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Hi, I’m really sorry that I 
missed the chance to see 
you all at ASMS this year, but 
thanks for joining us this 
morning. Today I would like 
to give you an update on our 
development process and 
provide a brief roadmap of 
the directions we expect to 
take in the next year or so. 
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perSPECtives - 2013

Proteome Software got 

rolling in 2005, and racked 

up the miles and the 

products through the years.

Our journey so far …

Scaffold 2 - 2008

Scaffold - 2005 Scaffold Q+ - 2009

Scaffold PTM - 2011

Scaffold 3 - 2010

 

First, just to review, 
Proteome got started with 
Scaffold back in 2005, and 
over the years Scaffold has 
grown in complexity and a 
variety of related products 
have been launched. 
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Elements

• We have six separate products - which is 

inconvenient for users and hard to 

maintain & update

• Scaffold 4 is still going strong, but is 

showing its age

• It is difficult to adapt the older software to 

new experimental designs & techniques

Scaffold 4
Scaffold 

Q+ / Q+S

Scaffold PTM

 

Leading to our present 
position. We now have six 
separate products. We know 
that many of you find it 
inconvenient to have to use 
so many separate programs, 
and we are finding it very 
difficult to keep improving 
each of them and to keep up 
with new demands and new 



technologies. So, we needed 
to map out a plan. 
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As I have shared with you 
before, the main idea is to 
merge all of the DDA 
programs into one, with all 
of their previous capabilities 
and more, 
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And merge all 

products to a single 
platform to support 

continuous 
improvement of all.

 

And to move all of the 
software onto a common 
development platform so 
that when we introduce new 
features all of the products 
can benefit. 
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First Waypoint
ETA  09/2020

Scaffold and Q+S

Scaffold QUANT

Scaffold DIA

Scaffold Elements

1

3

3

THE NEXT GENERATION

 

We are already moving 
down this road, and in just a 
few months we hope to 
make the first significant 
step that is really visible to 
you when we release new 
generations of all of our 
Scaffold products. These will 
have a new look and feel and 
many new features, so let’s 
take a closer look - 
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Introducing:
• Searching from raw files (MS-Fragger)

• Assessing probabilities with Percolator

• Support of TIMS/TOF via FragPipe

• Still offering optional Q+S

 

Scaffold 5 will finally make 
its debut, and for the first 
time Scaffold will allow you 
to search directly from raw 
files, as well as loading all of 
the currently supported 
search engine results. It will 
also support Percolator 
analysis and loading of 
FragPipe results for 
TIMS/TOF analysis. Scaffold 
Q+ and Q+S will still be a 
part of the program. 
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Replaces perSPECtives:
• Designed to work with Scaffold 5

• Flexible label-free quant 

• TIC

• Time-series

• Randomized block experiments

• Internal reference normalization

 

A new program, tentatively 
entitled Scaffold Quant, will 
join our lineup as a 
replacement to 
perSPECtives. Initially, it will 
provide a full range of 
quantitative analysis options 
for label-free data, whether 
spectral counting, TIC or 
precursor intensity, but will 
still depend on Scaffold (or 
other programs that produce 
mzIdentML files) for input. 
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Scaffold DIA 3.0 
Introducing:

• PTM Analysis with Thesaurus

• Expanded experimental designs

 

Scaffold DIA 3.0 will also 
make its appearance, and 
will include Brian’s 
Thesaurus program for PTM 
analysis. 
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Scaffold Elements 3.0

• New experimental design

interface

• Expanded statistical 

support

 

And our small 
molecule/metabolomics 
product will also undergo a 
major redesign. All of these 
next-generation programs 
are expected by early fall. 
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MERGE  Labeled Quantification to 
Scaffold Quant

replacing Scaffold Q+ and Scaffold Q+S

 

Then, as we continue to 
move down the road, we will 
begin the process of merging 
programs. TMT and iTRAQ, 
and ultimately SILAC analysis 
will be added to Scaffold 
QUANT, replacing Scaffold 
Q+and Q+S.  
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Such as:
• Large file sizes
• Excessive processing time
• Difficulty interfacing with other software

And support some new techniques

Such as:
• Thermal Proteome Profiling

 

We will do our best to 
continue to improve our 
software and introduce new 
features as we go. 
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ETA 12/2020

MERGE 
Scaffold & Scaffold Quant

 

Finally, Scaffold and Scaffold 
Quant will be combined to 
form one fully featured DDA 
proteomics solution, we are 
calling (at least for now) 
Scaffold PRO. Scaffold PRO 
will read raw files or search 
engine results, calculate 
precursor intensities, 
support labeled quant, PTM 
localization and advanced 
statistical analysis. The full 
package for DDA proteomics. 
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Scaffold PRO 
• Search from raw files with MS-Fragger
• Link to Mascot Server
• Load results from popular search engines 
• Flexible experimental design
• Sophisticated statistical analysis
• Quantification with:

• Precursor Intensities
• iTRAQ/TMT
• SILAC

• PTM Analysis
• GO / Pathway Analysis

Welcome to:

A Fully Integrated Product Lineup Featuring:

Scaffold DIA 
• Direct or Library Search
• PTM Analysis
• Flexible experimental design
• Sophisticated statistical analysis
• GO/Pathway Analysis

Scaffold Elements
• Metabolomics
• Lipidomics
• Labeled Flux Analysis
• Pathway Analysis

 

So at the end of this road, 
we will have a simplified 
lineup of fully integrated 
software solutions for DDA, 
DIA and small molecules. 
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Comments, Complaints & 

Suggestions are always Welcome!

Susan Ludwigsen

susan@proteomesoftware.com

 

We continually try to 
improve our software, and 
we always want to hear from 
our users! 
 
Now, just to show you that 
everything I have promised 
you is actually coming – and 
in the near future, one of 
our developers is going to 
show you a demonstration 
of the upcoming new 
program Scaffold Quant, and 
this is not even the first 
version I promised you, but 
one that analyzes iTRAQ and 
TMT data. You will see that 
we have not yet updated the 
look and feel of the program, 
so it currently looks a lot like 
perSPECtives, but the 
capabilities are awesome. 
 
 

 


