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Mascot Score Histogram

Protein score is -10*Log(P), where P is the probability that the observed match i a random event.
Protein scores greater than 70 are significant (p<0.05).
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CBESD_MOUSE
Bhodopsin O5=Mus musculus GN=Rho PE=1 sV=1
OESD_SHEFP
Bhodopsin 05=0vis aries GN=RHC PE=1 5v=2

388686 Score: 105

GN-RHO PE=1 5V=1

Mass: Expect: 1.6e-005 Matches: 9

Mass: 38947 Score: 45 Expect: 16 Matches: 5

Mass: 39002 Score: 43 Expect: 28 Matches: 5

Mass: 38866 Score: 43 Expect: 28 Matches: 5
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OPSD HUMAN Mass: 38566 Score: 105 Expect: 1.€e-005 Matches: %
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OPSD PHOVI Mass: 38947 Score: 45 Expect: 16 Matches: 5

Rhedopsin 0S=Pheca vitulina GN=RHO PE=1 sV=1
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OPSD MOUSE Mass: 39002 Score: 43 Expect: 28 Matches: 5
Rhodopsin OS=Mus musculus GN=Rho PE=1 SV=1
OPSD SHEED Mass: 38866 Score: 43 Expect: 28 Matches: 5
Rhodopsin 0S=0vis aries GN=RHO PE=1 SV=2

2. OPSD MACFA Mass: 39036 Score: 88 Expect: 0.00074 Matches: &

Rhodopsin OS=Macaca fascicularis GN=RHO PE=2 SV=1
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OPSD CRIGR Mass: 35071 73 Expect: 0.026 Matches: 7

Rhodopsin OS=Cricetulus griseus GN=RHO PE=1 SV=1
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Rhodopsin OS=Canis familiaris GN=RHQ PE=1 sv=1

OPSD FELCA Mass: 39023 Score: 56 Expect: 1.2 Matches: €
Rhodopsin OS=Felis catus GN=RHO PE=1 SV=1
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Rhedopsin 0S=Oryctolagus cuniculus GN=RHO PE=1 sv=1
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Score: 1.2 Matches: 6
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OPSD LOXAF 39023 72 Expect: 0.033 Matches: 7
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Mascot Score Histogram

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual fons scores > 41 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.
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1. OPSD_HUMAN Mass: 38866 Score: 487 1 3(3) s 1 3(3)
Rhodopsin OS=Homo sapiens GN=RHO PE=1 SV=1

[0 check to include this hit in error tolerant search

Query Observed Mr(expt) Mr(calc) Delta Miss Score Expect Rank Unique Peptide
1 832.4500 831.4427 831.4450 -0.0023 1 71 0.00011 1 u K.AEKEVTR.M

2 1403.6649 1402.6576 1402.6576 0.0000 0 163 3.le-14 1 U K.NPLGDDEASATVSK.T

3 2257.0700 2256.0627 2256.0634 -0.0006 0 253 1.7e-23 1 u - . MNGTEGENFYVEFSNATGVVR. S

Proteins matching the same set of peptides:
OPSD_MACFA Mass: 39036 Score: 487 Matches: 3(3) Sequences: 3(3)
Rhodopsin OS=Macaca fascicularis GN=RHO PE=2 SV-1

M Query Obsexved mu, Delta Miss Score Expect Rank Unique Peptide
Queryld F. MS/MS DAY b AT —& ZIKICFE SN R T F ROl

Query :MS/MS DFH, X7F FOERBAET/NIVIEIZ 1 2 5F5H
I ANQAYS)

Observed : Precursor ®m/z

Mr (expt): Precursor ®m/z & charge Z B ENERTF FOEE

Mr (calc): 7 — X RXR—ZHIDR T F N BEPHGmE et

Score : RAT ., RIF ROME»H LE&#EKT,

Peptide : R7F FOT I /A
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1. Mass: 38866 Score: 437 Matches: 3(3) Sequences: 3(3)

Rhodopsin OS=Homo sapiens GN=RHO PE=1 SV=1

[] check to include this hit in error tolerant search

Que Observed Mr (expt) Mr (cale) Delta Miss Score Expect Rank Unique Peptide
832.4500 831.4427 831.4450 =-0.0023 1 71 0.00011 1 U K.AEKEVTR.M
@1403.6549 1402.6576 1402.6576 0.0000 0 163 3.le-14 1 U K.NPLGDDEASATVSK.T
3 2257.0700 2256.0627 2256.0634 -0.0006 0 253 1.7e-23 1 u - .MNGTEGPNFYVPFSNATGVVR. S
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