Additional file 14

- CLUSTAL format alignment by MAFFT (v6.811b) of LP1-LP5 and

L301/L302 for visualization of detected tryptic peptides.
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SOCRESTIONVVNNDTEDRRRNTME YC YKLWVGNGQE IV LIMAGNYVKIIY

SQGOGSIVONVVNNLIIDKRRNTMEYCYK KYFPLSFRLIMAGNYVKLIY
NTMEYCYKLWVGNGQHIV LIY
NTMEYCYKLWVGNGQHIV LIY
EEKKSEVITNVVNKLIRNNKMNCMEYAYQLWLQGSKDIVRDCFPVEFRLIFAENATIKLMY
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RNYNLAL IAYGDGVDKHTELVSWKEITL-WENNRVYFKIHNTKYNQYL
RNYNLAL FITL-WENNRVYFKAHNTKYNQYL
RNYNLALKLGPTLDPANERLAYGDGKEKNSDLISWKEITL-WENNRVYFKIHNTKYNQYL
RNYNLALKLGPTLDPANERLAYGDGKEKNSDLISWKSHYLVGEQHSVLODPPTLSYNQYL
KRDGLALTLSNDVQGDDGRPAY--GKDKTSPRVSWK - YFKILNTERNQYL
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KRDHHALKLID——QQNHNKIAFGDSKDKTSKKVSWKFTPV LENNRVYFKIMSTEDKQYL
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VLGVGT-NWNG-DHMAFGVNSVDSFR EYSK-ALTLSRTV
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