lme nnﬁmoua nﬁmomm:lx AAHHbIX
| lglmqmnmuenon

1' ;.atl.-—.—




-~

B Fwd: watnoH c... Molfie - Go Development of... + |Z| |E| E|

6 identiprof. theorchromeo. ruflogouk Gy Q, search ﬂ’ E w ; ‘ﬁ* 9 '-_'

Welcome to Ide... X

B HoMOEHITERHE... KynTE HoyTEY...

KAPAETEQMCTH. ..

Id enti P ROT ABOUT LOG IM COMTACTS

Welcome to the home of N —
| ‘a& IdentiPROT software! The single entry point for your

proteomic data mining

If you have problems logging in, any
questions or comments, please contact our
administrators to create account.

| —

Bxopa, uepe3s MHTepHET U3 KAMEHTCKOro MecTa, BK/loYas MobuabHble yCTPOUCTBa



W/ 0w semrs N ———————————————— 2L |||

& = C [} identiprot.theorchroma.ru/data/ Byr =

: Iload parameters "
send email notification ]

use auto optimization 8]

enzyme: add custom cleavage rule | trypsin v
number of missed cleavageg 7 BBOA napameTpOB noucka
precursor accuracy unit | ppm v

precursor accuracy left o
precursor accuracy right 1o
precursor isotope mass eror o
product accuracy, Da oo
FOR 1o
FDR type psm v
minimum charge 2
maximum charge
gererate decoy db | ne v
decoy method | reverse v
decoy prefiv pECOY_
dynamic range

dicl i 1 t L,

' [ Mew Search x 4% Y
& = C [} identiprot.theorchroma ru/data/ B =

T TLTTE TTEYTTETILS T T

use scoring function | hyperssore v
score threshold o
show unmached spectra in results
report number of sequence candidates
select fixed modifications
zelect potential modificatians
peptide mass shift

Post-search validation

PSh count

PSMs per protein
charge states
potential modifications

HOCHEHOMCKOBOE fragment mass tolerance

precursar mass difference
Ban MAMPOBaHMe isotopes mass error

missed cleavages

naeHTuPUKauum RT difierence
(AO 9 OPTOroHa/IbHbIX [Enter search run name |

Kputepues) RUNIDENTIPROT

ANER &R & S S

Clear chosen files




B Fwd: wabnoH ... rolfie - Go Mew Search B KoMnehoTepHEL... XApakTEPMCTH. .. FAnNTE HowTEY ..

(‘ 0| identiprof. theorchrome.ru)data/ c ‘ | Q, search | {? E + @ 9 — =
— Tt | T lJI o T A A
protein database file 1

|Enter search run name |

RUN
IDENTIPROT

Specify search parameters

MIMIM AL MEDIUM ADWAMCED

send email notification ]
use auto optimization

enzyme: add custom cleavage rule trypsin v
number of missed cleava 3 =
PpM b

10 E

10 -

0 g

accuracy, Da  pos E

FOR 1 £

FOR TYF]E prokein hd

minimum charge 2 -

maximum charge & =

AsBTOMaTHU4YeECKaA oNTUMM3aLUA BXOAHbDIX
napameTpoB NOUCKa NOA KOHKpPEeTHble AaHHble



Fuwd: wabnoH c... Malfie - Go Mews Search x B KoMmneraTepHe. .. RAPAKTEPHMETH...
o
':_ (' ;' d} identiprot. thearchrama,ru/data/ c | ‘ Q, search
< e e — ~|
peptide minimum length & - T
peptide maximum length  Eo -
peptide minimum mass 200 -
peptide maximum mass 10000 E
fragrments in spectra, min 4 -
fragments in spectra, max 5o =
product minimum méz 150 =
maximum fragment charge L E
ratched fragrments, min - 1 g
use scoring function hyperscare W
score threshold Iy
morpheusscore
show unmached spectra in resu R
report number of sequence candida 1 -
select fixed modificat cameC
select potential modifigtions  oem
peptide pfEss shit o

ost-search validation
FPSh count
FPSMs per pratein
charge states
paotential maodifications
ragrnent mass tolerance
pracursor mass difference
isotopes mass errar

HEEEORE

M|

Bbi6Op CTOPOHHEN CKOPUHT-PYHKLMU B pexxume Bbibopa napameTpos noucka «Advanced»



W 0 sexcnrsor N —2 & _E_

& - C' [ identiprot theorchromo.ru/data/ By =

- &

Current session: virankevich@identiprot.com

Id -
- ldentiPROT
\Y"" START SEARCH UPLOAD FILES SEARCH HISTORY  CORMTACT

Page 1 of 1 |Enter run name |Search revigus runs by name

BbiBOA, pe3ynbTaToOB NOUCKA

Delete selected Search name Search date Status

I testsearchi1 barch 31, 2016, 2:56 p.m. Taskis finished

START A NEWSEARCH RUN

[ search results: testsearchnl ¢ B §

— €' [3identiprot theorchromo ru/data/

enti

START SEARCH UFLOAD FILES SEARCH HISTORY COMTACTS

Search results: testsearch01/test

Search name PSMs Peptides Proteins FDR, % FDR type MS/MS Unfiltered PSMs

test 52

Download: pepxml files mogf files
figures in png format | figures in svg format
PSM distributions

50 40

1. psm 3000 2356

MHTepaKTUBHbIX NPOCMOTP
naeHTUPUKaLUnN n ux

B
@

pacnpegeneHui no . L %
3KCNEePUMEHTA/IbHbIM £ Ex £
napameTtpam u £ S 2y

5
=
=

$PU3MKO=XMMUYECKMM CBOUCTBAM
nenTUAO0B

W

o

a o o
o0z o4 0.6 0.8 1o 300 450 6&DO 750 900 1050 1200

EsMs AT experental mio £SMs Dlequsor ol




' [Y search results: testsearchol ¢ %

« C' [ identiprot.theorchromo.ru/data/ B =
W N W e -
‘ s s ——
2
A | ] = 0
8 12 16 20 24 0.2 0.4 & 0B Lo 300 400 500 600 TOO BO0D 900
peptides, peptide |Eﬁqth peptides, RT experimental, min peptides, precursor my'z -
-
= = i, S—
Label-free quantitation S

Number of proteins
Number of proteins

Number of proteins
"
=3 L] e

[ 7 [
5 e 5
. .
4 4
4
3
2 2
1 1 I
0 0 0
-4 =3 -2 -1 o -4 -3 -2 =1 o

-6 -4 -2
LOG10{suml) LOG10[NSAF) LOG10(emPAI)

=1 target PSMs

MP-score descriptors  e=mucoyesus

I top-score target PSMs

800 100
700 1200
80
"] 600 s 1

PacueT Tpex Konim4ecTBEeHHbIX MHOEKCOB OTHOCUTENIbHOIO
coaepXXaHusa naeHTMULNPOBaHHbIX 6enkoB



Fwd: wabnoH ... Malfie - Go Search results: . X B KoMneHTEpHEI .. XapaKTEPHCTH. ..

| €& | 0 identiprot.thearchroma.ru/data) c ||Q Search ‘ b+l = 4+ i O

m START SEARCH UPLOAD FILES SEARCH HISTORY COMTACTS

Search results: 2016-08-10 19-02-45/
= AN 20160809 01 Hela

Search name PSMs Peptides Proteins FDR, % FOR type MS/MS Unfiltered PSMs
- 20160803_01_Hela 20521 18718 3870 1.0
—

SE'ECt CO'UI’I"II'IS fOI' prDtEinS . & |wd: wab.. Malfie - Go Search results; .. ‘ B KomnewmT...

= @D v uniprot.orgfuniprok/F: E1 ¢ ||C95|earch | ﬂ’ g ¥+ A » =

sevarced » | @ Seareh I_

=2 o
Home BLAST align Retrieve/ID mapping Help Contact @

dbname [ description [¥] PSMs[4] peptides [] sequence ¢
LFQ{SIn) ] LFQ{NSAF) C] LFQ{emPAI) [ protein LN(g

=3

dalue) (1 all pro

idbname PSMs

sp|PEEE4E|GRPTS HUMAN 28

+ |UniProtKB - P38646 o3t -
= (GRP75_HUMAN)

sp|EIUKIS-2TLKT HUMAN

sp|OVSESS-Z[MU1GS HUMAN

sp|PS0SSS|ANKAT HUMAN IS
sp|F158E0|RS2 HUMAN 17 D|Sp|ay % BLAST ‘B Format H & add to basket H @ History |

‘% Feedback @ Help video D Other tutorials and videos

z
:
. Stress-70 protein, mitochondrial

P Frotein

sp|POTA0S-4|ACEP HURMAN

nIﬂCII-II"F‘is Wr‘ I-IIIM kL

Feature
wigwer Gene HEPA9
Feature Qrganism | Homo saplens (Hurman)
table
Tt X
< >

MHTepaKkTUBHLIN peXuM npocmMoTpa 6enkoBbIX naeHTUhKauum



