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- Proteome Software #t CARULTWADLIB 7 7M1 IV EZFHTEET
- Scaffold DIA DH#BEAEFE S & . Prosit DA M ERTHEIC
DLIB 7 7M1 IVE{ERL CEE T

- Scaffold DIA T DLIB % Library Manager [CE$%9 2 AEZE BN
VES]

Scaffold DIA TIIERDFTRETST1 TSI JEULT, Prosit ICKUEEINZEE—O U
WOICHRFRBERZSTC T — 9 (REEERICT” DLIB” &E&HL TWET)DFERAZHEID
LTWET, Prosit [& Wilhelm & Kuster DTN —FICL>THRESN T —T53—=27
LT XLTY, Scaffold ETHEIIFT—IR—X(FASTA) ZI8E o DR E LLETT D & RIS
BYE—UEE VS TEARZER D EICX )y bRBY ., KZDDA T TS URRELLER TS
ECERID DDA RBRZMEEE Y., DDA BRICESHNARL (DDA TRETES RN 2IZRTFRE
=Ty hETED) HCTXUYENRHYFRT, 72720 DLIB RERETIHERR/NY—2 & LTI R
T4 UDHAINI RXFIUE(ERE) UNEEL TVWRWEICTFRLSEZESL,

AERTIX. Scaffold DIA TERAT S DLIB DEUSAAICDOVWTLLTF 2 DZ KWWV LET,
1. Proteome Software #tM AL TWLWSH A ~IHBDLIB 771 IVEFET S
[—P.2]
2. FASTA D 74 )VZEIC Prosit ZFIFAUTDLIB 7 71 JLZ{ERK
[—P.4]
FEEEE U DLIB 7 71 ILICDWT,

3. DLIB MU IC FASTA T 7 )% Scaffold DIAICE Y b9 BAE
[—>P.13]

EREEFRE L TTRNALET,
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1.Proteome Software st AU TWD T A MIHDT 71 I
=HMATBICIE

Proteome Software ¥tICT. LW DO DEYREIC DWW TIIERIICETEZETT o7z DLIB 71L&
FNICHIST D FASTA 771 ILE AU TWET,

https://support. proteomesoftware. com/hc/en-us/articles/360035151172-Prosit-Derived-Sp
ectral-Libraries—for-Scaffold-DIA-Searches

Library {ER /NS X —5 —

Parameter Setting
Charge Range 2-3
Maximum Missed Cleavages 1
m/z Range 396.4 - 1002.7
Default NCE 33
Default Charge 3

2022 F£ 12 AKRRE. UTOEYREICOVWTERLTVWET (REIFL2FHATA FORBICET
%)
Coronavirus (&F7zId plus Human), Arabidopsis thaliana, Caenorhabditis elegans, Danio rerio,
Drosophila melanogaster, Escherichia coli(strain K-12), Homo sapiens, Mus musculus,
Rattus norvegicus, Saccharomyces cerevisiae

FALZWEYRBICDWLWT, 7 DLIB” &7 FASTA” ZmAEEY 70— kLTS,
BGU7=D0 71 L% Scaffold DIA THIAY SAEICDOULWTIE 3. DLIBILTC FASTAZ Scaffold
DIAICtY bT27%E (P.13)] ZIELSETL,


https://support.proteomesoftware.com/hc/en-us/articles/360035151172-Prosit-Derived-Spectral-Libraries-for-Scaffold-DIA-Searches
https://support.proteomesoftware.com/hc/en-us/articles/360035151172-Prosit-Derived-Spectral-Libraries-for-Scaffold-DIA-Searches
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Featured Libraries

Coronavirus reference

Download Coronavirus only DLIB (1.9 MB)

Download Coronavirus plus Human (pan human) DLIE (259 MB)
Download Coronavirus only FASTA - 13 entries

Download Coronavirus plus Human FASTA - 20,350 entries

Available Libraries

Arabidopsis thaliana
Download Arabidopsis thaliana DLIB (1.2 GB)
Download FASTA file accessed 10/22/19 - 15,896 entries

Caenorhabditis elegans
Download Caenorhabditis elegans DLIB (380 MB)
Download FASTA file accessed 10/23/19 - 4,089 entries

Danio rerio
Download Danio rerio DLIB (250 MB)
Download FASTA file accessed 10/22/19 - 3,125 entries

Drosophila melanogaster
Download Drosophila melanogaster DLIB (365 MB)
Download FASTA file accessed 10/22/19 - 3,586 entries

Escherichia coli (strain K-12)
Download Escherichia coli DLIB (222 MB)
Download FASTA file accessed 10/22/19 - 4,518 entries

Homo sapiens
Download Homo sapiens DLIB (1.9 GB)
Download FASTA file accessed 10/22/19 - 20,350 entries

Mus musculus
Download Mus musculus DLIB (1.6 GB)
Download FASTA file accessed 10/22/19 - 17,025 entries

Rattus norvegicus
Download Rattus norvegius DLIB (682 MB)
Download FASTA file accessed 10/22/19 - 8,072 entries

Saccharomyces cerevisiae
Download Saccharomyces cerevisiae DLIB (512 MB)
Download FASTA file accessed 10/22/19 - 6,721 entries

Was this article helpful? (¢  # 1 outof 1 found this helpfu

@ Help
5 Pstions? Submit a request
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2. FASTA T 71 JV&E(C Prosit ZFIA L T DLIB 7 7 1 JLERK

Proteome Software #t TFHEMIN TS DLIB &, HROEYENRSNTVNET, £/
FASTA T b1 —Dxd%R% Uniprot AMD reviewed (=Swissprot [CHZ)ICPRELTVET, HE
CIHUTRAEINTLSEDLUANDEYREZFIFA LY unreviewed (=TrEMBL [CHHH) ZHNA 7=
WREE WD TZRBNMNERRE, CBETDOLIB ZERT D EMTITETAFHDAIE LT,
S¥F& T0ryza satival ZE> CTITHEHALVEZULETD,

DLIB ER D R 7y FIFLL T @Y T,

2-A. FASTA D 7 A IVZEEMST D (fBl:Uniprot 141 k)

2-B. Scaffold DIA T Prosit B D1V T 7AIVEIEKRT D

2-C. Prosit 2B MCTARTF RECHIBERN SHEEITS

2-D. Scaffold DIA T Prosit AT 7AILE FASTA 274 )IUHS DLIB T 71 IV Z{ERR T D

LI, IBICCEHFALE T,
2-A. FASTA D 74 IVZEEE TS (Bl:Uniprot U1 )

FASTA D7 A IVEEEHELUE T, FASTA FETHSEE LIz T 71 IV TEERARRETI M. Gene
Ontology IERICHI DTN TEDRT—IR—REUT, Uniprot T—IR—ZADEFEAZEHEHL T

HY. FERTEFIE LT Uniprot 1 S T 7 M IVEBS T 5012 TBNATLET,

%9 WEB Browser T https://www. uniprot.org/ A72tRXU. lProteins] 221w O UZE
9,

Find your protein

Examples: lasulin, APP, Human, POS0S7, organism_id:9606

Proteins Species
UniProt Knowledgebase Protzomes



https://www.uniprot.org/
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Uniprot [CEREINTLDY VNN IVBRRRINE T,
RBEMERZE reviewed, LoMNY U7/ T—I3 URDVWTVWBRT—IDHICULIEVIBEIEE
BRD TSwissProt] &7zWZEDJ YO ULET, Unreviewed EEHEBLVNT—IEXIRE LT
VEAIE TUniprotl D&Y (THIRE Z2 ')y 7 LET, BRURVBEIXEADT—FIA
—ZWBIEN TV SIREWUniprot 7—9R—X)TY,

. “"'-
Uﬂlpro.t..‘ BLAST Align Peptidesearch ID mapping SPARQL  UniProtKB ~ |

Status

% Reviewed (Swiss-Prot)
(568,363)

Unreviewed (TrEMBL) I

Rice (149,191)

A.thaliana (136,466)

O
Zebrafish (101,302)
Mouse (86,431)
O
Taxonomy
Filter by taxonomy O
Proteins with
O

3D structure (58,487)

(229,928,140) ® Entry »
Popular organisms [J AOAOC5B5Gé6
Human (205,788)

O

&, Download

Entry Name

AOA1BOGTW7 % CIROP_ HUMAN

AOQJNWS

A0JP26

AOPK11

A1A456

5

5

5

UH1BL_HUMAN

POTB3_HUMAN

CLRN2_HUMAN

RHG10_HUMAN

UniProtKB 230,496,503 results

View: Cards O Table ® £ Customizecolumns =4

Protein Names a

% MOTSC_HUMAN Mitochondrial-derived

peptide MOTS-c[...]

Ciliated left-right organizer
metallopeptidasel..]

UHRF1-binding protein 1-
like[...]

POTE ankyrin domain family
member B3

Clarin-2

Rho GTPase-activating
protein 10][...]

Gene Names a

MT-RNR1

CIROP, LMLNZ

UHRF1BP1L.

KIAAQ701,SHIP164

POTEB3

CLRN2

ARHGAP10, GRAF2

Popular organisms
Human (205,788)
Rice (149,191)
A.thaliana (136,466)
Zebrafish (101,302)

Mouse (86,431)

Taxonomy

Filter by taxonomy

Ffz. ZTL—LAIZHS TPopular organisms] THRELE
NTLWBREYREISRIRLEVWRBERHNIE I UV 0TS
& ZEEYRBICRESNSZY VINBEDHNRRINE
9. BRDEYEN X MTRVES. Filter by taxonomy
20Uy o ULEYT (EHEEOR).
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EVBEEANTDE, BHENENET ., BYCRBEERUT Search MY VT &TE
B Y AHDITONEKT,

Advanced Search X j
Searchingin u
UniProtkKB v

Taxonomy [OC]

Taxonomy [OC] - Oryza Sat]va| x Remove stq

Oryza sativa subsp. japonica (Japanese rice/Q. sativa/Japonica rice/Rice) [3994

Add Field R
Oryza sativa (Rice) [4530]

Type * in the search box to search for allv Oryza sativa endornavirus (OsEV) [362693]

LU
Oryza sativa aus subgroup [1736659]
Oryza sativa aromatic subgroup [1736658] 1B

17(
Oryza sativa subsp. indica (Rice) [39946]

33

Oryza sativa Indica Group x Oryza sativa Japonica Group [1050722]

Ciizn oontiy 1 i Cornnin v Orvza cativa lndiea Cranin 110002401

EMERIDY VINIB)INIEDYET, BEEDIT Y M—EIEEB/ID” Filter by” T
ZEMTEZET,

..

; o 0.

UmPro.t..- BLAST Align Peptidesearch IDmapping SPARQL  UniProtkB v e e A LK)
Status

A Reviewed (Swiss-Prot |U niProtKB 195,603 results |

(5,120)

Unreviewed (TrEMBL) 4. Download View: Cards O Table ®@ 4
(190,483) B Entry » EntryName » Protein Names a Gene
Popular organisms O AOQOAOPOX9Z7 % CWZF7_ORYSJ Cysteine-tryptophan CwWi3

) domain-containing zinc 0s07}
Rice (149.191) finger protein 7[..] LOC|
Taxonomy ) B2ZX90 % FAS1_ORYS) Chromatin assembly factor 1 FSM
4530 X subunit FSMI...] LOC|
Filter by taxonomy S

P06
Proteins with O C7IW64 % ROSIA_ORYSJ Protein ROS1A[.] ROS
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NBZHERER. J7MIVEEZTVWET, BELERO MDownload] 221w L. Format &
L T” FASTA(canonical)” %R UE ., Compressed / Uncompressed [F&5E 5 THIEETI M,
FE#ERXD Windows BRETIZBETER 92”7 TIDT, TNZRRTTIRIETRL
HIE” Uncompressed” Z#@IRUL TR I,

£ THEBZEZERE. 6ol Ry VEHTE T 7 IIVEE (Y0 O—R)RERITINETD,

UniProtKB 195,603 results
View: Cards O Table@ £ Cu

B Entry s EntryName . Protein Names s Gene Nai

O AOAOPOX9Z7 % CWZF7_ORYSJ Cysteine-tryptophan CWZF7,
domain-containing zinc 0s07g048
finger protein 71...] LOC_OsQ

0O B2ZX90 % FAS1 ORYS) Chromatin assembly factor 1 FSM, Os(

Download selected (0)

® Download all (195,603)

Format
FASTA (canonical) v

Compressed
® Yes
O No

Generate URL for APl Preview 10 Cancel

[ 2% ] £WEBRERHET B725IC NBI O Taxonomy H bR TEEXT .

LECHR(ET TPopular organisms] THEMEZIEET SR, BIMOELERENSY—T Y &
TENRERETDDONRELWVNT—INBHY ET, Popular organisms DIER#EEBIREIE LT
BN3XFINDEAICKRRIINTUVDEEIEL NCBI @D TaxID T o ZDEFIZDULT, NCBI D
Taxonomy 4 MCTHRICARTE EEFOFNSBLODY—F Y b ERDEYEZED
PILRYET, ULTFEDRIEICOVTTHBNALE T,

NCBI @ Taxonomy -
https://www. nchi.nlm. nih. gov/taxonomy
ANTPOERAULET,



https://www.ncbi.nlm.nih.gov/taxonomy
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B LEOIRFZR T, EPBEICLIIRFZITVERT, F—T—RFRZANT [Searchl KR~
EZRUET,

<« C' @ ncbinlm.nih.gov/taxonomy e x @ » 0O @ :

M Z1EhLA - takaesu.. E takaesu- Wl9- & support_Google F3... L Mascot search engi... L mascotH &FEY 1. »

BE  An official website of the United States government Here's how you know

National Library of Medicine

National Center for Biotechnology Information

—

Taxonomy t Oryza sativa I
imits  Advanced

wv ,'Mtlﬂ 1Y, qu Taxonomy

Taxonomy

The Taxonomy Database is a curated classification and nomenclature for all

{1 ,'1 . \ ! | LY of the organisms in the public sequence databases. This currently represents
W " JJ, v about 10% of the described species of life on the planet.

RREBERNFREINEKT . BRDEVERDNAN=U2 07T LET,

m National Library of Medicine

National Center for Biotechnology Information

Taxonomy Taxonomy ~ |Oryza sativa |

Create alert Limits Advanced Help

Display Settings: ~ Summary Send to- =

Related information _
Oryza sativa Nucleotide
rice), species, monocots

Protein
Nuclectide  Protein

Assembly

EBREEICT, ZEEYWRED Lineage GRIE)NRTINEK T, FREBMNEUVERE - 18 -
THINZEHRLLENS, =TV hETBIEBDNAN=U2D0ZI )Y ILET,

Lineage (full): cellular organisms; Eukaryota; Viridiplantae; Streptophyta; Streptophytina; Embryophyta;
Tracheophyta; Euphyllophyta; Spermatophyta; Magnoliopsida; Mesangiospermae; Liliopsida; Petrosaviidae;
commelinids; Poales; Poaceae; BOP clade; Oryzoideae; Oryzeae; Oryzinae; Oryza

o Oryza sativa (Asian cultivated rice
Oryza sativa Indica Group (long-grained rice)
= Oryza sativa aus subgroup

Click on organism name to get more information.

o Oryza sativa Japonica Group (Japanese rice)
= Oryza sativa aromatic subgroup
= Oryza sativa temperate japonica subgroup

EBEmEICT. NCBI O Taxonomy ID ZF TV I UXT, LLTOBITHNIX 14530] T,
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Entrez PubMed Nucleotide Protein

Display ||3 levels using filter: | none
Oryza sativa

Genome

Search for (| asW lock | Go || Clear |

Taxonomy ID: 4530 (for llferences in articles please use NCBI:txid4530)

Taxonomy
Browser

Structure PMC Taxonomy

BioCallections

Entrez records

Oryza sativa L., 1753

Genbank common name: Asian cultivated rice
NCBI BLAST name: monocots

Rank: species

Genetic code: Translation table 1 (Standard)

Plant Plastid),
Other names:

red rice, rice

(Common name(s)

Database name Subtree links||Direct links

Nucleotide 2,289,219| 322,013

Protein 442,430 62,025

Structure 269 70

Genome 1] 1]

Popset 1227 1077

Conserved Domains 12| 5

Mitochondrial genetic code: Iranslation table 1 (Standard) CEO Datacete 21826l 16106
Plastid genetic code: Translation table 11 (Bacterial, Archaeal and

PubMed Central 32,836 32,836

Gene 95,351 149

SRA Experiments 98,656| 72,606

2-B. Scaffold DIA G Prosit DAY I 7L IVEERRT D

Prosit CSV

FASTA ZEG U725 Scaffold DIA Z#2EHL. menu @ Tools —> Convert FASTA to
E%ﬁbi?o
M scaffold DIA
File Edit View Experiment Export EGIEE Help
B ¥ jﬁ Windowing Scheme Wizard...
= | [
_,/: DIA Structure Viewer (mzML only)...
Filters
v Show Hidden Y7 y 4 % Launch Peptide Browser...
+ 4 Convert BLIB to ELIB...
"*—L“[ &4 Convert MSP/SPTXT to ELIB...
$ ¢ § Convert Prosit/Spectronaut CSV to DLIB...
Organize & 4 Convert TraML to ELIB...
+ 4 Convert ELIB to BLIB...
L 4 Convert ELIB to OpenSWATH TSV...
+ 4 Convert FASTA to Prosit CSV... I
+ 4 Combine ELIB libraries...
+ 4 Subset ELIB library...
FASTA Z3BIRU. /N5 X—9 —FTRDYDRVIRY BERMICIET T4 )V MRET 10K

MY EBLTLIZEW

o FASTA T 7 A IV ERUETEARIC CSV T 7 1 IWHMER S NE T
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M Convert FASTA to Prosit CSV X

Parameters:
This function will in silico digest peptides from your FASTA and
' create an input file for Prosit. If you use this feature, please cite
Searle et al_2020.

FASTI: uniprot-organism_Oryza+sativa+[4530]_fasta I [ Edit

Charge range: 2T to 3|

Maximum Missed Cleavage: 1.8

m/z range: 3964 O to| 10027 O

Default NCE: 33 |0

Default Charge: 3(C
OK Cancel

¥4 7OTRNICEEREN DY FTTLDIC. COKBEZFIRINAYLMA - FRREREINE

mas ) ODEGN TV SR DEIAZESBEVNLTVWET,

2-C. Prosit ARYA MCTRTF RECHIBRISEHEZEITD

Prosit D1 A7t R, ISPECTRAL LIBRARY] Z2Uw O UFXT (FF#E).
https://www. proteomicsdb. org/prosit/

We now offer two new Prosit TMT models that will soon be published. One is for
fragment intensities prediction (Prosit_TMT_intensity_2021) and the other is for iRT
prediction (Prosit_TMT_irt_2021). The intensity model works with both CID and
HCD fragmentation methods but you need to add fragmentation column to the input.
We assume all the sequences are fully labeled and you don't need to add the tmt

modification explicitly in your input files.

Prosit offers high quality MS2 predicted spectra for any organism and protease as well as iRT
prediction. Prosit is part of the ProteomeTools (www.proteometools.org/) project and was
trained on the project's high quality synthetic dataset. When using Prosit is helpful for your
research, please cite "Gessulat, Schmidt et al. 2019" DOI 10.1038/s41592-019-0426-7.

CE CALIBRATION

This task estimates the optimal collision energy (CE) based on a given search result. You

10


https://www.proteomicsdb.org/prosit/
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&=AIC Scaffold DIA THERX U7z Prosit FAOD CSV Z38E T S728 Next] RY V&L ET,

Settings
the maximum number of missed c dized
How would you like to provide the list of peptides?
@® csv
FASTA (comming soon
CSV Format
modified_sequence collision_energy precursor_charge fragmentation
>
M(ox)CSDSDGLAPPQHLIR 15 2§ HCD
=
EMPQSDPSVEPPLSQETFSDLWK 28 2 ': % HCD
TCPVQLWVDSTPPPGTR 35 3 2 E CID!
QSQHM(ox)TEVVR 35 5 CID

Please provide all three columns below and use , as a separator.

* modified_seauence Use upper case letters in the column and
indicate oxidized Methionine with "M(o0x)". Sequence length is
restricted to the range of 7 to 30. Each C is treated as Cysteine
with carbamidomethylation. Prosit does not support U or O as
amino acids.

* collision_energy Use integer values from 10 and 50.

* precursor_charge Use integer values from 1 to 6.

® fragmentation Either HCD or CID, Use upper case letters.*

*Only for TMT model

[E==m

ESEAEICCTEEARIONY 2Z21) v I U, ScaffoldDIA TIER UL SV I 71 ILEEEL T
M5 INext] REYVZELTZE,

* precursor_charze Use integer values from 1 to 6.
® frasmentation Either HCD or CID, Use upper case letters.*

*0Only for TMT model

uniprot-organism__ Oryza+sativa+[4530]_.fasta.trypsin.z3_nce33. X

NEXT >

containing peptid

lence, collision energy

snd precursor charge.

11
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HBLWTE—UBETOICFRFRFEOFTAETIVOBIRETVET, BUIRRAEZEV MNext
MREYVEHUET, FETIVIIDOVTOFFMIE. X

https://www. nature. com/articles/s41467-021-23713-9

BREETSWBLIZETV (BREZRIHN S CHBTW VW THEBRVWERWNET ),

Settings
o Indicate collision energy, the maximum number of missed cleavages, and number of oxidized methionines per
peptide.

o Upload Files
Fasta or CSV with list of peptides

o Model
Select intensity and iIRT model for prediction

Intensity prediction model

o Prosit_2019_intensity_hcd

o Prosit_2020_intensity_preview
@ Prosit_2020_intensity_hcd

(O Prosit_2020_intensity_cid

(O Prosit_TMT_intensity_2021

iRT prediction model

® Prosit_2019_irt
o Prosit_ TMT _irt_2021

NEXT %

12


https://www.nature.com/articles/s41467-021-23713-9
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EADT A=Y +bZEEBUERT., CZTIE” Generic text” Z:EIRU TTFIL, ZEIR
%" submit” MY V&P ETHENEITINE T,

¥ T A=Y h&.MSPICUT, scaffold DEHRT .MSP—ELIB ZZFIRUHZEE. (ERED T 71
[FEHIDDLIB ERUTY . ASHDIS—RETUTIRAT 575E T DLIB AT NELVZED
HYFLESIESMFEFREHHLSZTL)

9 Isobaric Label

e Task Ip

Qutput format

O NIST .MSP Text Format of individual spectra (Skyline and
HHFHLH”'-H h compatible)

c text (Spectronaut compatible). All fragments are

SUBMIT ./

SRICIIEFENNNY KT, Task D ID BFRFESNEXIMN. ZD TaskID DIFERZE &M
BLUTHE AN—TJSUHZRMUTUE O IEBZBATER TP IERXTEHTENARETT,

BIZIFLLTD L DIE Task ID HRENTLDIZA.

.% PREDICT ‘ ‘ LIBRARIES ‘ ‘ FAQ ‘ ‘ STATUS ‘ o

Prosit offers high quality MS2 predicted spectra for any organism and protease
as well as iIRT prediction. Prosit is part of the ProteomeTools
{(www.proteometools.org/) project and was trained on the project's high
quality synthetic dataset. When using Prosit is helpful for your research, please
cite "Gessulat, Schmidt et al. 2019" DOT 10.1038/541592-019-0426-7.

Task D907DA69SFAC698CA2D23D4BDFBBC5144

This task is in progress. Tasks may take several hours for full proteomes
depending on system load. Please note down your Task ID or save this URL to
check back later. You can download the results here upon completion.
Resubmitting tasks will not lead to faster results.

URL IZLLTF DY) &7V FRT (BADEDMIZAID ID TY ),
https://www. proteomicsdb. org/prosit/task/D907DA69FAC698CA2D23D4BDFBBCH 144

13
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STERRDBELUTDOELSICT 7 IIVEENEREE Y £9, MDownload) Ry V&L T
<IETWVW, D274 NIF zip EXTEBINTUVWEIT DT, windws TT &
G0y O->INRTCERH. CEBRTITET,

‘ PREDICT ‘ ‘ LIBRARIES ‘ ‘ FAQ ‘ ‘ STATUS ‘

Prosit offers high quality MS2 predicted spectra for any organism and
protease as well as iRT prediction. Prosit is part of the ProteormeTools
(www. proteometools.org/) project and was trained on the project's high
quality synthetic dataset. When using Prosit is helpful for your research,
please cite "Gessulat, Schmidt et al. 2019" DOT 10.1038/541592-019-
0426-7.

Task D907DA69FAC698CA2D23D4BDFBBC5144

Your files are ready.

DOWNLOAD

2-D. Scaffold DIA C Prosit tHAHT 7 JIL& FASTA T 745 DLIB T 7 1 IV &4k
D)

Scaffold DIA Z#2&E1 L. menu ® Tools —> “Convert Prosit/Spectronaut CSV to DLIB” % &R
ULET,

M scaffold DIA
File Edit View Experiment Export JGGIEE Help
. | Windowing Scheme Wizard...
E = -
{-’- DIA Structure Viewer (mzML only)...
Filters .
V| Show Hidden | % Launch Peptide Browser...

|

+ 4 Convert BLIB to ELIB...

& § Convert MSP/SPTXT to ELIB...

N
<dd
‘\Q‘) I ¢ 4 Convert Prosit/Spectronaut CSV to DLIB...

Organize

+ 4 Convert TraML to ELIB...

S@ &4 Convert ELIB to BLIB..
[ + 4 Convert ELIB to OpenSWATH TSV...

Samples + 4 Convert FASTA to Prosit CSV...
ﬁ + 4 Combine ELIB libraries...
)} ¢ 4 Subset ELIB library...

14
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RENDND DR HDEEET 251 7OTNENKT, 0Kl RYVEHBLTETL,

Attention! X

This conversion may take a long time, depending on the size of your library.

Continue?
E:E

Prosit M5187z CSV J7Jb&. Uniprot U hHSEMGUTz FASTA 7 A JLZEZEIRL T 0K
MY ZEBLET,

! Convert Prosit/Spectronaut CSV to Library *

Parameters:
Spectronaut CSV/XLS:myPrositLib.csv | Edit

FAST A:luniprot-organism__Oryza+sativa+[4530]_.fasta I Edit

T71IMERDFRIRLE T WY A 7OTDNEHASE T 7 1 IILERDZTE T LTH Y. Prosit
NoEAEINIZ SV I 71 IV ERUHARICDLIB 7 7 A IIVAMER SN TWRT (JiisRF . dlib)s

P Please wait.. X

Reading Spectronaut CSV File

3. DLIB CrIC FASTA 774 L% Scaffold DIA ICEY +T D
Vabs

Menu @ File —> Open Library manager M scaffold DIA
if‘—lg:?/fj)fa:t“—c Library manager ;«&— Eile Edit View Experiment Export Tools Help

E@j ULZEY, B E S'% Summarization:
i Open Library Manager
v| Show Hidden [T W W& Name/Accession A
kL

15
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SCIENCE DLIB {8 FHEAERR
13 - ” » ~
Add Library” ™Y ZEBULET,
! Library Manager X
Name Status FASTA

BosTaurus_myPrositLib.dlib uniprot-reviewed_yes+AND+orga...
whole-cell_IP_lib.blib T Human_Uniprot_Sprt_Trembl_lsof...
BSA_67_myPrositLib.dlib uniprot-bsa-filtered-reviewed_yes...

arabidopsis_thaliana_prosit_gener.. IR Arabidopsis thaliana_TAIR10.fasta

0 I Add Library I Remove Library Create Library Download...

EJHEUR DLIB 771 IV ERBIRUET, LT FifelCRRINE DLIB 7 7 1 ILD1T%EIR
U7zRRETHZ U w o — “Associate with FASTA” Z&#IRUE T,

! Library Manager

OryzaeDB.dlib

whole cell IP_lib.blib

Human Unlprot Sprt_ Trembl -

BSA_67_myPrositLib.dlib uniprot-bsa-filtered-reviewed...
arabidopsis_thaliana_prosit_g... Arabidopsis thaliana_TAIR10.f...

©  AddLlibrary Remove Library Create Library Download...

DLIB &XtTA>TL\D FASTA (33U Prosit T DLIB {ERE:. HRAIICERE L7z FASTA) %
BUET,

e B¢ X
Look In: materialDLIBmaking v E A K=
B uniprot-organism_ Oryza+sativa+[4530]_fasta
File Name: uniprot-organism__Oryza+sativa+[4530]_.fasta
Files of Type: | FASTA ~
M

16



MATRIX

SCIENCE DLIB e AR EAERL
Library Manager [ZEHODLIB Atz bEnExE Uz,
! Library Manager X
Name Status FASTA
OryzaeDB.dlib uniprot-organism__Oryza+sat...
E'aums_mypmsnthgahs _@_ unlpmt-rewew;_yg-&zﬂﬁ-r...
whole-cell_IP_lib.blib =TT Human_Uniprot_Sprt_Trembl_...
BSA_67_myPrositLib.dlib uniprot-bsa-filtered-reviewed...

arabidopsis_thaliana_prosit_g... _m_ Arabidopsis thaliana_TAIR10.f...

(7] Add Library Remove Library Create Library Download...

FRZREFIC Library manager ZCFIHATE<ET. DLIB & FASTA MBIRM R L—XIZRVET,

CRARBIIUEERYET,

@ EifrR—h

AERORBICEU TIERSED Y F Uz SERRIMTT R— M TEER<IETL,
BFX—JU :support-jp@matrixscience.com

B E :03-5807-7897 IJPYHR o 03-5807-7896
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