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Mass values searched: 19
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Protein sequence coverage: 25%
Matched peptides shown in bold red.

1 MNCTECPNFY VPFSNATGUV RSPFEYDQYY LAEBWQESK

51 GEEIN
101
151
201 FEARAQQQES ATTQRAEKEV
251 NFGPIEMTT PAFFAKSAAL
301 YREVIYIMMN KQFRNCMLTT ICCGKNPLGD DEASATVSKT ETSQVAPA

Unformatted sequence string: 348 residues (for pasting into other applications)

Sort peptides by | ® Residue Number © Increasing Mass (' Decreasing Mass

Show predicted peptides also

Start - End Obssrved Mr(expt) Mr(calc) Delta M Peptide
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232 - 248 1818.9630 1817.9557 1817.8755 0.0802 1 K.EAAAQQQESATTQRAEK.E
297 - 311 1727.9160 1726.9087 1726.8786 0.0301 0 K.SAATYNEVIYIMMNK.Q
297 - 311 1743.9510 1742.9437 1742.8735 0.0702 0 K.SAATYNPVIYIMMNK.Q + Oxidatic
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5-5 Protein Summary (PMF)

hodweys «fis. 2i REi %|k[ProteinSummanj]
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mmary, AJ © (A eJ =V afiR-2 |4

< plrfile=_ %627 O = 8 € X | & Protein Summary Repor.

I7UF) RE(E) BRV) BRCADA)

Y=IUT) ALT(H)

Index

Rhodopsin

Type of search

Enzyme
Fixed modifications

Variable modifications :

Mass values : Monoisotopic =S
Protein Mass : Unrestricted

Peptide Mass Tolerance : + 0.2 Da

Peptide Charge State : 1+

Max Missed Cleavages : 1

Number of queries i 19

A<8 29 Ag ProteinSummary

oL JVafiR- INEC
Accession Mass Score Description

1. OPSD_HUMAN 39437 102 Rhodopsin OS=Homo sapiens GN=RHO PE=1 SV=1 ez A9
2. OPSD MACFA 39606 65 Rhodopsin OS=Macaca fascicularis GN=RHO PE=2 SV=1 ﬂ
Results List T .

e ¥ Po i 8 Mass( )8 Score(k
1. OPSD HUMAN  Mass: 39437  Score: 102  Expect: 3.3e-005 Matches: 11 :I.

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

. ¥ amfil @ (

4V |
)8 Matches® e
)8 afi R«

oz

-¥ P H o0 Y

¢D ad =3 A°

Observed  Mr (expt) Mr (calc) Delta Start End Miss Peptide
903.3420 902.3347 902.4345 -0.0998 340 - 348 0 K.TETSQVAPA. -
1373.6810 1372.6737 1372.5608 0.1130 315 - 325 0 R.NCMLTTICCGK.N + Of # )) 8 EXpeCt(
1403.7220 1402.7147 1402.6576 0.0571 326 - 339 0 K.NPLGDDEASATVSK.T
1727.9160 1726.9087 1726.8786 0.0301 297 - 311 0  K.SAATYNBVIYIMMNK.o| HI ﬁ\/ a K By —
1743.9510 1742.9437 1742.8735 0.0702 297 - 311 0 K.SAATYNPVIYIMMNK. Q|
1759.9660 1758.9587 1758.8684 0.0903 297 - 311 0 K.SAATYNPVIYIMMNK.Q) =3 A °
1788.7210 1787.7137 1787.7939 -0.0802 312 - 325 1  K.QFRNCMLTTICCGK.N
1804.7100 1803.7027 1803.7889 -0 312 - 325 1 K.QFRNCMLTTICCGK.N + Oxidation (M)
1818.9630 1817.9557 1817.87SS 0 232 - 248 1 K.EAAAQQQESATTQRAEK.E
2159.1430 2158.1357 2158.1067 0. 297 - 314 5 K.SAATYNPVIYIMMNRQFR.N
2256.8710 2255.8637 2256.0634 -0.1996 1- 21 0 -.MNGTEGENFYVPFSNATGVVR.S I — o fi R °
No match to: 832.6620, 1186.4390, 1515.4440, 1617.8570, 2174.8120, 2190.1120, 2273.2660:}
2288.4890 \/
2. Mass: 39606 Score: €5 Expect: 0.15 Matches: §

1

Os=Macaca fascicularis GN=RHO PE=2 SV=1
Observed Mr(expt) Mr(calc) Delta Start End Miss Peptide
903.3420  902.3347 902.4345 -0.0998 340 - 348 0  K.TETSQVAPA.-
1373.6810 1372.6737 1372.5608 0.1130 315 - 325 0 R.NCMLTTICCGK.N + Oxidation (M) v EHeVd K oy =
1403.7220 1402.7147 1402.6576 0.0571 326 - 339 0  K.NPLGDDEASATVSK.T
1743.9510 1742.9437 1742.8735 0.0702 297 - 311 0  K.SASIYNPVIYIMMNK.Q (Mr(calc)) 8Delta(
1759.9660 1758.9587 1758.8684 0.0903 297 - 311 0  K.SASIYNPVIYIMMNK.Q + Oxidation (M)
1788.7210 1787.7137 1787.7939 -0.0802 312 - 325 1  K.QFRNCMLTTICCGK.N )8 Start/End( 8 u
1804.7100 1803.7027 1803.7889 -0.0861 312 - 325 1  K.QFRNCMLTTICCGK.N + Oxidation (M)
2256.8710 2255.8637 2256.0634 -0.1996 1- 21 0 -.MNGTEGPNFYVEFSNATGVVR.S 4 )8M|SS( O e
No match to: 832.6620, 1186.4390, 1515.4440, 1617.8570, 1727.9160, 1818.9630, 2159.1430,
2174.8120, 2190.1120, 2273.2660, 2288.4890 8 :
J )8 Peptide(
Search Parameters
DE= o3 A9

: Peptide Mass Fingerprint
: Trypsin
: Carbamidomethyl (C)
oxidation (M)
=3 A9 |

Mascot: hitp://www.matrixscience.com/

s Protein Summary A2 0% | g e J <V afi R~

- =8 o 8po "

> (Matches)® 2 fi R«

- *H

fi 8 (Mass)® k. ¥ =mfi ® « = (Score) 8
(2fi R~ 8

=J

O=)8 v P H oV

(Mr(calc)) %47 4 F—  (Delta) 8v e 1 =V ¢ A
Erd) e Omal (Miss)8 = k1 (Peptide) < - &
- r esveHeaY%[ YV  edad o=gAe
destfie [OPSD_HUWAN 102
40

{isnzhqnoges <y
(Expect) 8
¢ a—

A{akmr—afiR-

== ™3 A9 5 v ¢ [Nomatch]—

1 —afiRe

¢Dd -y P H <V ak H
(Observe® Mr(expt)) </ —
- %1 (Start &
-] L —afiR
0.05 3.3E-005
18

s 903.342(# 1373.6810C 1403.722¢: 1727.916C* 1743.9510° 1759.966( 1788.721(¢ 1804.710C 1818.963C 2159.1430¢ 2256.8710

—11 — #2344 A{QAk¥»% e=™MzA—ge —afiRe % oOfiki- g4=™ % ™I
S%hy¥hdg Ao Ve Bl v ( d )< %<dld res — | + - 204340
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5-6 Protein View (PMF/MIS/SQ)
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30- A Protein View o

r

/ [} Mascot Search Results: x

HE—

" MATRIX
SCIENCE

Database:

Score:

Expect:

Nominal mass (M,):
Calculated pI:
Taxonomy:

SwissProt
102

3.5e-005
39437

6.21

Homo sapiens

MASCOT Search Results
Protein View: OPSD_HUMAN

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

L

G | [3 macminillw8/mascot/cgi/protein_view.pl?file=..%2Fdata%2F20141203%2FF0Q 5% =

Search parameters
Ms data file:

Enzyme:

Fixed modifications:

Mass values searched: 19
Mass values matched: 11

Matched peptides shown in bold red.

, FLI
301 YNFVIYIMMN KUFRH:

Sortpeptides by | ® Residue Number
Show predicted peptides also

Error (0a)

1 MNGTEGPNFY VPFSNATGVW RSEFEYEQYY LAE

0
i
i
i
7 1758.8684 0.
o
o
o
a

start - End Observed  Mr(expt)
1-21 2256.8710 2255

232 - 248 1818.9630 1817,

297 - 311 727.9160 1726.

297 - 311 .9510 1742,

297 - 311

297 - 314

312 - 325

312 - 325

315 - 325 .

326 - 339 .7220 1402,

340 - 348 .3420 9023347
No match to:

832.6620, 1186€.43%0, 1515.4440, 1

pmESanple.mgf
Trypsin: cuts C-term side of KR unless next residue is P.
Carbamidomethyl (C)
Variable modifications: Oxidation (M}

Protein sequence coverage: 25%

Increasing Mass

Mr(calc)
2256.0

2158.1067

1402.6576
902.4345 -0.

ARYMFLLIVL
TSTLYTSLH

0903 0 K.
0290 1 K.SARTYNPVT

L0861 1 K.OF
L1130 0 R.
0.0571 0 K.NPLGDDE.
0998 0 K.TETSQVAPA.-

Unformatted sequence string: 348 residues (for pasting into other applicaticns).

Decreasing Mass

Delta M Peptide
1996 T - MNGTEGPNFYVPESNATGVR. S

.0802 1 K.EARAQOQESATTORAEK.E

.0301 0 K.SAAIYNPVIVIMMNE.Q

0702 0 K.SARTYNPVIYIMMNK.Q + Oxidation ()
ATYNPVIYIMMNK.Q + 2 Owidation (M)

o PO

NCBIBLAST

Sequence similarity is available as an NCBI BLAST search of OPSD _HUMAN against nr. > 8

O )

(PN —

a2 —

AL

4 NCBITaxonomyBrowsefl > ©+4—" fi
= 8 8y e H oV ki
=3 A°

AL

v B W -V adk oy | #
s Unformatted sequence string:
e A st — it

td34°7Ve
- 5 0 P i
e, % =3 A°

~ Nef

ERX

9 —

+ Oxidation 04

ATVSE. T

§17.8570, 2174.8120, 2180.1120, 2273.2660, 2282.43%0

v e

) 8 Delta(
Peptide(
0 %8 [Sort peptide by]

<V Ak #» — Start/End(
) 8 Miss( Omal )8

D= =3 A°
Woafiz gV |
V¥ Y9 A °

- =

4 <

VP H eV
ékn_ BJ o= ™3 A0

-t ! K™ 2o ffi-:i?>3Kn—
=3 A9 o %8 RMSerron — |

= <

Mass (Da) RS error 59 ppw Mass {(Da) L o= TMﬂ A 9
TR SwissProt o > 8 ¢dazd> e | f=|afiRe —
L % td3Aa( % #£A)o
s ProteinView, 2 o# | 8/ —afiR- — ( =kt Sy eV ¢ A%oPI o= ™|«
s sat vdo "fi  SNCBOwml f—'fico2 & {is%HEHgao5VE ¢
)</ — < — Lp, ey =V -'n|e —«" T KT e THieaK( )
=3 A° ~'hs  —«"TK 2:TfiodK% o |81 —=fiR- | (False Positive
ofes)— %Nl 3 A—%8 > ad L A %N 5 A °
e Protein Summary 2 o~ A4 |4 ™ | —dd>od. 05wy ™
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5-7 Protein Family Summary (MIS/SQ)

Mascot

=V MS/MS
tdq40

od. i

—

31s Protein Family Summarys d> ©

Mascot Server |

30

4D 2 K3

00

| 8

31~ A s ProteinFamilySummarys A2 ©%

Y% MASCOT Search Results
User
E-mail
Search title : iPRG2008 SwissProt Mouse
Ms data file : D:\iPRG2008\mgf\merged.mgf

Databases : 1: cCRAP 20120229 (115 sequenchs; 38,188 residues)

2: SwissProt 2014_04 (544,996 sequences; 193,815,432 residues)

Taxonomy : 1: (none)
2: Mus. (16,727 sequences)
Timestamp : 20 May 2014 at 10:48:27 GMT

@ All © Non-significant © Unassigned e [help] As XML < =
ot vhat you expectad? Try th select summary.
) Search parameters
P score distribution
» Modification statistics
»Legend
— 4 XL
Protein Family Summary
Pe)8
Significance threshold p< 005  Max. number of families AT Llhelp]
Tons score or expect cut-off 0 Dendrograms cut at o
Show Percolator scores o
Preferred taxonomy Al entries -
-

» Decoy search summary (reversed protein sequences)

4D 2N 0 el ®
AL c::IAQ

\

([Re-search] W= fi )8
([Export] W=ifi )8 Select Summary d> o4 — 8

0¢-=|

_hD_i

St (il
~idk oaz2-— 8 Decoy

o2 e <%E %KY AO

J Proteins (479) H Report Builder H Unassigned (27741) ‘ [

Protein families 1-10 (out of 479)

T Jper pane
Accsssion v comtaine v
b1 pITRY1_BOVIN| 1606 spITRY1_BOVIN|
»2 1 P2CT_MOUSE 1337 Cytochrome P450 2C28 OS=Mus musculus GN=Cyp2e23 PE=1 SV=2
6 P239_MOUSE 252 Gytochrame P430 2C35 O
7 P238_MOUSE 150  Cytachrome P450 2C38 O
2 P254_MOUSE 553 Cytochrome P450 2C54 O
8 2:GP270_MOUSE 73 Cytachrome P450 2C70 O
B 3 '¥250_MOUSE 490  Cytochrame P450 2C50 O
5 P237_MOUSE 339 Gytochrame P430 2C37 O
4 2:CP2F2_MOUSE 485 Cytochrome P450 2F2 OS=Mus musculus GN=Cyp2f2 PE=2 SV=1
»3 1 1308 78 kDa glucose-regulated protein OS=Mus musculus GN=HspaS PE=1 SV=3
2 362 Heat shock cognate 71 kDa protein 05=Mus museulus Gl=Hspa8 PE=
3 188  Heat shock 70 kDa protein 1-like 0S=Mus musculus Gli=Hspall PE=2 SV=4
va 2:CYB5_MOUSE 1217 Cytochrome bS OS=Mus musculus Gi=CybSa PE=1 SV=2
Score Mass Matches Sequences emPAI
4.1 #2::CYBS_MOUSE 1217 16817 54 (42) 7(5) 3.08 Cytochrome b3 0S=Mus musculus Gli=Cyb3a PE=1 SV=2

54 peptide matches (12 non-duplicate, 42 duplicate)
Auto- fit to window

i< HERHAC

3 A<

%z g A° |

N

A akuwsd =afiR-

AL A 8w o ¥ P o
fi 8K.e Ymmfi ® = 82} 9O
o T fd =3 A°

*+

e fidoteon]sr
|4 & sameset % |1 Subset =
fiR- 8=fiR-~ Aqa
Kk H o> 8, pk 100k #» o
e =3 A° 0 %8 mmO
o' fi- 1 —akuy |

2% mmofi @ = ' fi o 2

—ak o | e

=

> —

fi

% 0.05 4 L 1 ™ak u s
| ¢ ifqac

Not vihst you expacted? Try fthe salact summary.

Mascot: chitp //www

Query Dupes Observed Mr(expt) Mr(calc)  Deltal Score Expect Ramk U Peptide
faa3e s20.5165 1039.2184 1039.5212  0.2972 0 3 1.4 Pa U -.MAGQSDE.D + Oxidation ()
15955 by 704.4681 1406.9236 1407.8230 -0.883¢ 0 11 1.5 b5 U x.STwvILm
15982 470.4065 1408.1987 1407.8230 0.3756 0 39  0.0073 P3 U K.STWVILEHR.V
Locus:6.448.3
Score > 32 indicaces identity
£18020 bq 738.0084 1474.0022 1473.7959 0.20640 74 3.6e-006 W1 U R.YVTLEEIQR.H
0.16831 22 0.56 2 HMREELQR
-0 o 18 153 AQQLTELEQR
027190 12 5.5 ¢ GSEPSTEHSQK
0.16281 9 125 SPLERSLEQ)
-0.82130 = 36 LLDGGNTEIQK
—o.sssz1 & 157 PXATEEQLE
—0.72370 & 158 DPSEEIETIMR
021781 7 17 9 PAGTTAMRSGLER  + Cxidation (M)
019651 7 17 10 YSKIFEQK
#18026 492.3889 1474.1449 1473.7959  0.3491 0 6 2 P9 U K.YYTIEEIQK.H
18934 755.5320 1509.0494 1509.8186 -0.7692 1 3 1.1 P9 U -.MAGQSDKDVK.Y
#20552 787.0462 1572.0778 1571.8065 0.27120 76 5.9e-007 P1 U K.TYIIGELHPDDR.S
#20563 P17 525.0861 1572.2366 1571.8065 0.4301 0 57 4.6e-006 P1 U K.TYIIGELHPDDR.S
#22381 P11 552.6631 1654.9676 1654.8437 0.1240 0 46 0.00035 P1 U K.FLEEHPGGEEVLR.E
22386 b5 828.5314 1655.0483 1654.8437 0.20470 62 4.8e-005 P1 U K.FLEEHPGGEEVLR.E
#30413 P1 1175.6897 2349.3647 2349.0227 0.3420 0 100 1.6e-009 P1 U R.EQAGGDATENFEDVGHSTDAR.E
#30815 D10 764.1341 2349.3805 2343.0227 0.3578 0 104 2.3e-010 D1 U R.EQAGGDATENFEDVGHSTDAR.E J
} 1 subset or intersection (1 subset protein in total)
»s 2:PDIA1_MOUSE 1124 Protein disulfids-isomarass OS=Muz musculus GN=Pahb PE=1 SV=2
bs 2:CP1A2_MOUSE 1054 Cytochrome P450 1A2 OS=Mus musculus GN=Cyp1a2 PE=1 SV=1
(37 2::ENPL_MOUSE 1018 Endoplasmin OS=Mus musculus GN=HspSOb1 PE=1 SV=2
»s 1 2:RDH7_MOUSE 1005 Retinol dehydrogenass 7 OS=Mus musculus G=Rdh7 PE=2 SU=1
5 imme mouse 597 17-bota-hycromsatared dehydronenase ype 8 GE—Hus muselas Si=sdi
e e e
»o 2:MGST1_MOUSE 863 Microsomal glutsthions 5 1 osau lus Gl=Mastl RE=1
»10 2:RL7A_MOUSE 770 ssmmomaiponizzost ] (1D @ =| — o fi R -
10+ per page Expand all Collapse all | (@ —— \/ ™
= as>oe

el < ¥%# %y A°

hot' o —

8 —

g Protein FamilySummary, d> ©# | s dep) oV afiRe
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AL

4
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IN

4fiRe ¥
1809V
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A

o
In
In

> F

v

[ ]

J

A

| K«

/4
LK! >@ —
AL_ip

B <

Pe @0 mm«fi ®

Y umfi ® ¢
Ls—:
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-8

Qo

~

— =i 2k (ProteinFamily) -3 < ks

td 5% del eV

™
o fe- «fiRes g5 ks
2 fer o= v Ls
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0 ¢d - A LeHD ¢ - t 3L s % %g A0 08 k=—

® AV Ess — - L 3 A%82 | - td 540

0 %8 31~ =V g Protein Family Summary, A2 ©— | —URE= « ¥ ®@=8 & O
http:// v @®J  /mascot/cgi/master_results_2.pl?file=F981139.dat

http://  www.matrixscience.comcgi/master_results_2.pl?file=F981139.dat

| 31
L i ¢ B«

0§ ™9

~d e -V ak wosd < o= = afiRe | — &L o= =8 ProteinFamily < == =1 > Hfi
- =3 A° L<=—PproteinFamily - A{ 2fiR- ofiPd— | & —akwy)—e«sd [=0fiPd -—
AL n -8 <!l en AL [ = l:ETM=1A9
(1) ke Yuufl ®¢= —afiRe T @1 L Ao
@ Q- e %|s K. Yuufi ®¢ s —afiRe <& =8 | —afiRe -~ A Homology @« =
—akuward Ao
) (2 )z vakusrd afiRe L@0)-' @1 % % -=, ProteinFamily o —0fi P2 < <8/ 4
FL@) - e %[ o
@@ )-a4fiRe -~ A { Homology @« = —ak L -t )~ @ W|1d F—akwmsL
32fiR- L % o=, ProteinFamily o —0fiPd< <8/ 4 FL@)-" o) %[ o°
(5) £%] 2fiRe % oo0d3#2:1— £ 4 av
(6) Vo ProteinFamily o &£ A4V Er a 4 e Homology @« = —ak 42 % 207
g 4 Ao
(7) & Protein Family ¢ —0fi P2 < == oV afiRe —ak i e i % ~o™fe~ A
S R IE
(8)(7 )—=fiR- < Sameset</ — (Sub-set® Intersection) ~ 1 °
9) afiRe ofiPd — ( ak #» - <= 8Homologild entity — t ™ — LY — )
L Ls Y 4L eo
AfiRe — 8 32
| i 32 afiR~ - -k
- oV |ersk. vuuii ®
(v % %™ —afiR- svnoufF : p3 pd4 pbd TuFA rRIATFIGLT
| e _ B 02 ORIBRIT i8S
(4fiR= P%l =ck. v soromh : p4 A F & G OB
-fi @« % 1™ —afiR
= (afi Re G)- A -" 7)113.1 ©2::PRDX4_MOUSE SE?zg ':c:;; "al?‘(i? sgqugg[(e's Em;;; Paraxiredoxin-4 OS=Mus musculus GN=Prdx4 PE=1 Svai
n 71132 ©2::PRDX1_MOUSE 76 25228 3(3) 2(2) 0.31 Peroxiredoxin-1 OS=Mus musculus GN=Prdx1 PE=1 Sv=1
o dk #o (p2)= (Redapag) ] s “Score > 31 indicates identity” — 34-31=3 > I SAF UL
/ - ® « = - ® « - w5 peptide matches (4 non-duplicate, 1 de % ;;:2::::33::
(Homology < Identlty ¥ Auto-fit to window 3 3 3
Query Dupes Observed Mr(expt) Mr(calc) Delta M Score  Expect Rank U 1 2 Peptide
J— t ™ —@¢nw 8 | — ES #2694 488.2970 974.5794 974.5518  0.0276 0 ( 34 0.03 b3 U ( W B.SVDEIIR.L
f4806 527.3665 1579.0778 1579.8926 -0.8148 0 34 0.0043 ’1 um R.VSVADHSLHLSK.A
| 31)1/3 |L —_ 9 « = L #3533 w1 605.0467 1208.0787 1207.7056 0.3731 0 57 0.0002 p1 U B W R.GLFIIDDK.G
I— 8531 605.0112 1208.0078 1207.7056 0.3022 ¢ (50) 0.0011 ’1 U B W R.GLFIIDDK.G
- = = TM:I A 9 L — $ 24446 590.4919 1768.4540 1767.8550 0.5990 0 71 1.6e-006 ’1 ‘’m K.DYGVYLEDSGHTLR.G
| afakwus| p2-t
<S=#A—%#8 4fiR- FG | 3431=3r043A° 1 —|fer == EVafiR- L oy= -le
2 L ey — LafiR-. LA < o= == T3 Ae
s Protein Family Summarys A3 o~ A4 |4 =™ | —ddod. 9w ™o

http:// v @)  /help/msms_summaries_help.htmI#FAMILY

http://www.matrixscience.com/help/msms_summaries_help.html#FAMILY
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v Pe @0 mm«fi ®
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5- 8 Peptide Summary (MIS/SQ)

Mascot =V MS/MS od- ) %300
33- &£ A{r|] —UREs-?e@=8RhOodve.s «fis.
~ 8 [Max number of hits] L o2-yey

¢ 143 4(
-off]— 4 0.05

| K... Y wfi

- | ¢ PeptideSummary A3 ©% -

D1 RE T # [lonsscore orexpect cut
-8 [FormatAs]Waifid <=5wt ™9 4p) oV afiRe-

@ - tdeafiRe -~ A{ak s | MSIMS ed-,i ed <x<l- tdga0
http:// v @J  /mascot/cgi/ master_results.pl?file=../data/F981123.dat
http://www.matrixscience.com/cgi/master_results.pl?file=../data/F981123.dat

33 Peptide Summary d> ©
Y% Mascot Search Results | - -
o dm 8 V) I 84D AN 8 = <V
=T |- O
F—“‘"" f’.’-'E'f" TR 11 (0 o 1500701 i) DB 8 8 OK. Yuufi ®¢ = 24 P J o
Rt R e s o s s G e
Chapercnin howolog «un witochondrial 08=Camnorhabdit is e legans GMtep-80 PE=1 V=2 . JL
Afi R 0= — = =3 A°
Mascot Score Histogram
kvr-s o |0‘L g(m whars P is the probabiity that the obsarved match is a random avent
> 41 ndicate dentity or extensive homology (<0 05)
cmhm scores are dmwd from jons scores a8 a non-probabilstic tasis for mnking orotein hits
: -0 fi ® = (L— 2| 38des =VaafiRe —@cs
H AL
i h= -34°
Poctids Summary Raport hodwes «fis. Di REi # | 3 Summary Repogt 4
Foomat As | Peptide Summary - Help
T — Se—  — 4 ads 4y TNt
jard scoring * scoring lors score or ex cut-off 005 Show sub-sets 0 .
S S ks baron & Bt s Rl — L A = %% %3 A [SearchSelected] W= fi
Preferred taxonomy Al entries. -
# L el < %E %A
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