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E|1. Mascot Search Results (Peptide Summary Report)

Peptide Summary Report (D:\BSA (std)\201009280928 BSA-2 wiff (sample number 1))
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User : JEROS o . :_]_ 18
Email : pro@jbics. oo ip - - -
Search title : D:ABEA (std) %20100928%0926 BSA-2 wiff (sample oumber 1) J
M5 data file : C:WDOCTHE~ 14 ADMINT ~ 1\ LOCALS~ 1\ Temp \mas TF . tmp I
Database : | HCEInr 2010031E (11833178 sequences: 404037E1l75 residoes) | . ——
Taxcnomy :|Other mammalia (241831 seguences)
Timestamp H Sep at 128
Protein hits D ga|l3s1907 BecHame: Full=Serum albumin; Alslame: [ull=55A; AltHame: Allergen=Bos d €; Flags: FPrecursor
gi | 229552 albumin
aqi |1930B5052 albumin precurssr [Capra hircus)
gi|50953792 serum albumin precursor [Elephas maximuas]

Probability Based Mowse Score

Ions score is -10*Log(F), where P is the probability that the observed match is a random event.
Individual ions scores = 38 indicate identty or extensive homology (p-L05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits,
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Significance threshold p<- 0.05

Max. mumber of hits AuTo

|3tm<tud scoring O MudPIT scoring @ |Iu|15 SCOTR Of expect cut-off 0 Show sub-sets 0
Show pop-ups & Suppress pop-ups 0 Sort unassigned Decreasing Scors Fequire bold red [
[ seectan | | Beectmone | | SeamchSeiected | [|Error teleramt Artrive Report
1. gi|1351807 Hass: £924E Score: 271 Queries matched: 233 emPAT: 1.70
BecHame: Full=Serum albumin; AltMame: Full=B3A:; AltName: Allergen=Sos d €; Flags: Frecursor
[ Check to include thi= hit in error tolerant =search or archive report
Obhserred Hr {expt) HMr{calec) Delts Mizs Score Expect Rank Peptide
424 2605  B46.5064 B46.4963 D0.0101 1 {12} 48 4 R.LSQEFPE.A
il 424 2936 846.5726 846.4963 0.0763 L 13 33 1 PE.LSQEFFE.A
i 450.2512 898.4E79 858 .4582 0,028 0 12 3B 1 R.LCVLEEE.T + Carboxymethyl (C}
i 4EL.7656 921.5167 921 . 4807 0.0358 0 17 12 1 EAENWEVIE.L
] 4654 2524 926.4902 926. 4661 0.0040 o (17) 1z 1 E_YLYEIAR.E
i 464 25889 926.5033 926. 4661 o.o172 0 21 46 1 EKYLYEIAR.R
4642658  926.5170 926.4B61 D0.030% O (6} l.4=+002 2 E.YLYEIAR.R
4ET7.7516 973 .4E86 973.4505 D0.03E1L 0O B l=+002 10 E.DLGEEEFK.Z
8156 1001.6167 10D0L.5757 o.04l0 0 B l.l=+002 S5 E.LVVSTQTALA -
] .267% 1072.5212 1072.465%9 0.0333 o &0 0_000ES 1 E_SECIAEVEK.D + Carboxymethyl (C)
= F&E87  1IMT S314 V10T AGAA noAIlIT A 21 = 1 P ORACFAURCDE T. & Carbeaesmmstbheel 000




2. Protein View

Mascot Search Results: Protein View
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Match to: gill351907 Zcore=: 371 )

U7 ~—5

Beclames: Fopll=S=rum .:_'L'I:mm.i_n.\.:"'Hi:_E_t: Full=BE3A; AltName: Allergen=Bos d 6; Flags: Precursor
Found in search of C:3\DOCTHE~L1%ADMINI~1%LOCALI~1 Y\ Temp'\masTE . tap

Hominal ma=s (M ): 69248:; Calculased pl walue: 5.B2

HCEI BLAST smarch of gi|l251507
Unformatted sequence string for

against nr

Taxcnomy: Sos taurus
Links to retriewe other entriess

gill62643 from Bos saurus

conta:

Variable modifications: Carboxymethyl

Sequence Coverage: 54% )
o

Matched peptides shown in Bold Bed

(C) yOxidation (M)
Cleavage by ':::,.'p_-l:i.?:—cqt: C-term side of EB unless next residue is

pasting into other applications

ing this sesgquence from WCEI Entres:

1 MERVIEISLL LLF3SAYSRG VERRDTHEIE IRHRFEDLGE EAFKGLVLIR
51 FSQYLOQCEE DEHVFLVHEL TEFAETCVAD ESHAGCEKSL HELFGDELCE
101 VASLRETYGED MANCCEEQEF EFNECFLSHE DDSFDLPELE EDENILCDER |
151 FRDEFETWGE YLYEIARRAP YEYAPELLYY ANKYNGUVEQE CCQAEDEGAC |/
201 LIZHIETMEE EVIASSARCE LRCASIQWEC ERALFAWSVA BLEQEFEHAR |
251 FVEVTELVTD LTEWVEEECCH GDLLECADDE ATLAFYICDN QDTISSELER
301 CCDEPLLEES ECIAEVERDA IPENIEPLTR DFREDEDVCE NYJEREDAFL
351 GEFLYEYSRR HPEYAVSVLL RIAFEYEATL, EECCARDDEH ACYSIVEDEL
401 FELVDEPQNL IEQMCDOFEE LGEYGEQHAL IVRYTREVPQ VSTPILVEVS
451 BSLEFVETRLC CTEFESEZRMP CTEDYLSLIL HRELOVISEKT EFVSEEVTECC
501 TESLVHERREC FSALTPDETY VEHACDZFLF TFHADICTLF DTEKCIEEQT
551 ALVELIEEEE FATEEQLETV MENFVAFVDE CCRADDEEARC FRAVEGEELVYV
601 STQTALA
[ Znow pregicied ako ]
Zar Feploes By @ Fesidue Mumber  Increasing Mass ) Decressing Mass
Start - End Obhserved M {expt) Mricalc) Delta M=
35 - 44 417.2223 1248.6449 1248.613% 0.0311 1
3T - 44 487.7516 573.4886 573.4505 0.0381 0
66 - 75 582.3200 1162.6255 1162.6234 0.0o22 0
66 - 75 582.3208 1162.6270 1162.6234 0.0037 0
66 - 75 5E2.3434 1162.6722 1162.6234 0. 0488 a
76 - B8 489.2043 1464.5911 1464.5497 0.0414 0
&9 - 100 474.2391 1419.6954 1419.6704 0.0250 0
106 - 117 740.7553 1479.4960 1479.4840 0.0120 0
123 - 138 476.4875 190L1.5%207 1901.B465 0.0742 1
161 - L&7 4654 .2524 926.4302 526.4686L1 0.0040 a
161 - 167 464 2589 526.5033 526.486L1 0.0172 0
161 - 167 464 .2653 926.5170 526.486L1 0.030% 0
242 - 248 424 2605 846.5054 B46.4963 0.010L 1
242 - 248 424 2936 846.5726 B46.4963 0.0763 1
249 - 256 46L.7656 921 .5167 521.4807 0.035% a
264 - 280 529.9783 2115.6840 2115.EB296 0.0544 1
286 - 297 722.8311 1443 6477 1443.61868 0.0290 0
298 - 308 512.2752 1533.8037 1533.7416 0.0E1S 1
310 - 318 537.267% 1072.5212 1072.4859% 0.0353 0
319 - 340 820.3788 2458.1145 2458.1573 -0.042% 1
347 - 359 764 .3655 1566.7164 1566.7354 -0.015%0 0
360 - 371 480.6306 1438.8T01 1438.E045 0.D0E56 1
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a)

LVNELTEFAK.T {Icns =coce

TCVADESHAGCEK .S 2 Carbosymethyl (C) (Ion= score 48]

SLATLFGEELCE .V Carboxymethyl (C) (l[ons scors= 54£)

ETYEHADCCER.Q 2 Carboxymethyl (C) (Ions =sco 24}
(Ion= scor= Z9)

HECFLSHEDDSPDLPE.L Carbomymethyl (C]

YTLYEIAR.R Ions score 17
YLYEIAR.E (lops score Z1)
YLYEIAR R Ionps =cors £)
LSQEFFE A Iops =core 12
LSQEFFE A Iops =core 12
AEFVEVTE.L (Iooz score 17}

VEFECCEGDLLECADDR. . A 2 Carbosxymethyl (C) (lons =c
YICDRQOTISSE.L Carbosymethyl (C)
LEECCDEPLIEK .5 2 Carboxymethyl (C)
SHCIAEVEK.D Carboxymethyl (T
DATPENLEPPLTADFAEDEDVCE N Carboxymethyl (C)
DAFLGSFLYEYSE . R Ion=s =cor= T73)
BHFEYAVEVLLE . L (Ion= =score 42)

1 2 Z0)

Ions score 47)
(Ion=s scor= &0)

Ions score 21}
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