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- Qe More Files nat load and analyze the filas (which can be time consuming) until you afe finished adding filas
5. Add Arother BloSample? L

6. Load and Arahee Data /
= \> "

(luewe Search Engre Results For Loading Guewe Files From MASCOT Server

b, (-

Quewe RepeDaka Enr | aading Clpsm Cbeirks wad Nirartacine

4. =Queue Search Engine Results For

Loading P e~ Kd~ z# 6

B Select Data Files x
IPOBATL): | Scaffoldsample N 251

o

=t EFro01235dat
BE(RS. I F001236.dat

B F001237.dat

[

FADMT
. 5. 3 3 dat guvke # HG

= - et Cora Cancal

Fe2 xetduvke gynto mweo

]

PC

@ s FO01 234 dat | Add to Imgort Guewe
AHTD 32031 D: | Data Files v WA
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B Scaffold Wizard

1. Wielcome to Wizard

2. Select Qluantitative Technicue
3. Mew BinSample

4. Qe Files For Loading

= Quewve More Files

5. Add Arother BioSample?

6. Load and Anahee Data

Queue Files For Loading

EicSample; Samplel
Stardard sample: each file will be arahzed separately

If you wish to add maore files to this BioSample, press a “Gueue More.. " button below
If you are done adding files, press "Mext” to continue.

= Clewe More Search Engine Results For Loading For This BioSample

L4 Guewe More Raw Dsta For Losding For This BioSample

+ Chewe More Files From MASCOT Sarver

6. , 1 fknz| o =

SPrx NMemCry
“NextbHb | e fi z ¢ HG

-

ieHUkLe

© teip

4 Emuh(ﬂgn) Dore Carcal

1. Welcome to VWizard

2. Select Quartitative Technioue
3. New BinSample

4. Quewe Files For Loading

5. Add Another BioSample?
6. Load and Arahes Data

B scaffold Wizard

Add Another BioSample?

their data (which can be a siow prooess).

Click "Mext” to load ard anahee vour data,
A Add Arcther BioSample

“fou can create several BioSamples and put files into their bading guewes before loading ard arsheing

Click "Add arother BioSample” to loop back to the begnning of this Wizard and create a rew BicSample.

s i éev kg Nt
®Add A nother BioSample
Z 6 HG

7. X nz x sample nz| 9
6 H GX | Z

PHb 1 " Kd~

@ Help

4 Previous

bt P Ciore Cancal
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[Control, Sample 2 x ]

B scaffold Wizard *
1. Weloome to Wizard Select Quantitative Technique
2. Select Guantitative Technigue
3. Guewe Files For Loading Choose Quartitative Technigue:
4. Add Arother BioSample?
5. Load ard Aralhee Cata (@ Spectrum Courting (Standand)
(DTRAG (4-plex)
(O iTRAG (B-plex)
O TMT (2-pie)

B scaffold Wizard

1. Welcome to Wizard

2. Select Quartitative Technigue
3. New BioSample

4. Quewe Files For Loading

5. Add Arother BioSarmple?

. Load and Arahlee Data

Sarmple DCescription:

O

MuDPIT Experiment
(Combire Samples)

B 5caffold Wizard

8.2 6 x o

zZ® HG Z Sample

B Fo01234.dat

B Scatfold Wizard

1. Welcorme to Wizard
2. Select Quartitative Technious
3. Mew EinSample
4. Quewe Files For Loading
~ Queuve More Files
5. Add Arother BioSample?
6. Load ard Anahee Cata

Queue Files For Loading

BioSarrple: Samplet
Stardard sample: each file will be srahezed separately

If you wish to add more files to this BioSample, press a “Queue More.." button below.
If you are done adding files, press "Next” to continue

E & CGuewe More Search Engine Resuts For Loading For This BioSample

A4 Gusue More Raw Data For Loading For This BioSample

+ Guewe More Files From MASCOT Sener

] 3
X v! n3 zpn|r! dat
1. Weloame to Wizard Queue F
2. Select Quantitative Technioue guuv ke H | >z| f s, C
3. EE;LEIEDSF?:EFW Loading Select files ¢ ' S - l '
" Quew More Files not load and analyze the files (which can be time consuming) until you are finished adding files
5. Add Arother BioSample?
6. Load and Anaheze Cata
- ~
= 4
—
] Cluewe Search Engine Resuts For Loading Cluewe Files From MASCOT Server
Quewe Raw Cata For Loading Cluewe Structured Directories
B Select Data Files =
IPLDEBFI]: | Scaffoldsample ~| FEe -

il

@ teip

4 Previos bt B Dore

Cancal
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[Treatmnt

, Sample 3 x

B scaffold Wizard

1. Welcorme to Wizard

2. Select Quantitative Technicue
3. hew BnSample

4, Quewe Files For Loading

5. Add Another BioSample?
4. Load and Aralyze Cata

Add Another BicSample?

You can create several BioSamples ard put files into their lbading guewes before loading and araheing
their data (which can be a slow process).

Click " Add another BioSample” to op back to the beginning of this Wizard and create & rew BioSample
Click pad and analee your data,

A Add Arpther EioSample

9.7 i x nz %, | fknz]

B Sscaffold Wizard
1. Welcome to Wizard
3. GQuewe Files For Loading

4. Add Arother BioSample?
5. Load and Arahee Data

2. Select Gantitative Technigue

ntt e HGY )
bHD | ©

€8V ku
Z =Add A nother BioSample

Kd' Z 6 6

Select Quantitative

Choose Quantitative Techni| ~

(@ Spectrum Courting (Stal

(O ITRAG (4-plex)

B 5caffold Wizard X

1. Welcome to Wizard

2 Select Cluantitative Technioue
3. New BioSample

4 Giewe Files For Loading

5. Add Arother BoSample?

§. Load and Aralyee Data

Treatmert ~

Sarrple Description.

DMLCF'IT Experiment
(Combine Samples)

B S5csffold Wizard

1. Weloome to Wizand

2. Select Cuantitative Technioue

3. New BioSample

4. Queue Files For Loading
= Qlewe More Files

5. Add Arother BinSample?

6. Load and Aralyes Data

Queue Files For Loading

Select files to add to this BioSample. You will
not load and analyze the files {which can be ti

10.¢ ¢
Category
| [ | dat é Y k ¢}

£ m

a |

d

n Sample e

Ho

y!' n3 3pn
s =2z|fovs5,6C

-

Cluewe Search Engire Resuts For Loading

Ciueue Files From MASCOT Server

1 4

@ Help

13

M Select Data Files X
LL I " IO BT} Scaffoldsample v #ceme
Quewe Raw Data For Loading o I F001234.dat
= M F001235.dat
| Clinl ~ 236.dat
B F001237.dat
Bl B | P
B Scaffold Wizard X
1. Weloome to Weard Queue Files For Loading —
2 Select Quantitative Technicue:
3. New BioSamole: a
4. Guewe Files For Loading BicSample: Sample B
Guen Pl o oo Starciare sampl: sech fle wil be arehoed separately
5. Add Arother BioSample? —
6. Load ard Anahes Data If you wish to add more files o this BioSample, press a “Queue More _* button below.
If you are done adding files, press “Next” o continue.
& Guewe More Search Engre Resuits For Loading For This BioSample
L4 Guewe More Raw Dsta For Loading For This BioSample -
ot 236 dat Add to Imgort Queue
+ Quewe More Files From MASCOT Sener
[eta Files v A
@ teip 4 Prevos | peet b fore || Cancal



[Treatment

FLem !

, Sample 4 x
G}

]

L Z 6 e

2]

B Scaffold Wizard
1. Vieloome to Wizard Add Another BioSample?
2. Select Quartitative Technique
3. Mew BioSample

4. Quewe Files For Loading

5. Add Another BioSample?
6. Load and Anahyze Cata

their data (which can te a siow process)

Click "MNext” to load ard anahee your data,

A Add Arother BioSample

You can create several BioSamples ard put files into their loading quewes before Ioading ard arakeing

Click " Add another BioSample” to loop back to the beginning of this Wizard and create a rew BicSample

11.# [ | x dat,sample,Category x L %
z b J 38Add Another BioS ample PHb | ¢~ Kd~
thg =Next PHb | e fi z & HG
@ teip 4 Previo het B e
B S5caffold Wizard *
1. Wlcome to Wizard Load and Analvze Data
2. Select Qluantitative Technigue
3. New BinSample Searched Databess(s)
4, Cene Files For Loading
5, Add Arother BoSample? -
6. Load and Analyze Data & 1. SwissProt 2021 03 FASTA Databasa
12. m zud"bg"a
13. X!lTandem ¢ u Zz Eclit Databaces,.
e z2 6 HG
M SFragger m e
Tandem
aim vy 3 Z % WG [ amahee with 3 Tardem
Q;LJ)S 2 | A| e [eringSystem
o I X 5 ) B U Percolator © Help me choose
| Use PeptideProphet scoring (High mess accuracy)
() Uee prefiltered mode (accept search engire probabilities, e.g from Peroolator, when availabia)
O orrer . 14. Scoring =~ Validation
B A3 . e Z 68 HG
15. b1l e Protein Grouping
- k n i 0 X 'EZ,:IL.EE protein cluster aralysis
(@) Uba stardard experiment wide protein grouping
e Z 6 HG () Use legacy irdeperdent sample protein grouping
. Optioral Loading Steps 17 . Gene O ntology
16. i’ § | [ZPrecompute FOR thresholds Path way v EDV _
FDR X e Ho| X Dﬁrf‘utate proteine hoose source' | Corfigure Anmol )S e Z6HG
Z 6 HG
@ Help 18. w [ | xekhvnpe 3Rl poad ;Dor'e Cancel
Data RHb | e fi# L o w Z6& HG —
mdatxd“"b | 98z mH G
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[mzldentML €S MGFeé® v Kk x ]

Scaffold m | 3ws, i sgr| IMASCOT x i s 3 &xportb xAs ] x
e @mzldentML b § z IE®port P Hb | e fiz#e G

H — O e

LMascotsearchenginel- x/ L not kimeric, just changin X
< 2 C | © localhost/mascot/cgi/master_results_2.pl?file=..%2Fdata%2F20170719%2FF001294.dat  ¥r :

1. =Export b x As | o

MATRIX

NS MASCOT Search Results 2 mzidentM L b g 2
User . BMS b
E-mail : aaEXpOI’t

Search title : not kimeric, just changing parameter
MS data file : 150211tk04-whole_2m8h-2_ProfProfOnlychangePeakListsetting.maf

Database : SwissProt 2017_05 (554,515 sequences; 198,509,421 residues)
As B mzldentML v

Timestamp : 19 Jul 2017 at 02:03:30 GMT

® All © Non-significant ' Unassigned  =[help]

Mot what you expected? Try 2the select summary.

P Search parameters

P Score distribution

-
& : @e b
guu K X & v Sr 2° " @Target FDR b px e 1%y p
4 .
S z 3 T x ®¥Exportsearchr esults PHb | e fiz s # G
H - O X
L_. Mascot search engine | F X / L Matrix Science - Mascot X
&« C' | ® localhost/mascot/cgi/export_dat_2.pl?group_family=18_showsubsets=1&file=..%2Fdata%... ¥t
PRSI M ISl  Database search help  Contact
Mascot database search > Access Mascot Server > Export search results
2. FDR X ® I s z13
b
Export search results ®Export Searc hresults
Export format | mzldentML v
old pe 007 identity ®homology
Target FDR
(overrides significance | 1% v H — [m]
threshold if set) li.. Mascot search engine | © x / fi.. Matrix Science - Mascot %
FDR t . .
oS < C' | @ localhost/mascot/cgi/export_dat_2.pl?group_family=18_sho... ¥¢
Display non-significant matches e mmp e pmp e
Max. number of hits AUTO
Protein scoring /Standard Query Level Information
Inc\urdre same-set protein hits Matched Fragment Ions
(additional proteins that span
the same set of peptides) Export data for all Queries
Include sub-set protein hits
(additional proteins that span (1
a sub-set of peptides) Show command line arguments Export search results
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rz4  mownload ® Hp | e fize v G gt | g vk z 3 &(search )mzid b oy
xguvknrl3kz xi xC2l kVWdgkCrps sten6

£ X mzldentML & & v Kk x e 3Scaffold s | dw, 1 m L 2z &+ *1C

*1 Mascot Daemon § | 3 n z | smzldentML & & v k © Wi of 71w s
LerHG

I
lg/([:%%?ﬁ' 3.Cz | k" dz| F<search >.mzid

r]rvé“”'_(e Z6 H G

IR EE gl  Database search help Contact

Mascot database search = Access Mascot Server = Export search results

Target FDR is 1% (at homology level).
Closest FDR found is 1.00% at significance level p<0.002771.

Exporting is ready to be started.

£ x mzidg v v kszV queryx V- 'Ae L | & theGmzidn &3 kG SEY” KaD
ge v kmx | MGFgu v ke zl or| of x|l s HGMGFX v i x Export x
i D mHG

i~ x Exportformat m=VIGF Peak List be Hind e [zewHG

Export search results Help

Export formatfl | MGF Peak List ||

Significance threshold p< at Oidentity ®homology

Display non-significant matches O

Max. number of hits |[AUTO
Min. number of sig. unique sequences

T % ®Export search results PHb | © firn MGFgé v v kweCz | kMdst s 8

Export search results Help

Export format | MGF Peak List v |

® original order (for use with mzIdentML or mzTab)
Output spectra in

) Mascot query order

Show command line arguments ‘ I Export search results I
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HI ] x mzid € ¢ vke zuyd3Scaffold e 0 zdWbx | 3e zZsHG 7z,
[mHG

B Scaffold O+5 Evaluation - Load Data — m] x
File Edit View .
= 1. New H t_) l o fi z ( £ ¥ 4 i # Peptides Peptide Threshold: |@
J" Ctrl+N) L o e Z 6 H
Load Data
B 5caffold Wizard X
??e 1. Weloome to Weard Select Quantitative Technique
o’ 2. Select Guantitative Technique
Samples 3. Quewe Files For Loading
4 Add Arother BoSample?
ﬁ 5. Load ard Aralyee Data
33
Proteins () ITRAQ (4-plex)
() ITRAG (B-plex)
s'imﬁ...:y () TMT (2-plex)
| O TMT (6-plex)
|| ||I' O TMT (10-plex)
Quantify
C} TMT (11 —plex)
(2 TMIT (1 6-plex)
Publish
() Stable lsotope Labeling (Multiplex)
() Precursor Intersity (Stardard)
Statistics
2. dv be 4 ¢ m«: [
""" 3 RSpectral Conting( Standard )Re
Z6 HG l RNextRHbl e fi z 6 HG
@ telp 4 Ermrin Cone Cancal
B scaffold Wizard X
1. Welcome to Wizard New BioSample

2. Select Chantitative Technicue
3. Mew BioSample

4, Quewe Files For Loading

5.

il

Sample Mame Sample!

. Add Arother BioSample?
. Load ard Aralyes Cata

Sample Category: Control

N MUDPIT Experiment
(Combire Samples)

3. Sample Name 3ICategory x © O

Z 6 HG gu v ke L 5% g i e
x 4 zZ gXxeY v kX' v gk U

3=MuDPIT Experiment bg ¢z d™ e
L 6 HG

=

| ®NextbHb | © fi z & nG

@ teip 4 Previos Mt B Core Canca
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B scaffold Wizard

1. Welcome to Wizard

2. Select Cluartitative Technicoue
3. New BioSample

4. Quewe Files For Loading

Queue Files For Loading

Loading ©~ Kd~ z# &

Select files to add to this BioSam

4. Queue Search Engine Results For

- Qe More Files nat load and analyze the filas (which can be time consuming) until you are finished adding files
5. Add Arother BioSample?
6. Load and Arahee Data
Guewe Files From MASCOT Server
Ciuewe Raw Data For Loading Cluewe Structured Cirectories
B Select Data Files *
IPAI@ISFLE | relDenthil v| #eem-
B F001273.mzid
[ F001274.mzid
[ F001275.mzid
m [ F001276mzid
6] 3 & 8 U 2] H G
#3tert 5. mzidentML & k P2
P2 AR
FC
Done Cancal
71BN FO0 273 e
FINOD e ATy v WA
B Scaffold Wizard %
1. Welcome to Wiard Queue Files For Loading
2. Select Qluantitative Technicue
3. New BinSample
4. Qe Files For Loading BioSample; Samplel )
- Queue More Files Stardard sample: each file will be arahzed separately
5. Add Arother BioSample?
6. Load and Anahee Data If you wish to add more files to this BioSample, press a "Queue More..." button below:
If you are done adding files, press "Mext” to continue.
L1 Guewe More Raw Deta For Loading For This BioSample
+ Chewe More Files From MASCOT Sarver
6. , I fknz} 8 3 ig¢vkuwe
SPorx MteEmGry Z TX

© teip

“NextbHb | e fi z & HG
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1. Welcome to Wizard

2. Select Quantitative Technigue
3. Quewe Files For Loading

4. Add Arother BioSample?

5. Load ard Arahes Cata

Sel

®
0

Choose Quantitative Technigue:

7. Sample F4 8
B scaffold Wizard X nz X P nz|
| & G

1. Welcome to Weard Add Another Bios| ° | €% UV kug r x nt & onGx Z
2. Select Quartitative Technioue . _ oo
3. Mew BioSarmple You can create ceveral | ®Add A nother BioSample bHb | " Kd
4. Cuewe Files For Loading their data (which can be
5. Add Another BioSample? . z 6 HG
6. Load ard Arahes Data Click " Add arother BioSa

Click "Mext” to load ard

A Add Arcther BioSample
B scaffold Wizard x

lect Quantitative Technique

Spectrum Courting (Standard)

TRAG (4-plex)

B scaffold Wizard

1. Welcome ta Wizard
2. Select Quantitative Techni
3. New BiaSample

- Gewe More Files
5. Add Arother BioSample?
6. Load ard Anahee Data

4. Quewe Files For Loading

Queue Files For Loading

oe

Select files to add to this BioSample. You will have the opportunity to add more files later. Scaffold wall
nat load and analyze the filas (which can be time consuming) until you are finished adding files

=

S

Clueve Files From MASCOT Server

[=-

(Cluewe Search Engine Resuts For Loading

A,

B scaffold Wizard

1. Wielcome to Wizard
2 Select Cuantitative Technigue
3. New BioSample

4, Quewe Files For Loading
5. Add Arother BioSample?
G, Load ard Aralyes Cata

New BioSample
Sample Name

Sample Category

Sample Description:

Structured Cirectories

BloSarmpie 2

Control

MUDPIT Experiment
(Combire Samples)

O

8.2 7 x o |
e y! n3 zpn|yr!
e Wl g 2z|fw885,6

Zz & HGSample
I dentML

X
éauk

2. Select Quantitative Technice
3. New EinSample
4. Quewe Files For Loading
~ Queuve More Files
5. Add Arother BioSample?
6. Load and Analyee Data

BioSample: Samplel
Stardard sample: each file will be araleed separataly

If you wish to add more files to this BioSample, press a “Queue More..” button below.
If you are done adding files, press "Next” to continue.

=& Guewe More Search Engire Results For Loading For This BicSample |

dd Quewe More Raw Data For Loading For This BioSample

+ Quewe More Files From MASCOT Server

© teip

@ el 4 Previois | hest B

Core

Cancal
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B scatfold Wizard *

1. Weleome to Wizard Add Another BioSample?

2. Select Quantitative Technicue
3. Mew EioSample You can create several BioSamples ard put files irto their bading quewes before loading ard araheing

4. Gewe Files For Loading their data (which can be a chow process).
5. Add Another BioSample?

6. Load and Aralyes Cata Click "Add arother BioSample” to loop beck to the begnning of this Wizard and create a new BioSampie

Click "Mext” to load ard amahee our data

A Add Arcther BioSample

o[ ] x dat,sample,Category x L %
z 4 J 3=Add Another BioS ample PHb | ¢~ Kd~
g eNextbHb ]| e fize vG

B scaffold Wizard N
10 m zvd"bg"a
1. Select Gluartitative Technioue Load and Analyze Data
2. Mew BioSample [¢] Zz 6 HG
3. Quere Files For Loading Searched Databass(s)
4. Add Another BioSarmple?
5. Load and Analyze Data I 1. [SwissProt 2001 05 FASTA Datahese
Edit Datahases...

11. X! Tandem ® ¢ w z -
12. Scoring Validation A3,

MSFragger , m & [ Tardem
1 m 3 26 G Aralyze with X Tardem 6 z 6 HG 2 | e\l m Z Y
: v ox
N L 21 Al o S ooring System i e 4 X & ¢ l 3 I 2Use
¥ X - 0= OUEE Percolator . b G
5 prefi Itered mode e Z 6 H
0 I X v ke PeptideProphet scoring

©1_JEE prefiltered mode (acoept search engine probabilities, e.g from Percolator, when available]

() Cther .

f' b} X ) Z Protein Grouping
() Use protein cluster aralysis

& HG © ke standard experiment wide protein grouping
O L2 legacy independent sample protein grouping .
| 15.%J | xekhVvbe
Citioral Loading Steps
14 . Gene O ntology “ 3RLoad Data RHb | e fi
. . Precompute FOR thresholds
U 1 1
Path Way E D ol | 1 DAnmtate proteins Chooss source:: Cionf] H r] | 0 V<] Z 6 H G
X 2] Z 6 H G
.

@ Help 4 EreviousQ%ad Day Dare Cancel

m mzidentML x | 38 z m+ G
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2-3. MASCOT Server x § ed DI “~ e  z|date® Ho

MASCOT x | © Scaffold § | 3 2 gx% xv hx gMASCOT x k™ € vk b3

Mascot Server y 4 € dD| "7 g | dat ¢ v v ke | 3 m+ G
[Sample e Search log x zeédD| v~ méevke |
Category n z | Control n Treatment, + - pt § Sample © zydWbe F- 2
Category Sample dat
Control Samp lel F0012 44 .dat
Sample 2 F0012 45.dat
Treatment Sample3 F0012 46.dat
Sample4 F0012 47 .dat

[Control, Samplel x ]

B Scaffold Q+S Evaluation - Load Data - m] x
File Edit View Experiment Export Quant Window Help
‘! e onil w| A B0 & ki | B Protein Theshold] o0 i # Peptides Peptide Threshold: |@
J" 1. New Hb I e fi z(¢ & z
)
Load Data Ctr|+N) l 0 e Z 6 H
e
Samples
"ﬂ i
? B Scaffold Wizard *
Proteins
1. Welcore to Wizard Select Quantitative Technigue

2. Select Quantitative Technigue
Bie 3. Cuewe Files For Loading
Similarity 4. Add Arother BioSample?

5. Load ard Aralee Data
||||IIH

Quantify

Cloaas chitabive-Tackoln &
(@ Spectrum Courting (Standand)

(O iTRAG (4=plex)

() iTRAG (B=plex)

O TMT (2-plexd)
Publish () TMT (B-plex)
(O TMT (10-plex)
Statistics (O TMT (11 =plex)
O TMT (16-plex)

() Stable lsotope Labeling (Multiplex)

(O Precursor Intersity (Stardard)

2. d M b e 4 ¢ m, 1

3 RSpectral Conting( Standard )Re

Z 6 HG rlRNextRHblGﬁzGHG

@ telp 4 Previaus r'Q Cancal
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B Scaffold Wizard

1. Welcome to Wizard

2. Select Chantitative Technicue
3. Mew BioSample

4 Quewe Files For Loading

5. Add Arcther BioSample?

. Load and Analyee Cata

@ teip

Sample Category:

Sample!

Contral

0 MUDPIT Experiment
(Combire Samples)

3. Sample Name 3Category x © 0 z& WG
guvke L 3 g e ) 4 z
X8 v kXt vs Yr g 3 @MuDPIT
Experiment bg ¢z d” e L & HG
r | #NextPHb ] e fi z 6 HG

4 Erm.rim.s LDore Cancal

B scaffold Wizard

1. Welcome to Wizam

2. Select Cluartitative Technicoue

3. New BioSample

4. Quewe Files For Loading
- Cwewe More Files

5. Add Arother BioSample?

6. Load and Arahee Data

Queue Files For Loading

Select files to add to this BioSample. You will have the opportunity to add mare files later. Scaffold wall
nat load and analyze the filas (which can be time consuming) until you are finished adding filas

=]

4

Cuewe Files From MASCOT,

Cluewe Search Engine Results For Loading

b, (-

Quewe RepeDaka Enr | aading Clpsm Cbeirks wad Nirartacine

4. Queue Search Engine Results For
Loading e~ Kd~ z=# 6

4 Previos et Cora Cancal
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. 5. l 3 j ek ydT KA n
B Cueue Files From MASCOT Server - X :
g & H ¢ S e H | g n
Mascot Server: httpy//ocalhost/masoot ¥ Conrected to localhost , G
0 mH
Job Mumber: Lar Mamea: Titlg i
: ®Add ® Hpble fi*nt x s |
Job.. Catabase LUser Mame Ermail Ly i w SL e HG o
Pro = —
TN ST W oo ron iy 44 OKD Hbl e fizew o |
wizsPro  rame short me
1245 SwissP'ro rame short | Mescot Server: hitpl//localhost
1246SwissPro  rame short Me| b Mumber. User Narre: Title:
1247 SwissPro mame short me|
1248 SwizsPro mame short me|| Job.. Catabasa  LUser Mame Errail Title
1245 8wissPro rame short me 1243 SwissPro NE/MS Bxample A
Ess == : 1244 SwissPro  rame short memo A0 030 Tukorial Sear
‘ 1245 5wissPro rame short memo 201030 Tukorial Sear
1245 SwizsPro rame shor memo 20210310 Tororial Sear
1246 5wissPro mame short remo 20210310 Turorial Sear
1247 SwissPro mame short memo 20210310 Turorial Sear
1248 SwissPro  rame short memo 2021030 Tukorial Sear
1249 SwissPro__rarme chort remo 20210810 Tutorial Sear v
Download Status Job hum.. Detabsse (| < IR ¥
Add Rarmove
£ Job Mum..  Detabass  User MName Email
(¢ SwissPro lrame [short memo
Logout
< >
Logout Cancal Ok,
T —
B scaffold Wizard *
1. Wilcome to Weard Queue Files For Loading
2. Select Quantitative Technicue
3. hew BioSample
| : BicSample: Samplel
4. Guiil Fie For Loading Stardand sample: each file will be araheed separately
5. Add Arcther BioSample?

. Load and Arahee Data

If you wish to add more files to this BioSample, press a "Queue More..." button below.

If you are done adding files, press “Next” to continue.

= Cuewe More Search Engire Resuts For Loading For This BicSample

L4 Cuewe More Raw Data For Loading For This BioSample

4 Guewe More Files From MASCOT Sanver

SIr
“NextbHb | e fi z & HG

I f knz| &

iéuuku:_.

X_nLGHGI'r

@ Help
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B Scaffold Wizard
1. Welcome to Wizard

3. Mew BinSample
4, Quewe Files For Loading

4. Load and Aralyee Data

2. Select Quantitative Technicue

5. Add Anothar BioSampla?

Add Another BioSample?

You can create ssveral BioSamples ard put files into their bading quewes before loading ard araleing
thelr data (which can be a slow process).

Click " Add another BioSample” to loop back to the beginning of this Wizard and create a new BioSample.
Click "Mext” to load ard arahes vour data,

A Add Arother BioSample

7. X nzg x. 1 fknz| o =
i é® v ku g ntL s HGY| y4
®Add A nother BioSample bHpb| " Kd~
Z 6 HG
O telp 4 Previows et P Core Carcel
[Contro |, Sample 2 x ]
B Scaffold Wizard x

1. Welcome to Wizand

2. Select Quantitative Technigue

3. Quewe Files For Loading Choose Quantitative Technigue:

4, Add Arother BioSample?

5. Load ard Aralee Data (@) Spectrum Courting (Standand)

Select Quantitative Technique

() ITRAG (4-plex)

(O TRAG (B-plex)

) TMT (2=piex)

() THT (G-plex)

() TMT (10-plex)

() TMT (11-plex)

() TMT (1 6=plesx)

(O Stable lsotope Labeling (Multiplex)

() Precursor Intensity (Standard)

@ teip

< s e || oo
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B Scaffold Wizard
1. Welcome to Wizard

3. New BioSample

4. Quewe Files For Loading
5. Add Arcther BioSample?
G, Load and Anahes Data

2. Select Quantitative Technioue

Mew BioSample

B Scaffold Wizard X
1. Welcome to Wizard Queue Files For Loading
2. Select Quantitative Technioue
i' miﬁg%ﬂr L jing Select files to add to this BioSample. You will have the opportunity to add more files later. Scaffold will
" Guew More Files not load and analyze the files (which can be time consuming) until you are finished adding files
5. Add Arother BioSample?
6. Load and Anahee Data
= '
Cuewe Search Engine Resuts For Loading Cluewe Files From MASCOT Server
8.2 6 X% e | ze HG Z Sample
X e y! n3 zpn|r! dat =
€ ¢ v k(Job )e Hl g =2z|fwvs G e Structured Directories
|
B Queue Files From MASCOT Server >
Mascot Server: http./Jocalhost/mascot ¥ Conrected to localhost
@ telp Job Mumber: Uear Marme: Tithe:
Job. Database  Lser Name Email Title
1242 MCHIprot  Wonitor Test .. MS/ME Test Search
1243 SwissPro ME/ME Eample
1244 SwissPro rame short memo 20210310 Tutorial Sear
1245 5wissPro rame short memo 2021 0310 Turorlal Sear
1246 5wissPro name short memo 20210610 Tuorial Sear
1247 SwissPro  name short memo 20210510 Tuorial Sear
1248 SwissPm0 name short memo 20210310 Turorial Sear
1249 SwissPro rame short memo 201030 Tukorial Sear w
@ belp < >
Reamove
B Scatfold Wizard X
1. Welcome ta Wizard Queue Files For Loading | ear Plame Errall

2 Select Quartitative Technioue
3. Mew EinSample
4. Quewe Files For Loading
= Queue Mare Files
5 Add Arother BioSample?
6. Load and Analyee Data

BioSample: Samplel
Stardard sample: each file will be areheed separately

If you wish to add more files to this BioSample, press a "Queue More.." button below.
If you are done adding files, press "Next™ to continue.

= Guewe More Search Engine Resuts For Loading For This BioSample

i Quewe More Raw Data For Loading For This BiloSample

+ Guewe More Files From MASCOT Server

short memo

Carncel oK

@ Lelp
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[Treatmnt , Sample 3 x

B scaffold Wizard

1. Welcorme to Wizard

2. Belect Quarntitative Technicue
3. hew BnSample

4, Quewe Files For Loading

5. Add Another BioSample?
4. Load and Aralyze Cata

their

Add Another BicSample?
You can create several BioSamples ard put files into their lbading guewes before loading and araheing

data (which can be a slow process).

Click " Add another BioSample” to kop back to the begnning of this Wizard and create a rew BioSample.
Click " Next”

pad and analee your data,
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1. Welcome 1o Ward Select Quantitative z ®Add A nother BioSample  PHb | ©
2. Select Guantitative Technigue
3. Guewe Files For Loading Choose Quantitative Techni| ~ K d - Z 6 T}
4. Add Arother BioSample? . .
5. Load and Arahee Data (@) Spectrum Courting (Sta
() ITRAD (4-plex)
B Scaffold Wizard bl
1. Welcome to Wizard
2 Select Cluantitative Technioue
3. New BioSample
4 Quewe Files For Loading
5. Add Arother BoSample? w
§. Load and Aralyee Data
Sarrple Description:
riment
DMEQIT Expe
(Combine Samples)
B scaffold Wizard
104t em 3 L o e | zewe g
1. Weloome to Weard Queue Files For Loading
2. Select Quantitative Technicue
3 how ElSare s Selct fls to add to tis Biosample vouwt | C ALEPOTY n Sample & ! n3 3pn
. Oweie More Files not load and analyze the files (which can be ti
5. Acd Arother BioSample? ~ o
o et e |y} dat &% v K Job e Wl g 2z
N
| fos,C
Cluewe Search Engire Resuts For Loading I Cleue Files From MASCOT Server |
Mascot Server: http://localhost/mascot ¥ Conrected to localhost
Gloe;e]Han| DecalienCoadie Jab Number: Uer MName Title:
Jobo Catabaze  User Mame Errail Tithke
1242 NCHIprot  Monitor Test . MS/MS Test Ssarch
1243 SwissPro ME/ME Eample
1244 SwissPro  rame short memo 20210310 Turorial Sear
1245 SwissPro  rame short memo 20210310 Tueorial Sear
B scaffold Wizard X W6Swis=Pro  rame short remo 20210310 Turorial Sear
1. Welcome to Weard Queue Files For Loading TSwissPro  name short memo AR10310 Tuwrorial Sear
ifsitggf:uf‘wrfcmu I SwissPro  reme shart memo 20810810 Tutorial Sear
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5. Add Arother BoSample” - - E Tttt T CT
6. Load and Analee Data 1f you wish to add more fles to this BioSample, press a “Queus More...” button below. >
I you are done adding fles. press "Next” to continue.
| & Guewe More Search Engire Results For Losding For This BioSamoe |
] L Guewe Nore Raw Data For Loading For This BoSample Add Remove
e e Status Job Num.. Database  User Mame Email
| Id complate. 1246 5wissPro rame short memo
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[Treatment , Sample 4 x
FLem l )

B Scaffold Wizard

1. Weloome to Wizard

2 Select Quartitative Technige
3. Mew BioSample

4. Quewe Files For Loading

5. Add Another BioSample?
6. Load and Anahyze Cata

Add Another BioSample?

You can create several BioSamples and put files into their loading gueues before Ioading ard aralyeing
their data (which can te a siow process)

A Add Arother BioSample

Click " Add another BioSample” to loop back to the beginning of this Wizard and create a rew BicSample
Click "MNext” to load ard anahee your data,

11.# [ | x dat,sample,Category x L %
z b J 38Add Another BioS ample PHb | ¢~ Kd~
thg =Next PHb | e fi z & HG
@ Help 4 Erevims< Mest B >
B scaffold Wizard *
1. Wlcome to Wizard Load and Analvze Data
2. Select Cluantitative Technigue
3. New BaSample Searched Databess(s)
4, Cene Files For Loading
5, Add Arother BoSample? -
6. Load and Analyze Data & 1. SwissProt 2021 03 FASTA Databasa
" 12. m zved"bg"a
13. XlTandem ¢ & z Ecit Dotabaces.-
] Z 68 H
M SFragger e
99 -M M Tardem
im vy 3 Z 6 H [] Arahyee with 3 Tardem
[Sooring System
(@ Use Percolator © Help me choose
() Uee PeptideProphet scoring (high mess accuracy)
() Uee prefiltered mode (accept search engine probabilities, e.g from Peroolator, when availabia)
O Oxter . 14. Scoring ° Validation
B N ] 3 [c} Z 6 H
15. bl e X k ¥ Protain Grouping ’
, () Use protein cluster arahysis
fo X 6 2 || = _ _ _ _
(@) Use stardard experiment wide protein grouping
6 H () e legacy indeperdent sample protein grouping 17 . Gene O ntology y
ioral Loading St < 7
: : P b Path way v EDV 711
16. | S Precompute FDR thresholds
. - ) )S e Z 6 H
FDR)S 6 " l X Dﬁnutate proteine hoose source Corfigue Anno
Zz 6 HG
7
© Help 18. " [ | xekhWvhpe IR pad F (| Le=dData b Done || Cancel
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http://www.proteomesoftware.com/search -tools
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B Scaffold Q+S Evaluation - Load Data - My Expel o Merrory D Wik Link
4 . Display Settings Password Pathre  MEID
A "™ 1. menu x Edit -> Preference :
. ‘ Copy
M Find Ctrl+F LIRICDY
C Oo rot uss URIY : .
Edit FASTA Databases..  Ctrl+D O 2 ®Path bb Fx ®Search En gines bPm
i mert V|| (@) Use Seaffold def
| Edit Peptide Thresholds... O e a wul X Tandem © z 32Choose b m
Edit Annotation Options... i .
Bulk Operations.. y ol UNIMCO path 1 Alt k” k H(tandem.exe )
e will S ¥Program FilesyS
ST :
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() MEFrager Choose--
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MSFraggerURLzZ - 7 §7 v d wex | & G
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http://www.proteomesoftware.com/search -tools

v ] a DWWk z ygMSFragger © Scaffold m Rl gf 3.7 % e f|lfos,C

B Scaffold Q+S Evaluation - Load Data - My Experiment

File Edit View Expeniment Export Quant Window Hg] B reierences hod
C . it ->
B : Fopy 1. menu x Edit Preference - - T
#3 Find - Settingg  Password Pathe  nEID
Edft FASliA Databases.. Ctrl+D mert Wide | Path Settinas A
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Edit Annotation Options... O 0o
trol MSFragger © z 3=Choose bm
%, >
Bulk Operations. el @ Uss S . )
Preferences... snmatched (ke a 2| Alx jar g v ke
Advanced Preferences... ' UMIMCID path

CWProgram FilesVsoaffold¥parameters¥uninmod xmi
l Search Engres
ns |
P T e

() Tandem [17-02-01 ~d¥bidtaooromyxml | Choosa=

N

© Help Apply Cancsl

B Scaffold O+5 Evaluation - Load Data
File Edit View Expenment Export Quant Window Help
o B 21 New HDbl © fi z ( R4 lotein Threshold: 2908 F.‘in#F'eptidesc

w Ctrl+N) l & e Z6H
Load Data
35S

Samples
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http://www.proteomesoftware.com/search-tools

B Scaffold Wizard
1. Welcome to Wizand
3. Quewe Files For Loading

4. Add Arcther BioSample?
5. Load ard Arahes Data

2. Select Gantitative Technigue

Select Quantitative Technique

Spectrum Courting (Stardard)

() ITRAD (4-plex)

() iTRAG (B-plex)

(O TMT (2=plex) 2. d n b e 4 ¢ mr | r
RSpectral Conting( Standard )Re

r | RNext RHb | © fi z6 v G

O TMT (6-plex) 3

(O TMT (10-plex)
ZzZ 6 HG
() TMIT (11 —plex)

() TMT (1 6-plex)
() Stable leotope Labeling (Multipiex)

() Precursor Intersity (Stardard)

< emos((TT Do

© teip Carcal
B Scaffold Wizard %
1. Welcome to Wizard
2 Select Cuartitative Technioue
3. New BioSample Samplel
4 Quewe Files For Loading
5. Add Arother BioSample? Sample Category Control »
. Load and Analyee Cata
DMI..CF'lT Experiment
(Combire Samples)
3. Sample Name 3ICategory x © 0 2z
e H G guuv ke l 6X g | ° X
d s th v 3 = MuDPIT
Experiment bg ¢z d” e L s HG
r | ®NextPHb ] e fi z 6 HG
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B scaffold Wizard

1. Welcome to Wizard

2. Select Guantitative Technicue

3. New EioSample

4. Quewe Files For Loading
= Cuewe More Files

5. Add Arother BioSample?

4. Load ard Anahes Cata

Queue Files For Loading

Select files to add to this BioSample. You will have the opportunity to add more files later. Scaffold will
not load and analyze the filas {which can be time consuming) until you are finished adding filas

4. Queue Raw Data For Loading

S Kd” oz ©

= 1

5]

Guewe Files From MASCOT Server

=

Cluewe Structured Diractories

CGluewe Search Engire Results For Loading

Lo,

Clueus Raw Data For Loading

B Select Data Files =
IPANDABRR]: | melDentl v Tl
= FOO1274.mgt
BIEEE.. |F roo1275.mgt
¥ FO01276.mgf
Fabbyd 5. & v raw € v ks gz EUWT
B K a D é & U R Z 6 HG
P2 20
. Dore Cancal
PC
@ rosw FOON 273 g Add to Import Glewe |
=D 0BT [ Deta Files v A
B Scaffold Wizard >
1. Weloome to Wizand Queue Files For Loading
2. Select Guantitative Technioue
3. Mew BinSampl
4. Quere Files Fzr Loading BicSample: Sample .
- Quoue More Files Stardard sample: each file will be aralezed separataly
5. Add Arother BioSample?
6. Load and Arahee Data If you wish to add more files to this BioSample, press a "Queue More..." button below
If you are done adding files, press "Next” to continue.
= Gueue More Search Engine Results For Loading For This BioSample
L4 Quewe More Raw Data For Loading For This BioSample
i Cewe More Files From MASCOT Saner
6. . 1l fknz] 8 = igvvkee
SPrx Dt ERGpy Z

#NextbHb ] © fi z ¢ HG

@ telp

4 Previous Gpn D Cone Cancal
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B Scaffold Wizard

1. Wieloome to Wizard

2. Select Quantitative Technicue
3. Mew BinSample

4, Quewe Files For Loading

5. Add Another BioSample?
4. Load and Aralyee Data

Add Another BioSample?

You can create ssveral BioSamples ard put files into their bading quewes before loading ard araleing
thelr data (which can be a slow process).

Click "Mext” to load ard arahee vour data

A Add Arother BioSample

Click " Add another BioSample” to loop back to the beginning of this Wizard and create & rew BioSample

7. X nzg x, | fknz| 8 =
ié“”klﬂjrx ntLeHGyl zZ
®Add A nother BioSample bHb| " Kd~
Z 6 HG

© Help 4 Previous ot B Cone Cancel
B scaffold Wizard x
1. Vielcome to Wizard Select Quantitative Technique
2. Select Quantitative Technigue
3. Guewe Files For Loading Choose Quantitative Technigue:
4, Add Arother BoSample?
5. Load ard Anales Data (@) Spectrum Courting (Standand)
(D) iTRAG (4-plex)
(D) TRAG (B=plex)
() TMT (2=ple)
O TMT (6-plexd
() TMT (10-plex)
() TMT (11-plex)
O TMT (16-plex)
() Stable lsotope Labeling (Multiplex)
() Precursor Intensity (Standard)
8.2 6 X% e L ze HG Z Sample
X e y! n3 zpnly! raw
guok (EW” KaBuoke *l 5 2z
| 856
@ teip 4 Previos Dore || Caneal
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B Scaffold Wizard
1. Welcome to Wizard

3. New BioSample

4. Quewe Files For Loading
5. Add Arcther BioSample?
. Load and Analee Data

2. Select Quantitative Technioue

Mew BioSample

B 5caffold Wizard X
1. Weloome to Wizard Queue Files For Loading
2. Select Quartitative Technioue
i' EELE%]SFN | jing Select files to add to this BioSample. You will have the opportunity to add more files later. Scaffold wall
. Cuewe More Files nat load and analyze the files (which can be time consuming) until you are finished adding files.
5. Add Arother BioSample?
6. Load and Anahee Data
—— ‘
Quewe Search Engine Results For Loading Chuewe Files From MASCOT Server
Qe Raw Data For Loading Cluewe Structured Cirectories
@
>
IPALMBEII: | mellentML < #ecm-
F~ FO01273.mgf
F~ FO01274mgf
¥ F001275.mgf
o\ F~ Fo01276.mgf
FADNT
B Scaffold Wizard *
1. Welcome to Weard Queue Files For Loading
2. Select Guartitative Technigue
3. New BioSample:
i ¢ Loadi EicSample. Sarmple!
4. Guowe Filee Fuor Loxding Stardard sample: each file will b= anaheed ssparately
5. Add Arother BioSarple?
6. Load and Anahee Data If you wish to add more files to this BioSample, press a "Queue More..." button below.
If you are done adding files, press "MNext” to continue
| & Guewe More Search Engine Results For Loading For This ioSample |
Add to Import Cluewe
44 Guewe More Raw Cata For Loading For This BioSample
" mid
+ Quewe More Files From MASCOT Sarver
@ telp 4 Previos st B Lore Cancal
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B Scaffold Wizard s

1. Vieloome to Wizard Add Another BioSample?

2 Select Quartitative Technige

3. MNew BioSample You an create several BioSamples and put files into their loading queves before Ioading and araheing

4. Quewe Files For Loading their data (which can be a slow process)

5. Add Another BioSample? . .

6. Load and Aralyes Data Click " Add another BioSample” to lop back to the beginning of this Wizard and create a rew BioSample

Click "MNext” to load ard anahee your data,

A Add Arother BioSample

9.4 [ | x dat,sample,Category x L %
z b J 38Add Another BioS ample PHb | ¢~ Kd~
g eNextbHb] o fiz ¢4 G

@ Help 4 Erevims< Mest B >

B scaffold Wizard *
1. Wlcome to Wizard Load and Analvze Data
2. Select Cluantitative Technigue
3. New BaSample Searched Databess(s)
4, Cene Files For Loading
5, Add Arother BoSample? -
6. Load and Analyze Data B 1 SwissProt 2021 (3 FASTA Databass
: 10. m zved"bg"a
11. X!Tandem ¢ © Zz Ecit Dotabaces.-
e ZzZ 6 HG
M SFragger e
99 - m M Tardem
im vy 3 Z & HG | ]Anahee with ¥ Tardem
[Sooring System
(@ Use Percolator © Help me choose
() Uee PeptideProphet scoring (high mess accuracy)
() Uee prefiltered mode (accept search engine probabilities, e.g from Peroolator, when availabia)

O Otrer . 12. Scoring ° Validation

13. bl e~ X ) k n Protein Grouping

A3 G} Zz2 6 HG

() Use protein cluster aralysis
(i:l Lee standard experiment wide protein grouping

() e legacy indeperdent sample protein grouping 15. Gene O ntology y

Optioral Loading Steps

-

Path way v E DV _

Data RHb | e fin n3 ekhvb

S rzGHG

14 . | ’ S Pracompiuta FDR thresholds -
Dﬁnutate poteine hoose sources Corfigue Anno )S e ZFeH G
FDRX  © "l y
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N
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B scaffold Wizard =
1. Select Quantitative Technigue Load and Analyze Data
2. Mew BioSample
3. Guene Files For Loading ¥ Tardem Catabase Ciptions
4. Ad Arather BioSamole? Include only identified proteirs
5. Load ard Arahee Data ) : Precursor Talerance = 20/% ppm ~
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[MSFragger x ]
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Analyze Data X

1.Load and Analyze Data
s e Load and Analyze Data
MSFragger
- MSFragger Database Options
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. ATP—citrate synthase OS=hus musculus OX=10090 GN=Acly PE=1 Sv=1 ACLY_MOUSE Acly 120 59
Quantify Cluster of Tubulin beta—5 chain OS=us musculus OX=10090 GN=Tubbs PES1 SV=1 (TBES_VOUSE)  TBES_MOUSE [8] Tubbs 50 KOs 46
Gluster of Ras—related protein Rab-14 0S=Mus musculus OX=10080 GN=Rabl4 PE=1 SV=3 (RAB14 .. RAB14_MOUSE [18]  Rabl4 24 kDa %2
=1 Endoplastin 0S=Mus musculus OX=10000 GN=Hsp30b1 PES1 SW=2 ENPL_NMOUSE HspdObl 92 ks seee . 50
Endoplasmic reticulum chaperone BiP O3=Mus musculus OX=10080 GN=Hspab PE=1 Sv=3 BIP_MOUSE Hspa5 72 KOs . 5
& Spectrin alpha chain, non-erythrocytic 1 0S=Mus musculus OX=10090 GN=Sptar1 PE=1 Sv=4 SPTNI_MOUSE Sptaml 285 78
] Wyosin-8 OS=Mus musculus OX=10080 GN=Niyhd PE=1 S\=4 X Wyho 226 . 6
Publish Cluster of Heat shock cognate 71 kDa protein OS=Mus musculus OX=10080 GNHspaBl PES1 SV=1 (H... HSPTC_MOUSE [5]  Hepa 1 KDa . 48
Cluster of Alpha—actinin—4 0S=Mus musculus OX=10080 GN=Actnd PES| SV=1 (ACTN4_MOUSE) ACTNAMOUSE [41  Actrd 106 59
Ras GTPase-activating-like protein IQGAP! OS=Mus musculus OX=10000 GN-lggapl PE=1 SV=2 IQGA1_MOUSE lagpl 189 55
Transitional endoplasmic reticulum ATPase 0S=Mus musculus OX=10090 GN=Vcp PE=1 SV=4 TERA_MOUSE Vo 89 kDa 4
Spectrin beta chain, nomrerythrocytic 1 0S=hus musculus OX=10090 GN=Sptbnl PE=1 S\/=2 SPTE2_ MOUSE Spthrl 274 Oy 57
e Neutral alphar idase AB 05=Mus OX=10090 GN=Ganab PE=1 Sv/=1 GANAB_MOUSE Garab 107 2
Statistics Hypoxia up-regulated protein 1 OS=Nius musculus OX=10080 GN=Hyoul PES1 SV=1 HYOUT_MOUSE Hyoul 11 57
UDP- in glucosylt 1 0S=Mus OX=10080 GN-Uggt! PES1 SY=4  UGGGT_OUSE Uggt! 176 H 55
< >
Protein Irformation Anrotation Sample Information
Lookup Idertifier In: | NCEL (2.2 g1 351507, ALBU_ BOVIN PC27ER) - Bilogical Sampe:
2373 Proteins at DYHCI_MOUEE | | Dynet it Sarnple Categry:

88.0% Winimum
5 Min # Peptides.
6.3% Decoy FOR
214497 Spectra at
0.0% Minimum

1.23% Decoy FDR

Sample Descriptior
MB/ME Sarple:
MB/WE Sample Notes:
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Clathrin heawy chain 1 OS=Mus musculus OX=10090 GN——Cltc PE=1 SW=3 CLHI_MOUSE . 67 ~
ATP—citrate synthase OS=Mus musculus OX=10080 GN=Acly PE=1 Sv=1 ACLY_MOUSE 59
Cluster of Tubulin beta—5 chain O3=Ius musculus OX=10080 GN=Tubb5 PES{ SV=1 (TBES_MOUSE)  TBES_MOUSE [8] 45
Cluster of Ras—related protein Rab—14 0S=Nus musculus OX=10090 GM=Rabl4 PE=1 S\=3 (RAB14_I... RAB1 4 MOUSE [18] 92
0S=Nus musculus OX=1 0080 GN=Hsp30b PE=1 Sv=2 ENPL_WOUSE 50
[ [Endoplasmic reticulum chaperane BiP 0S=Mus musculus 0Y=1 0090 GN=Hspab PE=1 Sv=3 IBIP_MOUSE Hspad | | —— ]
Spectrin alpha chain, nomerythrocytic 1 0S=\us musculus OX=10090 GR=Sptan! PE=1 SV=4 SPTI_MOUSE 78
WyosinB 0S=Mus musculus OX=10090 GRN=Kiyh9 PEI Sv=4 X 66
Cluster of Heat shock cogriate 71 KDa protein OS=Mus musculus OX=10090 GIN-Hspa PES1 SY=1 (H... HSP7C_MOUSE [5] 48
Gluster of Alpha-actinim4 OS=Mus musculus OX=10090 GN=Actrd PE=1 SV=1 (AGTN4_MOUSE) ACTNA_MOUSE [4] 59
Ras GTPase—activating—like protein IQGAP1 OS=Mus musculus OX=10090 GN-Iggapl PE=1 S\W=2 IQGA1_MOUSE 55
Transitional endoplasmic reticulum ATPase OS=Mus musculus OX=10080 GN-Vcp PES1 SV=4 TERA_MOUSE 44
Spectrin beta chain, ion-erythrocytic 1 0S=Mus musculus OX=10080 GN=Sptbni PE=1 Sv=2 SPTB2_MOUSE Spthrl 2T kDax e 57
- Neutral alpha-glucosidase AB (S=hus musculus OX=1 0090 GN=Ganab PE=1 Sv=1 GAMAB MOUSE Garab 107 kD= 4
Statistics Hypoxia up-regulated protein 1 0S=Mus musculus OX=10080 GN=Hyou! PE=1 Sv=1 HYOUI_MOUSE Hyoul 111 kDa 57
UDP—glucose in glucosylt 1 0S=Wus musculus OX=10090 GN=Uggt! PESI S\=4  UGGG1_MOUSE Ugztt 176 kDa 55 v
E— D
Protein Information: Anrotation Sample Information:
Lookup Idertifier In: [WikiPathwaye (e.2 Gere Name) ~ Patwas Biological Sarmple
EIP_MOUSE Prion dissase pathway (Homo sapiens) Sarmpls Catemny:
Photodyramic therapy-irduced unfolded protein respons (Homo sapiers) Sarmpie Desslption
ATF8 (ATF6-alpa) activates chaperore g=res (Homo sapiers)
ME/MS Sample
MB/ME Sample Notes:
<
Protein Inforration: Annotation
Lookup Identifier In: |WikiPathways (e.g Gere MName) e Pathways
BIP_MOUSE Prion disease pathway (Homo sapierns)

Photodyramic therspy-induced unfolded protein resporss (Homo sapiers)
ATFE [ATFG-alpha) activates chaperore geres (Homo sapiens)
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= Help
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= Report a bug
= How to cite

download
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= Web service API unfolded protein response (Homo chaperone genes (Homo sapiens) (Homo sapiens)
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® Browse pathways
= Recent changes ¥ = e
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pathway | discussion | ‘ view source |
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Prion disease pathway (Homo sapiens)

Lot van de Wouw, Friederike Ehrhart, Kristina Hanspers, Egon Willighagen, et al.

| PAXS POUZF2 NFKB1 Regulators of PRNP
| EP300 CHDZ RAD21 CTCF sPn
| MEF2C BATF SMC3 STAT3 RFX5
| TBP RHRA BCLTA EBF1 IRF4

» Download files

= Web service API

= WikiPathways
RDF

s Al

= Embed code

activity

» Browse pathways
= Recent changes
® New pathways

= Edit pathways

» Create pathway
= Statistics

tools
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» Software tools
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y 6 H G
M HMS/MS Sample Summar ization level & d ¥ be Experiment ( MS/MS S ample)
wgetnfy g L yeHGE
g HAdd BioSamp le 0 BioSample ©¢ 1 G# oad Databviewg ®Add Bio Samplenn g
“Guou k-
N HQueue Files For Loading & Experiment © 1 63 _oad D ataPviewg ®Queue Files
- ForLoading b g " Cv v k-~
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5. Load Data View

Scaffold mz N 0 e g View wex | 3 sttdx Viewe | 1l ygfxavd¢we

XL 81 & mz=oadDatabView s g,r | zZ| 698G

¥ oad Data "View mz Ll ¢my ) dY bx BioSample s Az| MSSample d¥ be 21/
z g | IBioSample e 1/ Hl  lembeH G

Fle €60 View Expenment Export Quant Window Help
QG d @R % P8 Yl a3 R ik Q rownmveno 50% o Mnshmsdes 2 o [Pesde Tiveshod:

7
My Experiment 2746 Spectra [ P Queue s For Loadng ” 3 S—— ]Lﬁ‘
Protein Grouping: Experiment Wide

1| BioSample 2|
1 Sample 1 2746 Spectra  Uncategorized Sample
] Standard sample: each fle wil be analyzed separately
* C dense data asiti for impr

—,

|File Name: 1gG_6.RAW (F016858)

-
‘Analysis Information: Fixed Modifications: iable Mo
- Peptide Tolerance:  10.0 PPM (Monoisotopic) Modification Mass A Modification Mass. A
5 0% U L ' ~. Fragment Tolerance: 0.80 Da (Monoisotopic) C: I 57.02 4 Oxidation 15.99 M -
. - Trypsin Acetyl 42,01 n ]
" the IPI_human.v3.85.decoy_uniprotaccession database (180152 entrie: Phospho 79.97 s E
Spectra ot : . Phospho 79.97 T
95.0% Mo Original Search Date: Mascot=01/16/2012 oo z .

Scaffold Version:  Scaffold_4.2.1-test6

Load DataView =~ sgr} 3 m * gxe4vD?3
- Experiment  pane
- BioSampletabs n 3Load and Analyze Queue but ton

- Inf ormation pane

s &/ z|] rbenG
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5-2. Experiment pane

View 3 Experiment pane 1 _mz Scaffold m | ¢m, ! dWbgAnl T e
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tutorial 6 1366 Spectra

Protein Grouping Experiment Wide
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|55 Gluewe Structured Directories &, Add BioSample

Experiment pane

bl

e’ x kvfuox

Z Experiment x

e st |y

B sz gxHblwxlens
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5-3. Bio Sample tabn Load and A naly ze Q ueue button

a

Load Data View x mz 3BioSample sbFm 5Ly e st | en 7 G
b Fsz BioSample w3t x* m1 5zaH Dk n BioSamplet | g Hl  Category
e st|rerGxTx §z-71 gx®f_ Tlx sgr] st|rene

- dvpbxent ° x MUDPIT X .

- aH DkdW"ix % (condense )

¥ scaffold Evaluation - Load Data - tutorial_6 — O X
File Edit View Experiment Export Quant Window Help
05 H @ B A 8| "E| i G & b [protein Theshols] 9905~ [Min # Peptides: 2 v [Peptide Thresroid  o5% v|d
[ Pecraerio
i 1366 Spectra 1% Cuewe Files For Loading 1% Cluewe Structured Directories 4, Add BioSample
BIOSample — 9 K rouping Experiment Wide
Coad Data R
I b It l-llnt—Q L U1 R U2
3 Int—=1 480 Spectra Int
&:";n Standard sample: each file will be aralesd separately
s $ Cordensing off: kee IH unimatched spectra for future export
amples I Files in Loading Quewe I Files Currenthy Loaded
3 . ascot .
_, BioSample ~
P X P CHI1 91 (FO06229) BioSample ~
79 =| CHI1&1 (FOC6230)
gy 4 i _
Proteins 1L =| |
l_ ‘. 8 .
ey o
Slmllarlt'g..r
~ Load ard
- 4 Arahyze
M...ul
nlin
Quantify
Publish
Statistics Araheis Inforration: Fixed Modifications: Varable Modifications:
e ———— Peptide Tolerance: 030 Da (N‘bm!sotop!c) Wodification Mass A Wodification Wass A
99.0% Minimm Fragmert Tolerance: 020 Ca (Moroisotopic) 6. icomet nyt (Todoac.. 57.02 C Ceamidatian 098 N
2 Min # Peptides Digestion Ereyrre: Tryrsin Ceamidation 058 o]
0.0% Prophet FOR ot
e Searched Databmse:  the NOElnr 20050028 dats Ddation 1599 M
95.0% Minimum Crigiral Search Date:  Mescot=10/12/2006
— Scaffold Version:  Scaffold 3 0-pre63

txts )t B ox mrwed x| x =Files Current ly Loadedbe BioSample
s L 9 dx MS Sample © z| & H G5 %  ®Files in Loading Queue bz 3 1 z
stlrrrwe 3stlt g st| ) MSSamplee z| ®&HG S wex | m3
¢ x Hb ] oadan dAnal yze Queue be fir n3idW bx | 38 e Z6 HG

Bobix sis:1 MSSample: 3" Kd"gRemove n# ! +nm | # wmbeno
sl % Files Currently Loaded bx d W be | fn3\ 0] S sL 641G

79



5-4. Information pane

Load Data View x 1t g x| we®@nformation pane bm#+ 6
x 4§ ®Analysis Informati onP Rixed Modification  sP ¥ariable Modifications bx  sub
pane y 4 st ] #HG

(variable )

I Arahsis Information: I Fixed Modificatiors: I

Yariable Modifications:

Peptide Tolerance: 030 Da (N‘Dmfa:topfc) Modificatian Mass AL Modification Mass AR
Fragrent Tolerance: - 020 Da (Morpisotopic] Carbaridorrethyl (lodoac... 57.02 C Deamidation 098 N
Digestion Erevime: Tryprsin Dearnidation 055 Q
Searcted Databass:  the NCEInr 20050925 datak Oxidation 1559 M

Original Search Dete:  Masoot=1 0 22006

Scaffold Version: Soaffold_3 C-preg3
Analysis Infor mat ion mz 3 s AR e 5L ] eHG
Fixed Modification s g § Variable Modifications mz 3 S ZY s AHI e
'f)s L l r & HG
\ Z 3BioSample tab x Files Currently Loaded m MS Sample we st ]! 3
Sample mx L sL 8 H Gy U B O zH [ | x samples gr | Y
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6. Protein V iew
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i b 3 - U v L l | A H | . e
B x =Peptide s Panebmgz bl e sv, vls ¢V Hf ¢ ds A [
z | 3Protei ns Pane Z &6 nG
r
4 b 3 . .
T x ®Spectrum Pane bmz 3 Proteins/Pept ides pane m z| ! sA #l
\ /7 ké w st eHG N panesgr )t zf Z| r 861G
& Scaffold Q+S - Proteins - tutorial 2~ . a
File Edit View Experiment Export Quant Window Help
DEHI B ‘ [ESEN ] | 1] %| PO ‘ OF |protein Threshold:| 93.0% || Min #Peptides:| 2 v | Peptide Threshoid: 95% vl @
2l Proteins « | | Al Biological Samples w| || vald . Sequence Prob Mascot Tons...  Mascot Identity... Mascot Delts Ton 5c... X! Ta. NTT Mo
¥ 10 (RFKDLGEEHFK(G) 100% 39.6 2 15.1 4.9 2 ~
Sequence Coverage Protein Accession  Category  BioSample  MS/MS Sample F [ 10 (0GLYLIAFSQM.QOCPFDERVKIL)  HA00% 672 2 Cat
Load Data T TT_T11] Serumabu.. ALBUBOVIN AA 31 ~ ¥ 1.0 (K)GLYLIAFSQYLQQCPFDEHYKIL) 00% 55.3 0.6 51.3 8.35 2 Cat
T T ab BU_BOVIN |4 ¥ 10 (K)GLYLIAFSQVLQQCPFDERYKL)  100% B85 X .1 625 2 Cat
i T Serum abu... ALBU_BOVIN BB 3 V| 1.0 (K)GLYLIAFSQYLQQCPFDEHYKLL) 00% 3.15 2 Cat
& T 1 Serum abu... ALBU_BOVIN BB ot V| 1.0 (K)GLYLIAFSQYLQQCPFDEHYKLL) 00% 5.7 310 8.5 164 2 Cat
A5 T 0 Serum abu... ALBU_BOVIN CC = [V 1.0 (K)LYNELTEFAKT) 00% 37.1 241 223 241 2
s * Serum abu... ALBU_RABIT AA V| 10 (WIMELTEFAKITY 252 1
amples Serum abu... ALBU_RABIT AA . | 1.0 (KNTCYADESHAGCER(S) . d 6.25 2 cat
Serumabu... ALBU_RABIT B8 Proteln S Pane V] 1.0 ()T CVADESHAGCEK(S) Peptl es Pane 3 Cat
Serum abu... ALBU_RABIT BB | 1.0 (K)SLHTLFGDELCKIY) 5.19 2 cat
Serum abu... ALBU_RABIT _CC [¥] 1.0 (K)SLATLFGDELCK(Y) X Ein] 6.51 2 Cat
T 1 Seumabu.. ALBUPIG  AA = | 1.0 (K)SLHTLFGDELCK(Y) 00% 315 319 176 5.40 2 Cat
[ ] Serumabu.. ALBUPIG A4 2 [¥] L0 (K)SLHTLFGDELCK(Y) 00% 0.1 2.7 243 282 2 Cat
] Seumabu... ALBURAT AA 2 [¥] 10 (RETYGDMADCCEK(Q) 100% 52.4 417 8.0 517 2 cat
| Seumabu... ALBURAT _CC s [¥] 10 (RETYGDMADCCEK(Q) 100% 517 417 2.1 405 2 Cat
NFODS025... OTRF_CONTR AA ct [¥] 1.0 (K)QEPERNECFLSHKDDSPOLPK(L)  100% 232 2 Am
NFO005026... OTRF_CONTR AA 2 [¥] 10 (K)QEPERNECFLSHKDDSPDLPK(L)  100% 142 2 cat
NFO005026... OTRF_CONTR BB (=] ¥ L0 (RINECFLSHKDDSPDLPKIL) 00% 8.1 a6 0.4 630 2 cat
NFO005036... OTRF_CONTR B8 4 [¥] L0 {K)LKPDPNTLCDEFKEA) 00% 29 3.4 9.3 620 2 cat
T NFODD5025... OTRF_CONTR CC 5 1.0 v vOrONT FrEREAREL e nne »a @R [EX) asa > cat Y
Betadactogl... LACE BOVIN _AA i = 4
Protein Sequence | Similar Proteins | Spectrum | Spectrum/Mode! Error | Fragmentation Table @
ALBU_BOVIN (100%), 69,294.2 Da
Quantify Serum albumin precursor (Allergen Bos d &)
35 unique pep L 54 unique spectra, 82 total spectra, 426/607 amino acids (70% coverage)
: MKWVTFISLL LLFSSAYSRG VFRRDTHKSE | AHRFKDLGE EHFKBILVLIA FsaYLQQCPF DEHVKLVNEL
€ TEFAKMlCVAD ESHAGCEKSL HTLFGDELCK VASLRETYGD MADCCEKIGEP ERNECFLSHK DDSPDLPKLK
pubfigh PDPNTLCDEF KADEKKFWGK YLYEIARRHP YFYAPELLYY AN LLPKIETMRE
KYLASSARQR LRCAS|IQKFG ERALKAWSWYA RLSQKFPKAE FV GDLLECADDR
ADLAKYICDN QDTISSKLKE GCCDKPLLEKS HCIAEVEKDA IP Spectrum Pane NYQEAKDAFL
GSFLYEYSRR HPEYAVSVLL RLAKEYEATL EECGCAKDDPH AGC 1k@NcbaFEk
LGEYGFQNAL IVRYTRKVPQ VSTPTLVEVS RSLGKYWGTRC CTKFESERMP CTEDYL TL NRLCVLHEKT
PYVSEKVTKIEIc TESLVNRRPC FSALTPDETY VPKAFDEKLF TFHADICTLP DTEKQI QT ALVELLKHKP
Statistics KATEEQLKTV MENFVAFVDK [BICAADDKEAC FAVEGPKLVY STQTALA
21 Proteins at
99.0% Minimum
2 Min # Peptides
0.0% Decoy FDR
1359 Spectra at
95.0% Minimum
0.00% Decoy FDR
EEEEE -
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6-2. Proteinspane : bl e~ gA®H! e

Proteins View x 3 Protein s pane mz 3 bl e gAwnr/ e 5L enG
s B exfkCzlinhdivexlene
zbl e 3 3Fz BioSample/ MSSample 55 m+ 1 G

afiRe Bio Sample / MS Sample
IIKeratin, type [ oytoskeletal 10 (Cvtokeratir— O} (CKA 0) (Keratir 0).. All Biological Samples
Sequence Coverage Protein Accession  Categry  Bio Samp.. MS/MS.. Prob %Spec #Pep  #Uni. #8pec %Cov  mw.
I | 100%
Keratin, ty.. g[547749 It Int—2 100%  35% 10 10 16 16% 60 kDa
Keratin, ty.. gb47748  Un L 100% 25% G G g g.6% 60 kDs
Keratin, ty.. gb47748  Un U2 100% 053% 1 1 1 1.7% 60 kDs
Bx5 wBioSampley MSSample x 23 z) ! HW dgt LewGuyf | x S Gr
| H Wl oy 3 xbl e 3 x BioSample / MS Samples z| e vy x ©® H
| Lemb 6 H G
afiRe Bio Sample / MS Sample
Keratin, type | oytosteletal 10 (Cytokeratin 0} (GK-10) (Keratir10). ~ All Binlngical Samples A

Keratin, tvpe I cytoskeletal 10 (Cytokeratin—10] )] (Keratin10) (2 All Biologcal Samples

Keratin, type I cvtashkeletal 1 (Cytokeratirt ] (CK-1) (Keratine ) (K1) (
IChain E, LeectrDerived Tryptass InhibitorTRYPSIN COMPLEX, g|995¢
Keratin, type I cytoskeletal 2 epidermal (Cyvtokeratin2e) (K2e) (CK 2e
Keratin, tyre [ cvtoskeletal 9 (Cyvtokeratin9) (CK-8) (Keratira) (k8), ¢

Rechame: FUllFACtir2, muscle—specific.

PREDICTED: similar to protein tyrosine phosphatase, receptor tyoe, O
Chain A, Crystal Structure OF Hurman Seminal Lactoferrin At 3.4 A 4

fkCzlx1s3z bl e sA#IN e nzlentidt]  ens

X\ §SGrlzttpt - 1Tx LmHe

HSequence C over age

bl e x s z| IHd¢zu Hf ¢dx @ o5 z| M mbl m+ G rebl e
Gb

- 3% x rwHd¢é¢zuHf ¢dx® o3 x rw ©0e z| , &H |l e~
we\ BioSample/ MSSample mpx*t vsHd¢z] r} xe VHl 3 z6 H G

HProtein

bl e~ x descripton( f x0 )

HAccession

bl e x Accession n umber
HCategory

z] r | Category
HBioSample

z| r ! BioSample
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HMS/MS Sample
d¥ bx MS sample

Hm.w.

HProb.

protein probabil ity x Gprefiltered mode m | ¢ & zZ st e the G
H%Spec .

Sample View x Display option s+ x| 3 Percentage of all Spectra b
H#Pep.

Sample View x Display option s+ X | 3 xclusive unique peptide count P
H#Uniqu e

Sample View x Display option g+ x | 3®Exclus ive unigue spectr um count P
H#Spec

ble” x~ kvwfuv kabKl ", oz | | ADisplay option x ®Total spectr um
Countbe ze w G kW {f ezl r o1 ¢ 3 Display op tion x ®Exclusive Spec trum
Countbhe zs v G x s " Whbke nriil nphi we st |l x3MW vl wmbs
H G

H%Cov.

Sequence Coverage (x %)

6-3. Peptide pane: Hf ¢dgAwn! 0

Protein View >gI 3 Peptide s pane mz 3 m st y protein §¥ ., vistwaH DkdH“
bgAw! e st|en T G

v

ent Export Guant Window Help

Qe m g afan 0| & o & |PoenThesod. .08 Min# Poptides 2 | Peptide 7] ] £ w

0 (D10 | | Al Belagical Sarplee.

v Delts Dets Pats Dtersty T
Cotegpry  BoSarp. ME/MS_ Prob  WSpec #Pep dLH

—QinRO - = ™M=nnn

Simitarity

408
651
3240

Tegen

12510

(ux&uE i

1618
178

£ Semctran Fragrertation Tate
i) GISATTAS (100%), 89.520.3 Da

- Haratin, type

Pul

Quantify < > GKH-[»— L

& exclusive unique peptides. § sxclusive unique spectra,  total spectra, 51/533 aming acids (3% coverage]

Statistics
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x \ z-1%x Ll mrec

Yalid Assigred  Seguence Probh  Masc.. Masc.. hMasc.. MNIT  Modifications )4
v ‘ [RIALEESKYELEGKT) 2 3
o v (R4 EESMNYELEGKI) 100% G52 468 00 2 f
ol v (RhWLDELTLT KA 100% 8 G372 473 0.0 2 5
v v (R ECYBECOLAESMNRK) 100% G675 46 5 00 2 g
o v (RECYECQLAEDMRIK) 100% 575 46 5 oo 2 fi
v v (REQYEQLAECDMRKID) 96% 420 467 00 2 7
o v (KIDAEAWFREKIS) 97% 437 465 00 2 5
v v (RILEMEIQTYRIS) o7 | 431 470 00 2 5
HValid

¢zd”we {1 d" bz protein probability x S stenCG [ 8 xdeéskDmz
peptid e probability x threshold ¢ w+# v [ | xdW"bsé¢zd w ] reHG
HWeight/ Assigned
FTkWwfowe st ! zY Hf ¢dwelidW sn x¢ézd 3 Hf ¢ don
X m s & H GClustering ble x  kvwfovw st| ! szY dWV
bx weight x ¢ zew6i du-yri 1 z2vypid 2v g'p] ' sfplene
HSequence

Hf ¢d o zewG n myx* gfntwy zHf¢d xlr.z xvhE e ze¢
H G

HProb.

pepti de probab ility. Prefiteredmode m | &t 4 zZ st s oG

HSearch engine scores

2] Alfns '|ylend

-  SEQUEST : Xcorr n DeltaCn

- Mascot :lon score 3 ldentity score 3Delta | on Score

-  X!Tandem :Expect (log)

HNTT

missed cl eavagex | r z Numberof Tryptic Termini ( = m*H & z| Alrpm ua|
rlGH)G

HModifications
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Dheerved  Actual M. Char.. Delta.. Delta.. Rete. Intersity TIC Start Stop # Ot Other Pr.. Spectrum I0)

691 30 3 ] 2 2770 77 0 Sum of 3 sca
G913 1,3680.60 2 043 -H 4081 166 177 0 Sum of 3 sca
516.30 106055 2 —00E2 60 4651 258 266 0 Sum of 3 sca
633,31 1,364 61 2 —00o2s 18 3240 323 333 0 Sum of 3 sca
6EE.30 1,364 55 2 0046 33 16660 323 333 0 Sum of 3 sca
74732 1,492 62 2 —011 =73 13510 323 334 0 Sum of 3 sca
555.23 110844 2 0o 37 1618 335 343 0 Sum of 3 sca
5&3.30 116455 2 ooed 72 1218 442 450 0 Scan 4796 (r

HObserved
aH Dkd”b xHf ¢dx miz
HActual Mass
Hf ¢ dx
HCharge
Hf ¢ dx
HDelta Da
Hf ¢d x x Dad 5
HDelta ppm
Hf ¢d  x x Dai( ® )/ ( )
HRetention T ime
LC X A ()rdvbst {1z S
Hl ntensity
Hf ¢ dx Precursor a H” Dkmx intensity (  )6dVY bs' | z sty G
HTIC
MS/MS N EVW~ x intensity x ©

HStart
Hf ¢ d x3ble” Senl o (& )
HStop
Hf ¢ d x3bl e~ Seml o (& )

H# Other Proteins
., 2vHf ¢dx 3 z2vst |l ble” x ©
HOthe r Proteins
Lazuvst | 1 bl e” x AccessionG

HSpect rum ID
aH Dkx G
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6-4. Spectrumpane: bl e~ /aH Dk 4

Spectrum pane (# Hd i vk mz Protein Sequence pan e)mz Fproteins pan e Y peptid es
pane m  z| ! ble” YaH Dksd #l o sl snpembenc 1 gxbF
x 9 st ] eHG

- Protein Seque nce tab

- Similar Proteins tab

- Spectrum tab

- Spectr um/M odel Error tab

- Fragmentation Table tab

T3NDbFXx sgr) 2|l rene

Protein Sequence | Similar Proteins | Spectrum | Spectrum/Model Error | Fragmentation Table "
HBA_MOUSE (100%), 15,085.4 Da
Hemoglobin subunit alpha 0S=Mus musculus GN=Hba PE=1 SV=2
7 exclusive unique peptides, 14 exclusive unique spectra, 159 total spectra, 125/142 amino acids (88% coverage)
M.LSGEDKSN IKAAWGK.GG HGAEYGAEAL ER.FASFPTT KTYFPHFDVS HGSA.VKGHG
KKVADALASA AGHLDDLPGA LSALSDLHAH KLRVDPVNFK LLSHCLLVTL ASHHPADFTP
AVHASLDKFL ASVSTVLTSK YR
v
< >

Protein Sequence tab mz 3 z|l + 1 bl e x s z|3v v] stygHf (dwe
RfF s Hl xye z| 8sH& | zHf ¢duwHdcéz] () 3 xv hE gz 0
Al rl rne zsnGe y X szbl e x Accession Y Descripti on3 Jv v |
st yHf ¢d/aH Dk 3coverage (%) p * sLeHG

cwbF mll- Kd e Kl omI  nz| zol A °” Kdf HWds™ Evzwel

H | }mbGHG

[ s Dber]
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x Hf ¢dHdc¢G z| ! bl e

zl 1l ble” n 3
L kvt o xble wlls

Simil ar Proteins tab mz 3

Qa & a
= n 3 €] H 6 H ]
KWt ., sgr | 3t X% VI | remb i
. » - ; -
gr | 3 x Proteins pane n a S B 1] steHG kWf xbl e Ser )3
4% ¢ e H e H G
Hf ¢dx 1l ypeM o #lemb
Protein Sequence  Similar Proteins Spectrum Spectrumdhiodel Error Fragrrertation Table
Sequence Coverage Protein Accession Prob  %Spec #Pep  #ni.
| | Chain A, Crystal Structure OF The First... gt 542351 100%  27% 5 4]
[ 1 ] hain B Porcie E-Trwsin (EC3421 4] g 100% % 5 5
inE, ived Inhibi : B 3] &
| Chain A Trpsin (EC.34.21 4) Cormplexe... gl454360 100% 27% 5 5] 13 26% 23485
1 Chain A, Complex Of The Second Kunit... D281 4462 100% 27% 5 G 13 2% 23457
T 1 | Trypsin precursar 36428 0% 2% 5 g 13 2% 2439

Spectrum tab mz ¥ ] x Peptides pane m xaH Dkd"bsgr | FaH"
g"am nxHd¢l™ oM w1l embew’r G
Protein Sequence | Similar Proteins | Spectium | Spectrum/Model Error | Fragmentation Table
100% 62635 miz, 2+, 1,248 68 Da, (Parent Error 65 ppm)
« :' - ————H——————E—— E —6———L——+——D—p—— ¢ F
75%
2  Copy WMF/EMF
g Copy Publication Sized JPEG
L o S i
"E 339.17 Print.. y6 b8
E Copy Peaklist
25% 367.57 Zoom Qut i
V2 b3 v | Use Peakfinder b7
2 y3 b4 |[v| Display Unknown Markers yo
0% e L \Ti nl\ L “.u. [ \.J L~ Dws:aiparanl\ons nil g N ‘\ ‘ i, L ke .
0 200 400 Bl | Use PPM Masses 800 1000 1200
BLAST Peptide Sequence
aH Dkx~ kézvl bk DvEs / mberodkd odkdfim re M
zgl3v g 1" kT Kd™®!l m x s zwlwl wmbencybF ml" Kd-
E Hi o mT nz| zgl EV” KaD o~ Kdf HU ¢~ EWzgl 3 e BLAST
zgl vl } mb 6 H G
[ s Dbew]
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Spectrum/ Model Error tab mz 3. x Peptides pane m z| ) aH DkdYIgg:r| 3
n nx °M !l wember’r 6w 3t z&k hl L “Dam

Protein Sequence | Similar Proteins | Spectrum Spectrum/Model Error | Fragmentation Table
050 62535 miz, 2+, 1,248 §80a, (Parent Error. 65 ppm)
\ D s L s Gt E s E s H s E I !
t 3 + D + L + + E + E + H + f ¥
; 4 H 4 E H E H 4 L 4 D 4 ! E
K t + t t t t t t
S 0251
E] | Copy WMF/EMF N
b ¥2 b3 b7 Copy Publication Sized JPEG
o
L | ‘ y|3 y|6 Save JPEG Image...
Y 000 T T r T Save As.. r
@ 200 400 600 vk 800 — 1200
=
o Copy Peaklist
= b6
© b2 b4 v4 Zoom Out
0 0.251
¥ | Use Peakfinder
| Display Unknown Markers
+ | Display Parent lons
<050 | Use PPM Masses
BLAST Peptide Sequence
miz

sobF mj|” Kde i mT nz| zul EV” KaD e  Kdf HA 5™ E
nzyl 3 e BLAST zelwl 4+ mbewnG

Fragment tabl e tab mz 3] x Peptides pane m  z| | aH Dkd" bsgr | 3
g”"am nxHd ¢l " oM Wl embex'r G e Jt]| .l nimwreHddzy
G mu 6= 2Hbz 2 9 I=NH3b=-H20bz v h E/ o zenGeyphbF mjff Kd e

nloo mT nz| zol dWpe” Kdf HYW g~ EVMzul 3CSV &¥ v kg Hl e
mbsHG

Protein Sequence Similar Proteins Spectrum Spectrumshiodel Error Fragmentation Table

B Blons B+2H B-NH3  BH2O AA Yions  YHEZH Y=NH3 O Y=H2O Y

1 1144 57.5 2,284.2 11426 22674 22662 20
2 222 1144 21711 1.086.0 21541 21534 19
3 3282 164.6 310.2 2,058.0 10295 20410 20400 18
4 PEE53N 2334 447.3 19568 979.0 19399 19389 17
5 562.3 281.7 5443 1.819.9 0104  1.8029 18019 16
6 764N 3387 659.4 658.4 17228 8619 17058 17048 1%
7 8234 4122 806.4 805.4 1,608.8 8049 15918 15908 14
8 03850  469.7 921.4 920.5 1 14617 7314 14447 14437 13
39 POg55N 4983 978.5 977.5 13467 67390 13207 13287 12
10 [MA095 5553 1,0925 10015 12807 | 6453 12727 12717 1
11 121061 6058 11936 1,026 11756 5883 11586 11576 10

12 1.323.7 6623 1.306.6  1,305.7
13 14387 7199 14217  1420.7
14 15527 7769 1.535.7 1.534.7
15 1.667.8 8344 1.650.7 1.649.8
16 1,780.9  890.9 1.763.8  1,762.8
17 19119 956.4 1.894.9 1.893.9
18 20250 1.013.0 20079 2.007.0
19 21381 10695 2121.0 21200
20 22842 11426 22671 2.266.2

1.074.6 537.8 1.057.6 10566 9
961.5 481.3 944.5 9435 8§
846.5 423.7 829.4 8285 7
7324 366.7 7154 7144 G
617.4 309.2 600.4 5
4
3
2
]

504.3 252.7 487.3
3733 1871 356.3
260.2 130.6 243.2
1471 741 1301

FHI_EHUZUF—!ZGJE'HZ'UI—!'—H—'
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7. Grouping, Clustering n Similarity View

Scaffold mzN 0 e g View wx | ¥ sttix Viewe | yluyfxavddéw
X L 8 v G mz =Similarity °Views gr | Z| r 81 G g Similari tynA wex ! nz| 3
Scaffold §| Group VW 3Clustering b* ! xkWksgg:r |+ ] Z| r 818G

7-1. Scaffold mx bl e” XxY%:r

dvbgvaxf kD®h™ ax' mzaH Dkd“lk sHf¢d e ze w6

tzlt xHf ¢depxbl e’ sAst] n fxNrv ©° § ble eKaDv
dfzewe xd"bgva g3 Hf¢de, z2vwlble” Wiz
sOrlene

EdDeuw Hf ¢dx 3 »n#hwe f pFImascot m=same-setbry ¢ m, | 3 10 fhe 3

Scaffold mz =protein groupbnn ¢ m: & # GSamples Ka Dx m Accession Xx X Mg
wexl+x sU  3n st el xwrtgY zew'y G

Cytochrome b-c1 complex subunit 8 05=Mus musculus GH=U...

LK3 transgenic mice #

405 ribosomal protein 529 05=Bos taurus GN=RPS29 PE=3 SV...H Bos Tauurus =]
Hornerin 05=Homeo sapiens GN=HRNR PE=1 5V=2 Homo sapiens ] .
same-set + | T 03IEdADzu Hf ¢ ds® KADkx Hf ¢dwey $3 st | fxHf ¢ dwreHdd¢

zZl rV bl e o Wae MASCOT mz ®sub-setbn ¢ m: ¢ H# GScaffold mz
sub-set x d ¥ bz Samples View Xx bl e~ Kal@h t g3 Rl t y g Similar ity View
x ®Nogroupbsq #fusgst | z6,eHGC

3 . 2vnl Hf ¢de hywi3 xble szv vist |y, T dW ypHf¢de
t gobl e” + x1lenwGMASCOT mz+td bl e” zw[ | =Family Protein bnz| s nf d
LewG | 8 x~ kU ous k™ KBHx s+t L en we3Scaffold mz T dv~ Hf ¢ dx 3
1ig., 2vHf ¢kVMyxdzssgak, | 3 kab” (Cluster)nz| enfitcl” Man3KabD
X xble” s, zvHf¢de w1 e wgnppel” Mawxlend

7 mz3F kWi oY Clustering x SGr |} z] r WG

>

7-2. X : summary

Scaffold 4 - mz =Share peptid e Grouping bn: v~ k¥ f oW kabvvxv k™ KBHe

Wl wmbe wGScaffold3 - mwWwh Lt ] b S 6r | z #=Legacy Protein Grouping °Pn ¢
mr 6 H G
®Share peptid e Grouping bx z 3 X m fdtv] g M mx! Hf ¢dwe
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df g1~ eg Wb, oy sfshln
bl e e Wl oo g% nzwv k™ KBHm+ G
d”"b | 3 g ®Protein Grouping bn v © f _

D mH'T G

° ginmExt kT KBHe

bl e”

Ka

T | m®Use protein cluster

R4 A Bl zevt vy

analys isbn r v

Load and Analyze Data

Searched Databane
unigrot_sprod_moune_J20 121129 FASTA Databane (2)

Uit ron-default forwiar didecoy rato
Akt lagw Datathane

1T
Analy e with 1" Tandes

Scoring Syt

& Une LFDR scoring (all instruments)
Ui legacy PeptdeProphet acoring (high mads acouraty)
Ui legacy PepideProphet acoring (1tandard)

?/

() Use standard experiment wide protein grouping

Protein Grouping:

@ Use protein duster analysis

() Use legacy independent sample protein grouping

Brotin Anrelatond
@ Dot arnotate (o downlioad reguired)

Feich GO avotations rmotaly (UnPYoS, IPT, NCBT; ~20 sindg ever'y Beg)
(Confgurs GO Source)

4 Previous H Load Data H Done

(o]

S

-
¥ Edit Experiment

X e m: 3dVW be l
s 3 Hl Fnwmben G

hdi¥x Experiment ->EditExperiment §
J vl Cvvkis| IkAOHDL X

Experiment Description:

Protein laTaH
| Use protein duster analysis

s | ®use protein ¢ lust er ana lysis bx e

e 3 ApplybHblefix m o m+' |

.©

(") Use standard experiment wide protein grouping
() Use legacy independent sample protein grouping

=

kvfo es” kablox vk™ KB

26 H G

E¥s )g‘

§sh Al
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H7-2-1. Protein Grou ping (same-set)
H7-2-2. Protein Pa ring (sub -set)
H7-2-3. Protein Clustering  (Family protein )

EdDeuv Hf ¢dx 3 10 t#hwe § p3Imascot m=same-setbry ¢ m, ! & n jhe 3

Scaffold mz ®protein groupbn ¢ m, ¢ +H G Xt v g3group s xbl e ejs 3
Samplesview § | Accessionx ms nU an sLen' 1 G

- e - = =Tz . -

K Bio View: o o] 2 |&

£ 2793 Proteins in 2524 Clusters 3 5 o |2

2 With 12 Decoys and 6 Filtered Out 2 = o |k

NADH dehydrogenase [ublqmmne] 1 alpha subcomplex su.. NDUAB MOLBE 9

Calmodulin1 0S=Mus musculus OX=10090 GN-Calm1 PH.
Adermyvlyvl cvclase—associated protein 1 05=Mus musculus™

Elongation factor Tu, mitochondrial OS5=Mus musculus OX__. EFI'U MOUSE [ g
konoR maLse 4] CAPT_MOUSE Ce b

Cihiister of Calchim calmodulindenendent nmtein kinacs

P e 3 N el hERST1
B2 © ~|o|enM300650

Accession Number x n# me” Kd“® ) n3group sAcstl bl e L st It x 4
"l mKaDs st ! Accessione Hl g number .Ge y Samples View 1
x @Protein Informat ion panebms ~ kv fsg wible” oM vl wembsr' 7|

J L CLEUNILTTICTE L T THMTOTSSE U TR TITORLUTLRS T OeoTrr - L
| 321 v MADP—dependent malic erzvime O5=Mus musculus Ox=1 0... [t
= IH 322 | Cluster of Uncorventional myosin—Id O5=ldus musculus O___ L]
l D.I‘IJ'!.LII'I.I'H MDLEE Pt 323 v Cluster of Lamina—associated polypeptide 2, isoforms alp... L4
) — 324 ||  Splicing factor 3A subunit 1 05=Mus musculus OX=10080__5
AL R r'u'1|_||_LE 205 [2l A trirmcthadaminobotaealdabndo dobadenm naco CS=hine m A
Protein Information: Gere Ontolo
D'ALNE—MDLEE Lookup Idertifier In | NCEL (e.ﬁih 351807 ALBL BOWIN PORTER)
D"&"Lm MDI"’EE CALM _MOUSE CALM2 MOLSE CALMI_MOUSE I
0% Minimum
lin # Peptides
% Decoy FDR
7403 Spectra at
0% Minimum
4% Decoy FOR £ >
L] L]

L ZVHf ¢dsagr )l zbl e st ] we st IV x FRsSzt X
L gL 6 HG Zbl e” x weMydzr gp frttoyr srfl|
s.rgM-IHf'éde Il Z6 H G
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ble” Asonl Hf¢dpx Weight W (p,A) 2 3- 1T x x4 zen G

PE (A)
W(p, 4) =

Z PEexci(B)
AI(B2p)

(numerator )MX ! PEexa(A) nz 3Ags . v lst | (J wf | xT d¥” Hf ¢ dXx '
Pxe z nthes xmr' 1 G

PEexc/(A) - Z PX

XcA
(denomin ator)we= *+ 1 n¥ mz U MH SPEexa (AN I dvw” Hf ¢ dx probabi lity
°®3Hf ¢dpwyv, vist | lvf |l xble msis z n#hIx mvln .y
ve fl,rewGiynh3d xble s [T dv” Hf ¢dx w # t X
probability v r n y fplt ygrflenG
sty z Similarity View x’ m stew g G
-Myoglobin
E Peptide Prob | Exclusive To i
1 ADIAGHGOQEVLIR 100%
2 ALELFR | a3mg
3 ETLEKFDKFKMLKSEDEMKGS... | 100% INGHGSnmm
4 GDFGADAQGAMTE 100% Mvyoalobin
5 GLSDGEWQQVLMVWGK 100% | Myoqglobin
& HGTWWILTALGGILK 100% Kvoalobin

same-setx d W bz groupnz| enfdenwwdHf dxv v wesub-set, 4 A ST
©0g o HJ 3x 3group szenf dt g Similarity View mx3 M +#1 wmbe+ G
Similarity View x~ ] 3 ®oGroupbgenf it | ew’ G
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Histone H2A type 1-B/E O5=Homo sapiens GN=HIST1H2AE PE=15V=2

HLOQLAIR.
HLOQLATRMDEELMNE
MNDEELMKLLGK
MNDEELMKLLGR.
VTIAQGGWLPNIQAVLLPK

[ RNT IR RITR Y .

Exclusive To |

(+21)

¥ H2AN _BOWIN

v ]
M 0. 039 0.21
100% ¥ 050 050
100% HistoneHZN v 1.00
100% Histone HZ. ¥ 1.00
100% ¥ 050 050

MASCOT mz 3 a
iten' 1 { 1, Gq

a

e

vyl ., avHf ¢ dwe gm!

(+1)

fF H2AZ _CAMAL

H L g Family Protein nz| & nf

Scaffold x Protein Clus tering x ¥ k™ KBHnz+t+ L+ =z,

10 2,wex L3 z2uvHf ¢ duwey

“kabvmoxkVvkz 1 x L mH

& Hdivknd

X e oz |plewxms

1., 2 vHf ¢ dx probabilty x ®w95% - mx !

2., 2y Hf ¢ dx probabilit y X

50% - mx ) G

3.1,2 % eHf | wHb] e~

I ¢ 3Cluster e

filter w 5L 3Samples = 5 stlypgvyw

wLf tr 8 H G
https://proteomesoftware

wrl zwv

m Family we st

wl  mz SamplesFilter x \

.zende sk.com/hc/en

!

>fos;

Z

x0 © ylrpatarlethes

esl d¥” Hf ¢ dx probability x § 2|

st & tht GCluster

e | s H G g3 b Aty

-us/ar ticles/115001221723  -Protein -Grouping

-and -Clustering -in -Scaffold

Cluster z 3Samples ~
n st | s ey

SLerHG

]
™
[
i
[+1289 ||
300 v
am v

s | Row number x'! § v T e

. GAccession x

m g z 3Cluster §

H

L= ] NIFIF]T ] L] AT IULATD HTILAD LA LA AP 1 WU AN oA L ——— Unl_ll.lll_ll.lluwl_ L )
Ademyh cyclase—associated protein 1 05=Mus musculus ... CAP1_MOUSE
Elongation factor Tu, mitochondrial O5=Mus musculus OX_.. EFTU_MOUSE

|+ Cluster of Calcium/calmodulindependent protein kinase ...
Transport and Golgi organization protein 1 homolog O5=_. TGO1_MOUSE
Cluster of Creatine kinase B—type O5=Mus musculus OX=__KCRB_MOUSE
Aldo—keto reductase family 1 member A1 O5=hMus muscul... AKIAT_MOUSE
Dymamim1 —like protein OS=Mus musculus OX=10090 GMN=__. DN L_MOUSE

st 3 + =Cluster of

ble”™ x + [N]x m
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https://proteomesoftware.zendesk.com/hc/en-us/articles/115001221723-Protein-Grouping-and-Clustering-in-Scaffold
https://proteomesoftware.zendesk.com/hc/en-us/articles/115001221723-Protein-Grouping-and-Clustering-in-Scaffold

Cluster x Accession nu mber x n¥ me~ Kd~ # | n3Cluster m W bl e x
Accession § A z | Hl  wembeH G

Hble” Kd™#l nt xts . z3Cluster s *! bl e wy m sL e Mg

E Adendyl cyclase—associated protein 1 0S=Mus musculus . CAP1_MOUSE
E Cluster of Calcium/calmodulinrdependent protein kinase . KCC2B_MOUSE [2]
o Calcium/calmodulindependent protein kinase type II ... KCC2B MOUSE
‘ ' Calcium/calmodulindependent protein kinase type 11 ... KCC2D MOUSE
2 [+ Transport and Gol@ organization protein 1 homolog _
I+ 205 /|  Cluster of Creatine kinase B—type O5=lus musculus OX=... KCRB_MOUSE
a0 « Aldo—keto reductase family 1 member A1 O5=Mus muscul... AK1 A1 _MOUSE

hdi¥x View->Show Entire Prot ein Clusters © vl n3Samples’ x X Filtering
°© ¥s[rble  w KMuvzDx m stew’r  Gpyg i Family x s 2
Samples x Filtering ZA frrenw yl eneG

Cluster of Calcium/calmodulin—dependent protein kinase . KCC2B MOUSE [4]

]
Z Calcium/calmodulimdependent protein kinase type 11 ... KCC2B MOUSE
i Calcium/calmodulimdependent protein kinase type II ... KCC2G_MOUSE
] Call::lumf"c:alrmdulln—demrdent prutem kmase type II . KCC2D_MOUSE
ol 2 1 L .
Z Transpur‘t and Gulgl Dr@nlzatlun pmtem 1 humnlug DS—. TGO _WMOUSE
I+ 258 |  Cluster of Greatine kinase B—type OS=Mus musculus OX=... KCRB MOUSE [2]
300 v Aldo—keto reductase family 1 member A1 O5=hMus muscul_.. AKI A1 MOUSE
Samples View | p m st | §0r | 3Cluster mz - xbl e~ nz we|ylene

yvat ©¢ f85:6in ABC bl e”™ Ux x s: MX weaH Dke z3
bl e~ Bn Cw kabve z| r 1 nzeH GBx Total Spectra z 43C+ 4m+v weBn C
X" kab¥mz x 8mzyf 6mx)sns 2z|fss5, G 2vst| ) Hf¢dzenl |

SEQ2, +2

Protein A 3

SEQ3, +2

ProteinB 4 2 4 2

ProteinC 4 2 3 1

SEQ7, +3 Cluster 6 5 5 4

of B&C

SEQ7, +3 I
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7-3. Legacy Protein grouping

~ r a Fq .
£ ¥ mz Scaffold 3 m st] o kvwf ox kWk EY AT I mt Legacy Protein
grouping p at | r ) kKK s0r | 2zl 8" G
Legacy Protein groupin g k W k we st ] ! m# 3 Similarity View x z3n¢p nli

. - g a
& o wLIN D KX ' Weight my £ M probability mx!) w|jplew'y G
— | = m= | mm oum e W | owww | | B
| serum albumin precursor (Allergen Bos d 6)
Group
o = = w
| E |l |5 |5 || & | E | & | 2|8 |45 |4
o =] oy S & T S T ] 3 =] [=] [=]
" =1 = = 4 = i, EI “ [ T I EI k=
o =| 2 3 3 3 3 3 3 3 3 z 2 3 2
E Peptide ExclusiveTo |Z| = & = & = = = E: e E: E: i
1 AADKDNCFATEGPNLVARSKE... SETHmSIBum 95%
2 AATITK [(36%)
3 AEFVEVTK Serumabis [/ 100% 100%
4 AIPENLPPLTADFAEDKDVCK  [SETumwalbmN 100%
5 CCAADDKEACFAVEGPK Serum albu... 100%
6 CCTESLVMR 100% (100%) {100%} (100%) {100%) (100%)
7 CONQDTISSK
8 DAFLGSFLYEYSR Serum albu... 100%
9 DAIPENLPPLTADFAEDKDVCK  SETlmuaibmg 100%
10 DDPHACYSTVFDK Serum albu... 100%
11 DLGEEHFK Serum albu... 100% {100%)
12 ECCDKPLLEK 100% (100%) (100%) {100%)
13 ECCHGDLLECADDR 100% (100%) {100%) (100%) (100%) (100%) (100%) (100%) (100%) {100%) (100%)
14 ECCHGDLLECADDRADLAK 100% (100%) (100%) (100%) (100%) (100%) (100%) (100%) (100%)
15 ENFVAFVDK Serumalbu.. [/ 29% | 29% [(29%) |
16 ETYGDM Serumalbu.. |/ 26% | 26% [(26%)
17 ETVERMANCCER Coarmmn albha Anns FANNBY
Legacy proteingrouping § ¢ #! IHf ¢ dx bl e px 0 z-1% Ll mnG
®x srvnIHf ¢do bl e X% xMxdzsx Dbr sHf ¢deuv sithl dn
rvkknypflrenG
- . ¢ 7 _pe a
t+megbl e gdv_ v]st gHf ¢ dx probability x © ze#H 7 G
3] scatfoid Table Export.xis o @R
[4]aT B c D E £ G H I ] K L ™ N o &
< F & P e P o F F . F
d & & A & > & & & g & )
e P T EFTFT TS
1 Q & > § & d $ & 5 Q & & ¢ &
2 1 AKWYPEVR FALSE 9% 9% 9% 9% 9% 9% 9% 9%
3| 2 CVVVGDGAVGK FALSE 28% 28% 28% 28% 28% 28%
4 3 DDKDTIEK TRUE 73% 73% 73% 73% 73% 73% 3% 73%
5 4 GSPQAIK Chain A, Small G-Protein TRUE 75%
6 5 IISAMQTIKCVVVGDGAVGK TRUE
7 6 KLTPITYPQGLAMAK Chain A, Small G-Protein TRUE 95% 95% 95% 95% 95% 95% 95% 95%
8 7 UPITYPQGLAMAK Ras-related C3 botulinum tox TRUE 95% 95%
9 8 LTPITYPQGLAMAK Chain A, Small G-Protein TRUE 95% 95% 95% 95% 95% 95% 95% 95%
10 9 LVPITYPQGLAMAK TRUE
11 10 TVFDEAIR TRUE 95% 95% 95% 95% 95% 95% 95% 95% 95%
12 11 VDSKPVNLGLWDTAGH 92%
13 Sum of probabilities a33%”  263% 263%  358%  358%  285%  285%  285%  263%  263%  260%
14 .
15

95





















































































