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The WEHI Proteomics facility:                    
tools, techniques and technologies

Current research projects / research interests 

Technologies, techniques, and instrumentation

Services offered by WEHI Proteomics

Contact 
Dr Laura Dagley, Proteomics Facility Manager
proteomicsfacility@wehi.edu.au 

Outreach and outputs

Recent achievements 

Since 2021, the Proteomics 
Facility charges an hourly 

rate for time spent by 
facility staff on 1) sample 

preparation, 2) MS 
instrument time and 3) 

data analysis. Our hourly 
rate is subsidised 40% 
by WEHI for all internal 

researchers.
Note, we don't charge for 
pre-project meetings, but 

we encourage them! 
Users should reach out to 
discuss future experiments 
before they begin collecting 

samples so we can help 
with experimental design 

and ensure the best results!

1. MS Sample Preparation 2. MS Instrument Acquisition 3. Proteomics Data Analysis

WEHI Proteomics staff prepare sample 
for proteomic analysis. Users need only 
provide cell pellets, biofluids (e.g. 
plasma), or lysates.

Our services include :
Protein quantitation (e.g. BCA), sample 
enrichment (e.g. streptavidin affinity 
purification, exosome enrichment), TPP 
(thermal proteome profiling), C18 cleanup/ 
desalting, phosphopeptide enrichment.
Users can also be trained, or perform sample 
preparation supervised by facility staff.

Samples are queued, injected and 
analyzed on one of our 6 mass 
spectrometers, and MS spectra are 
collected for proteome analysis.

Our Instruments include:
2 x timsTOF pro (Bruker)
1 x Eclipse Oribtrap Tribrid (Thermo)
1 x QExactive Classic (Thermo)
1 x maXis QTOF (Bruker) (HDX/Intact only)
1 x Impact II QTOF (Bruker) (Intact Only)

We have an in-house biostatistician (Dr 
Jumana Yousef) who assesses all data 
and undertakes statistical analyses 
(differential expression)

Our routine data analysis includes:
• R markdown document of all steps in 

analysis
• Interactive Spotfire document of all results
We also undertake additional analyses on 
request including timecourse analysis, k-
means clustering, correlation analysis, GO 
enrichment & more!

33 columns from ProteomicsLabTracker2020 - 2020

4249 Phosphoprote… TBA -- platelet…
C f

Phosphopepti… USP3 1 1 1 Samantha Em… Warren Alexan… Kira Behrens Internal 29/08/2022
4248 N-terminome c… crypto ASP5 N… N-terminomics In solution 3 20 Toby Dite Tonkin (Internal) Kharizta Internal 25/08/2022
4237 in gel digests (… five gel pieces … Protein ID In gel 1 5 Vineet Vaibhav Shabih Shakeel Winnie Tan Internal 18/08/2022 23/08/2022
4236 in gel digests … Four gel piece… Protein ID In gel 1 4 Toby Dite Babon (Internal) Aileen Kamal Internal 17/08/2022 19/08/2022
4247 Sortase clippin… Clipping and n… Intact peptide … NA 1 10 Simon Cobbold Simon Cobbold Simon Cobbol… Internal 16/08/2022 18/08/2022
4219 PISA: Invitro P… Invitro PISA a… TIMS-DIA USP3 4 1 36 Subash Adhik… Nicholson (Int… Daniel Internal 15/08/2022
4227 Proteomic eval… Samples are fr… TIMS-DIA USP3 6 1 27 Samantha Em… Tim Sergeant Sanjna Singh External 15/08/2022
4233 MS/MS phosp… Lung Yu and C… in-solution digest In solution 1 5 Toby Dite Murphy (Internal) Lung Yu Internal 15/08/2022
4234 Phospho stoic… Phosphophory… Top-down (Pro… NA 1 8 Toby Dite Murphy (Internal) Chris Horne Internal 15/08/2022
4232 Esther RBPs 2 Troubleshootin… in-solution digest In solution 1 1 8 Jeff Smith Development Esther Sanchez Development 12/08/2022
4235 In gel digests 4 gel pieces fr… Protein ID In gel 1 4 Vineet Vaibhav Babon (Internal) Cyrus Tan Internal 12/08/2022 18/08/2022
4244 K-GG titration K-GG compari… Global LFQ In solution 3 27 Simon Cobbold Simon Cobbold Simon Cobbold Internal 12/08/2022 16/08/2022
4246 Parkin IP Parkin IP from … Mouse FLAG IP S-Trap 4 24 Simon Cobbold Simon Cobbold Shashank Mas… Internal 11/08/2022 22/08/2022
4230 Cell surface A… 7 cell types wit… Global LFQ On bead 4 28 Toby Dite;Jum… Wei (Internal) Rhiannon Internal 10/08/2022
4242 BFD-1 spectra… Need to reacq… Global LFQ S-Trap 2 4 Simon Cobbold Simon Cobbold Chris Tonkin Internal 10/08/2022 16/08/2022
4243 Sortase labelli… Sortase compl… Global LFQ In solution 1 10 Simon Cobbold Simon Cobbold Cody Hall Internal 10/08/2022 18/08/2022
4231 TSC22D1 expr… Liver lysates fr… Global LFQ USP3 1 5 Toby Dite MIPS (External) Benoit External 9/08/2022
4245 Gid7 KO Interested in fu… Global LFQ S-Trap 5 10 Simon Cobbold Cowman (Inter… Danu Marapana Internal 9/08/2022 18/08/2022
4245 RNF14 KO LFQ RNF14 KO glo… Global LFQ S-Trap 5 20 Simon Cobbold Simon Cobbold Sarah Trevelyan Internal 9/08/2022 18/08/2022
4228 Plasma proteo… Plasma from 8… TIMS-DIA USP3 8 1 40 Samantha Em… Wei (Internal) Rhiannon Morris Internal 8/08/2022
4220 Proteomic ana… (EXTERNAL --… TIMS-DIA USP3 10 1 40 Samantha Em… Tim Sergeant Julian Carosi External 4/08/2022
4229 Toxo TurboID r… Validation of pr… On bead strept… On bead 5 20 Toby Dite;Jum… Tonkin (Internal) Ushma Ruparel Internal 4/08/2022 15/08/2022
4226 SLF-biotin ER… Erg was tagge… On bead strept… On bead 3 1 24 Toby Dite;Jum… Ng (internal) Ashley Ng Internal 2/08/2022
4224 in gel digests f… Bands that are… Protein ID In gel 1 1 Toby Dite Nutt Simon Willis Internal 18/07/2022 20/07/2022
4221 Human Immun… Pilot: 200k - 2…

S
RBP Capture In solution 1 1 10 Jeff Smith;Sa… Slade Esther Bandal… Development 15/07/2022

4222 Pilot of FFPE … Testing sampl… FFPE Proteom… USP3 1 5 5 Samantha Em… Pasricha Indu Ramen Internal 15/07/2022
4218 Test IPs of the … Follow up Pilot… Co-IP (other T… FASP 1 1 5 Samantha Em… Russell Natalie Foot External 12/07/2022
4223 in gel digest fo… in gel digest fo… Protein ID In gel 1 1 Toby Dite Babon (Internal) Cyrus Tan Internal 12/07/2022 20/07/2022
4213 Giardia PISA Giardia PISA a… PISA-MS USP3 1 4 48 Subash Adhik… Jex (Internal) Alex Lam Internal 11/07/2022 26/07/2022
4225 Multicentre Te… The Multicentr…

f
Protein ID NA 1 3 2 Samantha Em… Multicentre Te… Multicentre Te… Development 8/07/2022

4217 Pilot analysis … We recieved ~… TIMS-DIA USP3 1 4 44 Samantha Em… Development Development Development 4/07/2022

Timestamp Project Number Project Descr… Project Descr… Experiment T… Project Descr… Digest method Number of Bi… Number of Te… Number of To… Lab Member Collaborator … Collaborator … Is this covere… Internal or Ex… Date sample…  Date samples

Jan-August 2021 & 2022 (Marked)

Year

S
um

(N
um

be
r o

f T
ot

al
 S

am
pl

es
 fo

r P
ro

je
ct

)

Jan-August 2021 & 2022 (Marked)

Year

U
ni

qu
eC

ou
nt

(B
in

ne
d 

C
ol

la
bo

ra
to

r L
ab

)

Jan-August 2021 & 2022 (Marked)

Year

U
ni

qu
eC

ou
nt

(P
ro

je
ct

 N
um

be
r)

Data limiting:

Color by:
Internal or External?

Development
External
Internal

33 columns from ProteomicsLabTracker2020 - 2020

4249 Phosphoprote… TBA -- platelet…
C f

Phosphopepti…
4248 N-terminome c… crypto ASP5 N… N-terminomics
4237 in gel digests (… five gel pieces … Protein ID
4236 in gel digests … Four gel piece… Protein ID
4247 Sortase clippin… Clipping and n… Intact peptide …
4219 PISA: Invitro P… Invitro PISA a… TIMS-DIA
4227 Proteomic eval… Samples are fr… TIMS-DIA
4233 MS/MS phosp… Lung Yu and C… in-solution digest
4234 Phospho stoic… Phosphophory… Top-down (Pro…
4232 Esther RBPs 2 Troubleshootin… in-solution digest
4235 In gel digests 4 gel pieces fr… Protein ID
4244 K-GG titration K-GG compari… Global LFQ
4246 Parkin IP Parkin IP from … Mouse FLAG IP
4230 Cell surface A… 7 cell types wit… Global LFQ
4242 BFD-1 spectra… Need to reacq… Global LFQ
4243 Sortase labelli… Sortase compl… Global LFQ
4231 TSC22D1 expr… Liver lysates fr… Global LFQ
4245 Gid7 KO Interested in fu… Global LFQ

Timestamp Project Number Project Descr… Project Descr… Experiment T… Pr

Updates by year (by marking) (2)

Jan-August 2021 & 2022 (Marked)

Year

S
um

(N
um

be
r o

f T
ot

al
 S

am
pl

es
 fo

r P
ro

je
ct

)

Data limiting:

Color by:
Internal or External?

Development
External
Internal

Updates by instrument (by marking) (2)
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Since our restructure (2021) we have increased 
our capacity across the board  and as a result 
our projects submissions has increased! 

Due to method development in 2021, we halved 
MS instrument time in 2022, meaning better 
project turnaround times and savings for users!

Capacity

Projects Collaborators Project Hours

2020: 62
2021: 71 ▲ 17%
2022: 99 ▲ 60%

2020: 21
2021: 27 ▲ 28%
2022: 34 ▲ 61%

2020: 1324
2021: 2894 ▲ 118%
2022: 1855 ▲ 40%

*NB: Submissions shown January - August
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Updates by instrument (by marking) (2)
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With our new staff expertise combined with our 
recent methods development we have many new 
services available at WEHI proteomics!

Dr. Laura Dagley: Facility manager
BBiomedSc (Hons) Melbourne, PhD Melbourne

Dr. Samantha Emery-Corbin: Deputy facility manager
BSc (Hons), PhD Macquarie University

Dr. Toby Dite: Protein PTM specialist
BBiomed (Hons) Melbourne, PhD Melbourne

Dr. Subash Adhikari: Drug-target identification specialist
MolBiotech (MSc) Uni Bonn, PhD Macquarie University

Dr. Jumana Yousef: Bioinformatician/Statistician
Statistics (MSc) NMSU, Bioinformatics (MSc) Melbourne, PhD Monash

Dr. Vineet Vaibhav: Clinical and general proteomics
BSc BHU, Biotechnology (MSc) IIT Bombay, PhD Macquarie 
University

At WEHI Proteomics we offer a wide range 
of workflows that we are seeking to expand 
through multiple in-house research projects 

which drive our methods development. 
These are reliant on what we consider our 
key research interest, which is our mass 
spectrometry technologies and platform. 

Since 2021 we have included computational 
proteomics as part of our services, which 

has accelerated our research in proteomic 
statatistics and data analysis.

Notably, WEHI Proteomics has maintained a 
strong track record in contributions for clinical 
discovery, towards fast-tracking translation. 

Methods
development

Mass
Spectrometry

Statistics &
Data analysis

Clinical
discovery

Subcellular & exosome analyses
Liquid biopsy & biofluid analysis

Plasma biomarker discovery
Clinical cohort & longitudinal studies

(via sample automation)

Data independent acquisition (DIA)
Gas-phase fractionation (using DIA)
Short-gradient
Hi-flow, cap-flow, nano-flow LC-MS
PTM stoichiometry

Computational proteomics
Proteome normalization

Missingness & imputation
Batch correction

Machine-learning models

2022 development (and beyond!)
HDX- MS (structural proteomics)
Proteome-wide drug-protein identification
N-terminomics
Native Intact Mass Analysis

Automated sample preparation

Dagley LF1,2, Emery-Corbin SJ1,2, Dite T1,2, Yousef JM1,2, Adhikari S1,2 and Vaibhav V1,2

1 Advanced Technology and Biology Division, The Walter and Eliza Hall Institute of Medical Research, 1G Royal Parade, Parkville, Victoria 3052, Australia 
2 Department of Medical Biology, University of Melbourne, Parkville, Victoria 3052, Australia

WEHI proteomics facility staff have authored over 71 publications 
with both internal and external collaborators in the last 5 years, 
including 9 first/co-first author contributions. We predominantly 

work with academic institutes from across Australia, but also offer 
fee-for-service research for commercial organisations.  

Meet the team 

We provide the latest mass spectrometric instrumentation for researcher-led exploration, 
identification & quantification of proteins and peptides. Since 2021 we have hired 5 new staff 
specialising in mass spectrometry-based proteomics. From experimental design and sample 
preparation, to data analysis and statistical evaluation, our staff can undertake a broad range of 
proteomic experiments which are cost-recovered for internal users at a WEHI-subsidised hourly 
rate and fully cost-recovered for external users.  Since implementing these changes we have 
processed over 9500 samples which have been submitted by 70 collaborating labs (43 internal, 22 
external) across 381 projects. We have also overseen 64 developmental projects, which include 
method development, totalling over 2000 hours towards expanding proteomic workflows at WEHI.


