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Protein Identification of the 13.8kDa peak by tandem mass spectrometry.

Band of interest for protein identification
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Mascot Search Parameters

Type of search : Sequence Query
Enzyme : Trypsin
Fixed modifications : Carbamidomethyl (C)
Variable modifications : Deamidated (NQ) ,Oxidation (M)
Mass values : Monoisotopic
Protein Mass : Unrestricted

Peptide Mass Tolerance : * 25 ppm
Fragment Mass Tolerance: * 0.25 Da

Max Missed Cleavages 2
Instrument type : MALDI-TOF-TOF
Protein hits at p<0.005 : gi|69990 alpha-1-B-glycoprotein - human

gi|219978 prealbumin [Homo sapiens]

gi|28590 unnamed protein product [Homo sapiens]
gi|4504893 kininogen-1 isoform 2 [Homo sapiens]

1. gi|69990 Mass: 52479 Score: 273 Queries matched: 3
alpha-1-B-glycoprotein - human

Query Observed Mr (expt) Mr (calc) ppm Miss Score Expect Rank

Peptide


http://research.cchmc.org/mascot/cgi/master_results.pl?file=..%2Fdata%2F20101210%2FF010471.dat&REPTYPE=peptide&_sigthreshold=0.005&REPORT=25&_server_mudpit_switch=99999999&_ignoreionsscorebelow=0&_showsubsets=0&_showpopups=TRUE&_sortunassigned=scoredown&rbrchkbox=on&_requireboldred=1#Hit1#Hit1
http://research.cchmc.org/mascot/cgi/master_results.pl?file=..%2Fdata%2F20101210%2FF010471.dat&REPTYPE=peptide&_sigthreshold=0.005&REPORT=25&_server_mudpit_switch=99999999&_ignoreionsscorebelow=0&_showsubsets=0&_showpopups=TRUE&_sortunassigned=scoredown&rbrchkbox=on&_requireboldred=1#Hit2#Hit2
http://research.cchmc.org/mascot/cgi/master_results.pl?file=..%2Fdata%2F20101210%2FF010471.dat&REPTYPE=peptide&_sigthreshold=0.005&REPORT=25&_server_mudpit_switch=99999999&_ignoreionsscorebelow=0&_showsubsets=0&_showpopups=TRUE&_sortunassigned=scoredown&rbrchkbox=on&_requireboldred=1#Hit3#Hit3
http://research.cchmc.org/mascot/cgi/master_results.pl?file=..%2Fdata%2F20101210%2FF010471.dat&REPTYPE=peptide&_sigthreshold=0.005&REPORT=25&_server_mudpit_switch=99999999&_ignoreionsscorebelow=0&_showsubsets=0&_showpopups=TRUE&_sortunassigned=scoredown&rbrchkbox=on&_requireboldred=1#Hit4#Hit4
http://research.cchmc.org/mascot/cgi/protein_view.pl?file=../data/20101210/F010471.dat&hit=gi%7c69990&px=1&ave_thresh=47&_sigthreshold=0.005&_server_mudpit_switch=99999999
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MS/MS Profile for 1675.9
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R.SGLSTGWTQLSK.L
K.HQFLLTGDTQGR.Y
K.NGVAQEPVHLDSPAIK.H + Deamidated (NQ)


http://research.cchmc.org/mascot/cgi/peptide_view.pl?file=../data/20101210/F010471.dat&query=29&hit=1&index=gi%7c69990&px=1&section=5&ave_thresh=47
http://research.cchmc.org/mascot/cgi/peptide_view.pl?file=../data/20101210/F010471.dat&query=39&hit=1&index=gi%7c69990&px=1&section=5&ave_thresh=47
http://research.cchmc.org/mascot/cgi/peptide_view.pl?file=../data/20101210/F010471.dat&query=65&hit=1&index=gi%7c69990&px=1&section=5&ave_thresh=47

2. gi|219978 Mass: 16023 Score: 175 Queries matched: 2

prealbumin [Homo sapiens]

Query Observed Mr (expt) Mr (calc) ppm Miss Score Expect Rank Peptide
v 41 1394.6208 1393.6135 1393.6150 -1.06 0 81 1.5e-06 1 K.AADDTWEPFASGK.T

v 50 1522.7173 1521.7100 1521.7100 0.04 1 94 1.2e-07 1 R.KAADDTWEPFASGK.T

1 MASHRLLLLC LAGLVFVSEA GPTGTGESKC PLMVKVLDAV RGSPAINVAM
51 HVFRKAADDT WEPFASGKTS ESGELHGLTT EEEFVEGIYK VEIDTKSYWK
101 ALGISPFHEH AEVVFTANDS GPRRYTIAAL LSPYSYSTTA VVTNPKE

MS/MS Profile for 1394.6
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http://research.cchmc.org/mascot/cgi/protein_view.pl?file=../data/20101210/F010471.dat&hit=gi%7c219978&px=1&ave_thresh=47&_sigthreshold=0.005&_server_mudpit_switch=99999999
http://research.cchmc.org/mascot/cgi/peptide_view.pl?file=../data/20101210/F010471.dat&query=41&hit=1&index=gi%7c219978&px=1&section=5&ave_thresh=47
http://research.cchmc.org/mascot/cgi/peptide_view.pl?file=../data/20101210/F010471.dat&query=50&hit=1&index=gi%7c219978&px=1&section=5&ave_thresh=47
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MKWVTEFISLL
FAQYLQQCPF
VATLRETYGE
FHDNEETFLK
CLLPKLDELR
EFAEVSKLVT
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LGMFLYEYAR
FKPLVEEPQON
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Observed
1 927.
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Mass:

4958
8420
7927
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FLESSAYSRG
EDHVKLVNEV
MADCCAKQEP
KYLYEIARRH
DEGKASSAKQ
DLTKVHTECC
SHCIAEVEND
RHPDYSVVLL
LIKONCELFK
CCKHPEAKRM
CFSALEVDET
PKATKEQLKA

MS/MS Profile for 1467.8
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[Homo sapiens]

Mr (expt)
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1622.
1638.

Score:

4885 926.

8347 1466.

7854 1622

7722 1638.
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Mr (calc)
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KCCKADDKET
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Queries matched:
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Peptide
K.YLYEIAR.R

R.RHPDYSVVLLLR.L
K.DVFLGMFLYEYAR.R

K.DVFLGMFLYEYAR.R + Oxidation (M)


http://research.cchmc.org/mascot/cgi/protein_view.pl?file=../data/20101210/F010471.dat&hit=gi%7c28592&px=1&ave_thresh=47&_sigthreshold=0.005&_server_mudpit_switch=99999999
http://research.cchmc.org/mascot/cgi/peptide_view.pl?file=../data/20101210/F010471.dat&query=1&hit=1&index=gi%7c28590&px=1&section=5&ave_thresh=47
http://research.cchmc.org/mascot/cgi/peptide_view.pl?file=../data/20101210/F010471.dat&query=45&hit=1&index=gi%7c28590&px=1&section=5&ave_thresh=47
http://research.cchmc.org/mascot/cgi/peptide_view.pl?file=../data/20101210/F010471.dat&query=57&hit=1&index=gi%7c28590&px=1&section=5&ave_thresh=47
http://research.cchmc.org/mascot/cgi/peptide_view.pl?file=../data/20101210/F010471.dat&query=60&hit=1&index=gi%7c28590&px=1&section=5&ave_thresh=47
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MKLITILFLC
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IVQTNCSKEN
YPGKDEVQPP
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Mass:
isoform 2

6633
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SRLLLSLTQE
EATKTVGSDT
VGKRSSTKES
RHGIQYFNNN
FLFLTPDCKS
TKICVGCPRD
VVAGKKYFID
EKKIYPTVNC
GRPPKAGAEP

MS/MS profile for 1875.9
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Score:

102

[Homo sapiens]
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Mr (calc)

.8547
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AEGPVVTAQY
EVKRAQRQVV
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RPPGFSPFRS

37
65

LKKYNSQNQS
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Queries matched:
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K.TWQDCEYKDAAK.A

K.YNSQNQSNNQFVLYR.I + Deamidated (NQ)


http://research.cchmc.org/mascot/cgi/protein_view.pl?file=../data/20101210/F010471.dat&hit=gi%7c4504893&px=1&ave_thresh=47&_sigthreshold=0.005&_server_mudpit_switch=99999999
http://research.cchmc.org/mascot/cgi/peptide_view.pl?file=../data/20101210/F010471.dat&query=48&hit=1&index=gi%7c4504893&px=1&section=5&ave_thresh=47
http://research.cchmc.org/mascot/cgi/peptide_view.pl?file=../data/20101210/F010471.dat&query=70&hit=1&index=gi%7c4504893&px=1&section=5&ave_thresh=47



