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Peptide Quantitation

Quantitation of a peptide
Across four biological groups
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Protein CV = 3 -4%
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ick Links:

Biological identifiers i
bioDBaet

Get taxoa ID for any
organism

View your data on the
chromosome

FAQs
Example usage

Recent Changes

Databases

irere

- bioDBnet
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bioDBact Home

@ biologeal process urinoan # cellular prosess
® pigmantanon @

evalapmant - grimdh @ irraciion bewaen arganisms

w raprouction

biological DataBase network is an application integrating a vast sumber of biological databases inchding Gene, s e erle
UniProt, Ensembl, GO, Ay, RefSeq ctc. The databases are created by downloading data from vesious public
resources. They are formatted and msatained in a relational structure a the Advanced Biomedical Computing
Center (ABCC).

‘maturaton ‘

Uriran

In the cusvent release of bioDBaet there are 170 distinet nodes and 612 edges. To know more about the
integration process, the network or version changes please read ow documentation
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Brief notes on what bioDBuet currently offers

db2db handles all the conversions from one database identifier to another

dbWalk lets you walk through your own bioDBnet path.

dbReport reports every possible information that it can get for a particular identiier

dbFind finds the type of identifiers and converts all into a chosen database identifier type

bioDBact also offers supporting analysis tools to the main fnctions

Gene Ontology

@ anbaridal ackity ® Dining ® calabac actdy
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orgTaxon for finding the taxon ID of an organism ansclucer acivy ® encyme regs

fr actity @ molscular an

goTree to look at the parents of any go accession
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chrView for visuakising data on chromosomes

bioTaxon for finding genes, proteins or GO accessions based on search terms

Bioinformatic Tools
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Enrichment of Sub-Proteomes

CHEMICAL ENRICHMENT (e.g. phosphorylation)

CHEMICAL }

DIGESTION a
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ANTIBODY ENRICHMENT (e.g. acetyl-K, UBI-K, SUMO-K)
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DIGESTION a

PTM-SWITCH AND RESIN-ASSISTED CAPTURE

1. BLOCK NATIVE
AMINO ACID

le =

/ =Free amino acid
# = Chemically blocked amino acid

~ =Free amino acid, formerly with PTM

-8 = Amino acid with posttranslational modification

+ Bak1l

2. SPECIFICALLY
CLEAVE PTM

—

3. ENRICH
a. RAC (direct on-resin)
b. BST (derivatize with

Q

biotin, enrich on SA resin)
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LC/MS/MS Analysis
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Post-Translational Modifications M
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PTM Stoichiometry

(-) GST-BAK1-CD = 40.1 {+/- 1.5)
(+) GST-BAK1-CD = 64.5 (+/- 16.3)

of BRI1 S1166

—= e W & W @ o
[=IE=- - = - -]
i i % & % 3 & 3 3

% Phosphorylation

-+ -+ -+
GST-BAK1-CD

Wang, X., et al. Develop.

Cell 2008;15, 220-235.
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HD Amide Exchange and PLIMSTEX Chemoproteomics
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Zhu, M. M., Rempel, D. L., Du, Z., Gross, M. L., J. Am. Chem. Soc. 2003, 125, 5252. Bantscheffet al, Nature Biotechnology 29_255 (2011)

Emerging Protein and Peptide MS Technologies

Imaging Mass Spectrometry A linear radiofrequency-free magnetic cell

for MS/MS
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Meistermann, H. (2006) Mol. Cell. Proteomics 5: 1876-1886 Barofsky et al, Rapid Commun. Mass Spectrom. 2009; 23: 3028—-3030
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Protein Deglycosylation and Glycan
Purification

Denature (Heat, BME, SDS) 9
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Glycomics and Glycoprotein Characterization
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Whelan and Hart, Circ. Res. 93:1047 (2003)



