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Table 2. Non-tryptic digest peptide of obestatin for test 2

Peptide

VGIKLSGVQYQQHSQAL 1856 Da.
obestatin (Human) FNAPFDVGIKLSGVQYQQHSQAL 2547 Da.
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Peak ~+| Bxtract Tag H‘ From Tag Library %’ *> = Modificationin "% = "5 Ut on in Tag 3 obestatin (Rat) FNAPFDVGIKLSGAQYQQHGRAL 2517 Da.
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1. Abstract

Identification of bioactive peptides by DB searching is challenging because non-
specific processing and PTMs results in very large search space. We developed novel
sequence tag searching software to identify peptide variants effectively. For this purpose,
focused tag library was built to store sequence tags obtained with high confidence from
already identified peptides. As a preliminary test using small set of peptide data, correct
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library. We also confirmed correct peptides were identified just using top ranked sequence HWLVHAMERL(Fig. 4a) . BT HEOMNEITNIE, 2T ETIEIFESEMEERT S(Fig. 4b) .
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Fig. 1. Functional/structural variety of endogenous peptide: N\ q ﬁf—\ m veseacn
For example, pro-opiomelanocortin was cleaved enzymatically into various active peptides. o I = Mowwent APit [ FNAPFDVGIKLSGAQ ]
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GHRL_RAT ( ovestatin proprotein ) in SwissProt
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Ind Tag Score Peptide
1 SGP 37 QEYDESGPSIVHR 1516.86
2 DES 27 QEYDESGPSIVHR 1516.86
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- Index  Peptide Score  Mod Ste  Mod Mass
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1 B-actin (Human) QEYDESGPSIVHR 1517 Da. None [ QEYDEAGPSIVHR J
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S=A at Position 6 Fig. 6. Search result from spectrum No. 3

Unmatched Spectrum

1/ Spectrum feature of unmatched spectrum was searched for Tag Library and sequence tags were derived

2 B-actin (Human) QEYDESGPSIVHR 1545 Da.

< Derived sequence tags were searched for protein database (e.g. Uni-prot)

3 a-actin (Human) QEYDEAGPSIVHR 1501 Da.
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Fig. 2. Novel sequence tag search using focused peptide library
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