
Supplementary Figure 3. Cartography of At1g68560 by MALDI-TOF MS

The protein has been identified in the G, H, I, and T CWP fractions obtained by CEC (Irshad et al. 
2008). PMF results have been obtained using the ProteinProspector software. Underlined peptides 
were found by MS. Numbering of amino acids is on the right. At the C-terminus of the protein, the 
GAGQVSEIQINGSPMTK between amino acids 851 and 867 peptide was found 3 times in 18 
independent identifications.

Colour code:
Expected signal peptide between amino acids 1 and 27, as predicted by TargetP
(http://www.cbs.dtu.dk/services/TargetP/)
GH31 domain between amino acids 123 and 882 (PF01055, as predicted by InterProScan, 
http://www.ebi.ac.uk/Tools/InterProScan/)
Putative N-glycosylation sites as predicted by Prosite (http://www.expasy.org/prosite/) are in bold green 
letters.
Trypsin cut sites are in bold.

MASSSSSLAFSLSLLLALILCFSPTQSYKTIGKGYRLVSI
EESPDGGFIGYLQVKQKNKIYGSDITTLRLFVKHETDSRL
RVHITDAKQQRWEVPYNLLPREQPPQVGKVIGKSRKSPIT
VQEISGSELIFSYTTDPFTFAVKRRSNHETLFNTTSSLVF
KDQYLEISTSLPKEASLYGLGENSQANGIKLVPNEPYTLY
TEDVSAINLNTDLYGSHPMYMDLRNVGGKAYAHAVLLLNS
NGMDVFYRGDSLTYKVIGGVFDFYFIAGPSPLNVVDQYTQ
LIGRPAPMPYWSLGFHQCRWGYHNLSVVEDVVDNYKKAKI
PLDVIWNDDDHMDGHKDFTLNPVAYPRAKLLAFLDKIHKI
GMKYIVINDPGIGVNASYGTFQRAMAADVFIKYEGKPFLA
QVWPGPVYFPDFLNPKTVSWWGDEIKRFHDLVPIDGLWID
MNEVSNFCSGLCTIPEGKQCPSGEGPGWVCCLDCKNITKT
RWDDPPYKINATGVVAPVGFKTIATSATHYNGVREYDAHS
IYGFSETIATHKGLLNVQGKRPFILSRSTFVGSGQYAAHW
TGDNQGTWQSLQVSISTMLNFGIFGVPMVGSDICGFYPQP
TEELCNRWIEVGAFYPFSRDHANYYSPRQELYQWDTVADS
ARNALGMRYKILPFLYTLNYEAHMTGAPIARPLFFSFPEY
TECYGNSRQFLLGSSFMISPVLEQGKTEVEALFPPGSWYH
MFDMTQAVVSKNGKRVTLPAPLNFVNVHLYQNTILPTQQG
GLISKDARTTPFSLVIAFPAGASEGYATGKLYLDEDELPE
MKLGNGQSTYVDFYASVGNGTMKMWSQVKEGKFALSKGWV
IEKVSVLGLRGAGQVSEIQINGSPMTKKIEVSSKEHTYVI
GLEDEEENKSVMVEVRGLEMLVGKDFNMSWKMGIN
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