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MKFFGAILVC LLLAIPYGSP QQQTVVMKHG FIRHRKVGQG VINPLSSEAV
ALFFNKKWNT FIELSKRMQR ESSNFCRANF GVLNDWQKRQ CSCISIFSFM
NQGRDAMLVA RTTFGEIWQN FNKFGPTEYC NTRPVQPISR QLDDLCYCMT
GNPSV

Protein Coverage:

Sequence MH+ % Mass an 3 AR
HGFIR 629.73 3.54 29 - 33 3.23
KVGQGVINPLSSEAVALFFNK 2219.57 12.48 36 - 56 13.55
VGQGVINPLSSEAVALEENK 2091.40 11.76 37 - 56 12.90
VGQGVINPLSSEAVALFFNKK 2219.57 12.48 37 —~ 57 13..55
KWNTFIELSK 1266.47 7.0 57 - 66 6.45
WNTFIELSK 1138.30 6.40 58 - 66 5.81
WNTFIELSKR 1294.48 7.28 58 - 67 6.45
MQRESSNFCR 1258.41 7.07 68 - 77 6.45
ESSNFCR 842.90 4.74 71 - 77 4.52
ANFGVLNDWQK 1292.42 127 78 - 88 iy Rk )
QCSCISIFSFMNQGR 1722.01 9.68 90 - 104 9.68
DAMLVAR 775.94 4.36 105 - 111 4.52
TTFGEIWQNENK 1485.62 8.35 112 ~— 123 14
FGPTEYCNTR 1188.30 6.68 124 - 133 6.45
FGPTEYCNTRPVQPISR 1966.21 11.05 124 - 140 10.97
PVQPISR 796.94 4.48 134 - 140 4.52
QLDDLCYCMTGNPSV 1659.89 9.33 141 - 155 9.68
Totals: 12254.97 €8.89 108 9. 68
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SUPPLEMENTAL FIGURE 1. Recovery confirmation of amino acids sequence of scleritin with the
signal peptide and de novo sequencing spectra of the two peptides from scleritin sequence obtained by
capillary-LC/ESI/MS/MS and used to design primers. (a) Recovery confirmation of the amino acids
sequence of the scleritin with the signal peptide, (b) Spectrum of the PLSSEAVALFFNK peptide (m/z
711.89), (c) Spectrum of the KWNTFIELSK peptide (m/z 633.35). The de novo sequencing was
performed by considering precise mass differences between adjacent b (red) and y (blue) ion series, (d) de
novo result of the HGFIR peptide (m/z 628.34).



