNARPNNEDW
SGSTTTTRRS
SGIGTLDGFR
SGIFTNTEES
YRMADEAGSE

LSVVGTAWTA DSCECDELAE CCCVRGEREVV

NYRCPSGCEM
EILRCDFSSA
AQLVDMKRLE
DLLPSRDRQH
LERPGGNEIT
G35GTGGTAT
NPGSSERGSR
GTFEEVSGNY,
CSETVTRIVI
HRHPDEAAFF
SSHHPGIAEF
ADHEGTHSTK

Signal peptide

EGLIDEVHQD
NHEDHTYNEWV
WVDIDIKIRSC
LEFLIEMEFVE
BGGETSYCGTG
WEPGE55GPGES
GHWISES5VS

SPGTRREYHT

GPDGHEEVTE
DTASTGETFEE
PSRGES55Y5

FTHREINELEN
SEDLRSRIEWV
RGSCSEALAR
DLVEPGHFES)
SETESFPENFES
TGEWHNSG55G
GETGQWHSES
EKLVT SEGDE
EVVTSEDGSD
GFFSFPMLGEF
FOFTSETSYNH

ERHQSACEDS
SLFEYQENHE
LEREVIEENT)
EVDLEDYEDY
LOEVEEPEWEA
SAGEWNEGES
TESTGHNQNEG
G5FRFDSPES
ELRTGEEEVT
CPFEAMDLGTL
VEETESRGSE
RGDSTFESES

RGHAKSREYR

GIHTSPLGEFE

SLSE |

MERMVSWSFH
EFREEAPSLR
DLGVLCETGE
LEDLWOERQE
ILENLRSEI{Q
TSEMYLIQPD
QCPCHVATHT
EVEAHYGGFT
NGMFFSTYDR
QY TWDMARHG

ELETMEHLLL
PAPPPISGGS
QLOEALLQOE
OVEDNENVVH
ELESDVSAQM
SSVREYRVYC
DGRNYCGLEG
VONEANEYQT
DHDGWLTSDP
TODCVVHMHW

Signal peptide

LLLCVEFLVES
YRARPLERAR
REPIRNSVDEL
EYSSELEEHD
EYCRTPCTVS
DHMNTENGGWT
EYWLGHDELS
SVHEYRGTAG
BEQCEEEDGG
EGEWYSHMEEM

MSWSLHEENL
IADFLSTYQT
RENMIDAATL
REEVAQLEAQ
HQQFLVYCET
EFWLCHERTH
RLTYAYFAGG
NCAEQDGSCW
RWYSMEETTM
DDL

are indicated in red.

ILYFYALLFL
RVDEDLQSLE
ESREMLEEIM
COEPCRDTVY
DGSCHOWTVE
LISTQSATIPY
DACGDAFDGFD
WMNECHACHL
RIIPFNRLTI

SSTCVAYVAT
DILHGVENET
RYEASTLTHD
THDITGRDCQ
QRRLDGSVDF
ALRVELEDWH
FGDDESDREF
NOVYYQGOTY
CECQQEHELGE

QGVHDNEEGE FSARGHRPLD

TOEEVERELD
NNNVEAVSQT
LYIDETVNSN
CNIPVVSCGRE
VIQNRODGSY
QOLTRMCGPTEL
NALMDGASQL
CWWYNRCHRA
SMEIREPFFEQ

EDHCCILDER
SEVEQLIFEAT
SEIRYLQEIY
DIANEGREDS
EFMWIQYERG
GETSTADYAM
TSHNGHQFEST
SFEASTPHGYD
AFOVEPEHER

DAGGCLEADP
SSSSPQYMYL
IPTNLRVLRS
CEEIIRRGGE
DFGREWDPYE
LIEMEDWRGD
MGENRTMTIE
NPNGRYYWGG
Q

FGEYCPTTCG
QLTYNPDESS
HENHQEIVHL
GLYFIEFLEA
FGHLSPTGTT
FEAGPEADEY
WDHDNDEFEG
HGIIWATWET
ETEYDSLYFPE

= l|dentified as semi-tryptic

===« Potential N-glycosylation site

T Absent from the a-chain of circulating fibrinogen




