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What is Mascot Insight?

« A new application for:
« Organising and managing results

« Annotating results (e.g. GO, Interactions
databases, manual annotation and approval)

« Comparing between datasets
«Visualising, reporting and exporting results
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Mascot Insight is a new application designed to help you to organise and manage your
Mascot search and quantitation results.

Mascot Insight provides ways to flexibly merge your Mascot search and quantitation
results, including MS-1 based quantitation data from Mascot Distiller, such as SILAC
data, and MS2 based quantitation such as iTRAQ and TMT.

Mascot Insight allows you to further annotate your results, including areas such as Gene
Ontology annotation of results, use of molecular interactions databases and manual
annotation and approval of protein hits

And Mascot Insight provides a wide range of reports covering areas such as comparing
datasets, quantitation analysis, plotting charts etc, and provides exports for these to allow
you to easily share those results and to export data in machine readable formats



What Mascot Insight isn’t

« Not a LIMS

|t won’t run your instruments

e[t won’t track your experiments

it is not CFRZ1 part 11 compliant
«No limit on the number of users.
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It is also important to mention one thing that Mascot Insight isn’t. It is not a LIMS
system. Although you can use it to organise your results and report on them, and it also
allows you to record details about your experiments if you wish, it will not carry out
many of the functions you would associated with a LIMS such as instrument integration,
sample tracking and FDA regulatory compliance.

Mascot Insight is not licensed ‘per seat’, and there is no limit on the number of users that
can access the system. The price of Mascot Insight depends instead on the number of
CPUs licensed for the associated Mascot server
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Mascot security provides a single login to both your Mascot server and to the Mascot

Insight web application to identify users and to control user access levels.



Mascot Insight

User: Patrick Emery | 0 unread notifications | Preferences | Administration

Field Operator Value

® Match all * Match any

0 items found, displaying 0 to 0
[First/Prev] 1 [Next/Last]

Selected nodes

Data Explorer tree Search panel
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Once you’ve logged in, this is the home page of the application. On the left we have the
Data explorer tree. This is where the data available in the system is organised and
displayed, with different types of node for storing different types of information. Data
can be manually position on the tree, or structures can be automatically generated to your
own specifications

On the current view, we can see two main types of node — User nodes and Folder nodes.
Each user is given a User node automatically, and this is for them to organise their own
data and experiments. The folder node is the simplest form a grouping node and is
simply used to group together other related nodes on the tree. There are other node types
available in the system, including Project, Study, Experiment, Sample and Result type
nodes. These different node types allow you to record different pieces of information
(meta-data), and you can always add your own values.

On the right hand side of the home page, we have the ‘Search panel’ which allows us to
rapidly search the tree to find a particular node or set of nodes. Security is role-based and
handled by Mascot security. Exactly what you see on the dataset explorer tree when you
log in depends on your users roles, and on what access settings have been given to
particular nodes on the tree by their owners.



Result import

» Mascot search results automatically
captured
«Daemon
«Search form
« Batch import of existing searches
«Selected searches
e User
«Date range
« Distiller quantitation datasets via ‘XMLUpload’
e Upload mzldentML or protXML results to a
selected node (or nodes) via Data explorer
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Mascot search results are automatically captured and imported into the system. For the
highest level of integration, we’d recommend using Mascot Daemon to submit your
searches, and Mascot Distiller for your raw data reduction and MS-1 based quantitation.
Mascot Daemon comes with your Mascot server, but Mascot Distiller is a separate
product. However, neither is required and you can simply submit a search through the
standard search form, or 3™ party client system, if you wish.

You can also carry out a batch import of existing search results from your Mascot server.
You can easily limit this to a selected set of searches, to the results for a selected user or
by date range. If you have existing Mascot Distiller based quantitation datasets, Mascot
Insight comes with a utility ‘XmlUpload’ which will allow you to easily import the
required search results and Distiller quantitation data in a hierarchy based on the file
hierarchy from the file system.

Other result types, such as data in the mzldentML or protXML formats, can be uploaded
to a selected node (or set of nodes) via the data explorer. Multiple files can be zipped
together and the archive uploaded if you have multiple searches you want to import in a
batch.
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Here I’m carrying out a search of an Arabidopsis iTRAQ 4-plex dataset against the
contaminants and SwissProt database on a Mascot server which is registered with a

Mascot Insight server. I just submit the search as normal...
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User: Patrick Emery | 1 unread notification | Preferences | Administration | Help | Logout

ous examples

d in the Mascot Insight tutorial

Field Operator Value
Search title v | Contains v || Athakiana iTRAQ
* Match all ' Match any

Limit search to selected nodes?
Include trash in searches?

Search Add Clear

M Type eanu-.uuu- % Notes

20140515 Mascot Search F002174 Athaliana ITRAQ sample 2
esult rephicate 1

olaing 1 bo 8
mgt

[First/Prav] 1 [Next/Last]

Selected nodes

INode keyid: mss-20140515-000002

Node : Root/Unassoaated Mascot search
results/2014/2014/May/2014/May/15/A.thakiana iTRAQ sample 2 replicate 1

link: http://prodtest:8080/mascot_insight/mira.htm?mascot_search_id=mss-
20140515-000002
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Shortly after the search has completed, the result will also be available in Mascot Insight.

In this case the result has been imported to the default location under the ‘Unassociated
Mascot search results’ node in a date folder. I could move the result to a different
location on the tree by either dragging and dropping it, or by using the cut and paste
options from the dataset explorer tree’s context menu. However, you can also set up
filters to import the result into a tree structure of your own choosing. These filters can
automatically create new folders on the data explorer tree as required. We’ll take a look
at an example of this later on in the presentation.

If you’re not sure where a search result has gone on the tree, then the tree is fully
searchable using any available field — for example, on the search title
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Search title v | Contains v || Athakiana iTRAQ
* Match all ' Match any

Limit search to selected nodes?
Include trash in searches?

Search Add Clear

M Type s E&ll s Description % Notes
¥ mss-20140515- | Mascot Search |F0O2174 | Athaliana iTRAQ sample 2
000002 Result replicate 1

TR
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[First/Prav] 1 [Next/Last]

Selected nodes
INode keyid: mss-20140515-000002

Node : Root/Unassoaated Mascot search
results/2014/2014/May/2014/May/15/A thakana iTRAQ sample 2 replicate 1
link: http:, < ht htm?mascot_search_id=mss-

2014051 5‘-000002
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If I right click over a node, or a group of selected nodes, then I get a pop up context
menu which allows me to carry out a number of operations, including editing the node,
editing default search settings, cut, copy clone and paste operations. For a search result, |
also get the option of viewing the original summary report in the browser, or to view the
selected result in MIRA — the Mascot Insight Result Applet
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MIRA provides a tabular view of a single result or merged set of results. You can view
results in either the Protein centric mode (as we are doing here), or in a peptide centric
view. On the upper left we have the searches pane, which is used to change between the
selected results, changing which result is being displayed in the main body of MIRA. It
is also used for running search level reports from within MIRA and for setting result
display parameters across multiple searches. The upper panel on the right contains the
proteins table. This is the protein hit list for the currently selected result on the searches
pane, and resembles the ‘Report builder’ view in the standard Mascot protein family
report. If we click on a row in the Proteins table:

10
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The peptides table, containing the list of matching peptide hits for the selected protein,
and various details tabs (such as a protein view) are populated. Clicking on a table
column header for either the proteins or peptides table sorts the table on that field. You
can also re-order the columns by dragging them and also show and hide columns as you
wish — you can save your default column selection, order and column widths if you wish;
your choices are saved to the Mascot Insight database, so are available on any client PC
you log in from. In the bottom left of the main pane is a panel with search functions, and
options to switch between this view and a peptide (or spectrum) centric view.

11



[ Dstaset Explorer =) @ v x \7 =
C [ prodtest t L tm?mascot 4

Mascot

User: Patrick Emery | 1 unread notification | Preferences | Administration | Help | Logout
] Searches Mirark Accesson  Descrpton Mass  Protemscre Peptdesmaiched exPAl  Pepbd.. LIS1M P usae |
v BUMO1_ARATH Smal ubsutnvelated madifer 1 05 =Arabopss Thakins GN=SUMOL PE=15V=2 12179 2999 o 890194 /10 0.986 173 1
v 5UMO2_ARATH Smal ubsouitn elated modifer 2 05 =Arabdopes thakina GN=SUMOZ PE=15V=1 13202 2019 i85 w3185 11 1034 103 1
v ICONEA_ARATH Cytodvome ¢ oxidase suburit 60, mitochondrial O =Arabidopss thalans GN=C... (12582 (1673 100 w1 X 59 Iz
v MOI7E_ARATH Probable medator of 1l vansor ot 37 e w7 s T 2534 as 1
v MOITD_ARATH _Probable medator of ] 3% 7 T 13 18 [ 2477 £ 1
v TPL_ARATH  Protein TOPLESS 05 =irabidopss thakana GN=TPL PE=1 SVal 134586 1071 Bs 081 18 as 31 1
. 52 TPR1_ARATH __ Toniessceiated renten 1| OSsAcahwdonss thalana (NeTPR 1 PF el Siel 1Y %8 -] n& 15 1527 2 | T
< " >
Show selected rows only? | 266 / 266 protens selected |
N-... Pepide C... Observed  Intensity M (Exp) Mr(Cak) Deita Stat End Mss Rank Homol.. IdenSty.. Scwre E-vale 15/114
= 2 L=t : k= -
42 GHYLNA i 223811 223811 =
Y1543 K GHYLWATAGT. A__747.04 773258 23811 Qp238a1  [987E4 237 P53 100 19 5473 LIAGES [L742 -
< O >
Show selected roms only? | 223/258 peotides selected |  Selection: Sgrificant peptides
Proten view | Taxonomy | Famiy | Amotaton | Soectum | fons matched | Ervor dstribution | Top spectrum matches | Search Summary
< w >
00
Fra 0
Accession -
o
contans
0
0
©
o x
| »
Peplide centric view . ¢+> ‘ . - 0
T l T } L Y ¥ Y Y ln
@ Proten centric view 20 U0 Wago  hsoo | Weoo | W00 Vooezo
MASCOT : Mascot Insight © 2014 Marrix Science SCIENCE

Clicking on a peptide row allows you to drill down and see peptide specific information,
such as an annotated spectrum.



[ Dataset Explorer x | [ mea * \ ILE-

(<] prodtest =

Mascot Insight

User: Patrick Emery | 1 unread notification | Preferences | Administration | Help | Logout

] Search Mirark  Accesson Descrpton Mass  Protenscore Pepidesmatched ewPAl  Pepbd.. 115/114 M s/ [
L) o . > e e mew  m '
v 53 13 0% 7 3599 10 1
v 54 2 5 (XTI ) Bse7 5 1
v 6 P136as SWISSPROT:P 13645 Tax_Id=5606 Gene_Symbol=KRT10 2 23 » 0129 s 1
v CATAI_ARATH 308 7 1216 2 1986 56 1
=) CATAZ_ARATH 2 1es 7 2058 18 1
= CATALARATH (Ca » o8 |13 1914 5 1
- — m r— P n 1
o TR aslacied L
- Protein selection fiters B
R avilll o 16 Bo7e el |[WRran .
Anc taba: i=
R avf = Database hdl |- v | contaesinants v :l o 16 5050 166663 |1v]2.059
R W + o 16 2775 BAIE3 |wi2as1
kK W 0 “ b
K AL I Apply I Clear { Cancel J o 15 3348 BISIEA [[V]2497
KA . o 15 3234 1L138E-3 |\v] 2581
R | 3 " 3 b7
K pawan E o 5.4 B o 1 q : B 15 [
= K__Ravag E _hn D80SI B62S2 202 2 T B 2 D9
"
Fra
Shom sckected rowa onfy? | 223298 peotides selected | Selecton: Sgrificant peptides
Accesson v
et | Frotem View | Taxonomy | Famiy | Amotaton | spectrum | ions matched | Ermor dstribution | Top spectrum matches | search summary
RBL_ARATH Ribulose bisphosphate carboxylase large chain OS =Arabidopsis thaliana GN=rbcl PE=1 SV=1
Jaro =
Peotde centric view
@ Proten centric view

MASCOT : Mascot Insight ©2014 Matrix Science g/([{‘l{}]iﬂﬁllé(E

Proteins and peptides are selected using the checkboxes in the first column of the tables.
If you generate a protein or peptide level report, only the selected proteins or peptides are
used. You can easily apply protein and peptide selection level filters in MIRA, which
will automatically control which proteins or peptides are selected in the tables. Here, we
are going to deselect out any matches to the contaminants database. Set up the filter and
click ‘Apply’
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And we’ve now deselected the 11 matches to the contaminants database for this search
result. I can hide unselected protein and peptide rows by checking the ‘Show selected
rows only?’ checkboxes
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So now I’m only viewing proteins which matched SwissProt and significant (above

homology threshold) peptide matches
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You can enable GO Analysis in MIRA. GO annotations are shown in the proteins table,

as different coloured dots. Hover over a cell for a tooltip.
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GO assignments are also presented in additional tabs as piecharts. Click on a wedge of

the pie-chart, and the protein table is filtered on that GO assignment
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Now we are just looking at the 85 protein matches with the GO biological function
assignment of ‘Response to stress’ and which are not matches from the contaminants
database
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Once you’re happy with a particular set of protein matches, you can approve the protein
hits and make manual annotations if you wish. Approving a protein hit flags the protein
in the Mascot Insight database. You can use this to easily highlight and filter out just

those protein hits you think are present in the search sample, or are of particular interest.



Import assignment filter

« We can automatically direct a search result
to a location on the tree
«Based on matching e.g. user id, a substring in the
search title etc
« Import assighment filters can automatically
create new folders from search parameters

«E.g. Create a new folder named after the
quantitation method

«Parse out a substring from a field value and create
a new folder
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For that previous example, I simply allowed the search result to be imported into the
default location on the dataset explorer. However, you can override the default result
import location using an Import assignment filter. This is a filter that you can define in
the system which will direct a matching search, to a specified node on the system
explorer tree, overriding the default import location. In addition to that, Import
assignment filters can automatically create new folders on the tree based on the values of
search parameters, or by parsing out a string from a field.
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Example: Automatic data organisation
rn | Time course experiment [= =
« - 4 » Computer » data(D:) » Mascot Insight Examples » Time course experiment v & t P
{ Favorites
I Desktop Bio1_Omin_R1_1.RAW 4/11/2008 09:5 RAW File 4,401 KB
& Downloads Bio1_Omin_R1_2.RAW
L. Recent places Bio1_Omin_R1_3.RAW
| Bio1_Omin_R1_4RAW
~4 Libraries Bio1_Omin_R1_5.RAW
*| Documents Bio1_Omin_R1_6.RAW
o' Music Bio1_Omin_R1_7.RAW
= Pictures Bio1_Omin_R1_8.RAW
Videos Bio1_Omin_R2_1.RAW
Bio1_Omin_R2_2RAW
& Computer Biol_Omin_R2_3.RAW
& Local Disk (C)) Bio1_Omin_R2_4RAW
s data (D:) Bio1_Omin_R2_5.RAW
Bio1_Omin_R2_6.RAW
€ Network Biol_Omin_R2_7.RAW
| Bio1_Omin_R2_8.RAW
Bio1_Omin_R3_1.RAW RAW F 49,318 KE v
1,M0items 1 item selected 62.8 MB [H=
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Lets take a look at a real world example of how you might set up and use an
Import assignment filter. The Data Explorer displays a tree structure of folders,
results, and saved reports. You can make the structure as simple or as complicated
as you wish, but the idea is to organise results logically so as to facilitate merging
and reporting. For example, consider a quantitation experiment where 5 biological
samples are analysed at 12 time intervals and each analysis is performed in
triplicate (to give technical replicates). Each analysis involves 2D
chromatography, requiring the mass spectrometry analysis of 8 fractions. This one
experiment gives rise to 1440 Mascot search results. By grouping these results into
a logical hierarchy of folders, we can minimise the work required to merge results
and create meaningful reports.

In this case, the RAW data files are all in a single folder as shown, but the data file
names contain all the information that we need to automatically generate a
meaningful structure on the Data Explorer as the search results are imported.
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Example: Automatic data organisation

e “Bio1_5min_R1_5.RAW”
«Biological sample 1
e Time point 5 minutes
« Technical replicate 1
«Fraction 5

MASCOT : Mascot Insight © 2014 Matrix Science %[}EIEII(%{E

So, here we have an example filename from the dataset. The name structure of the raw
data file has been logically put together and breaks down like this:

Bio — Biological sample number
Time interval
R — Technical replicate number

Fraction number
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Example: Automatic data organisation

Id* iaf-000010

Y s Te tiels] Enldar hisrarchy fram filamama

escription Folder hierarchy from filename
Example import assignment filter to show how to create a tree folder
structure from the raw data file name

Notes

IAssrgn to* Ii i I
Child folder 1 | _DAEMON_taskname v Remove folder
Child folder 2 | _DAEMON datsfilename v WBio\d)_ Remove folder
Child Folders . -
Child folder 3 | _DAEMON_datafilename v _(\d+min)_ Remove folder
Child folder 4 | _DAEMON_datafilename ¥ | _(R\d+)_ Remove folder
ettt
Match o0
Field Toperator [value

Mascot security username v Equals ¥ || paemery

Add child folder Add filter rule 0K Cancel Apply
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Now we set up the import assignment filter. When we set up the search tasks in Mascot
Daemon, we’ll run the searches as my Mascot security user, and we’ll match the results
on that, so this import filter will only run on my Mascot search results. We have to select
the root node on the tree to associate the results with, in this case I’ve set up an project
node for the data called ‘Time course’. Now we want the system to automatically create
folders and group the fractions from the same technical replicate for each time point
together automatically. We can pull the required pieces of information out of the raw
data filename using regular expressions, as shown above. So, under the Time course
project node, we’ll generate a folder named after the task name we enter into Mascot
Daemon, then under that a folder for the biological sample, then the time interval and
finally the technical replicate.

Although in this example, the required data for the import filter is contained in the raw
data filename, it could be extracted from any other available field. For example, if the
raw files were organised in a meaningful directory structure on your hard drive, the same
structure could be re-created in the Explorer tree, automatically.
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JQuantitation examples
/De novo examples
JPRODTEST
_IMiscellaneous examples
_JASMS2014
E LI Time course
T61-)SC
JExamples used in the Mascot Insight tutorial
IYABBY
STHINKPAD-T520
JT440P-)SC
Jmiadmin
Jdaemon
/paemery
Jjcottrell
Jdcreasy
JUnassociated Mascot search results
!Trash
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Before we run the searches, this is what the explorer tree in Mascot Insight looks like
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Mascot Daemon |L|£-
File Edit Help
Status 1 Event Log 1 Task Editor ] Patameter Editor 1
Owner Task
ipaemery ;i ECei i:y::ie anesi and reiease ew ! fiun
Parameter set Data import filter
|D:\Mascnt Insight Examples\Time course e_I |Mascol Distiller L] Options ...
Data file list Schedule
Drag and drop data files into the area below @ Start now
of click on Add .. C Staat [11:3413 =~ [23 May 2013 =l
D:\Mascot Insight Examples\Time course & " Reaktime monitor
D:\Mascot Insight Examples\Time course & © Followup ity |0 ~!
D:\Mascot Insight Examples\Time course &
D:\Mascot Insight Examples\Time couise € Aiors
D:\Mascot Insight Examples\Time course &
D:\Mascot Insight Examples'\Time cowrse & I Auto-print results Extemal processes ..
D:\Mascot Insight Examplesi\Time course €
D:\Mascot Insight Examples\Time course & Follow-up
D:\Mascot Insight Examplesi\Time course =
N\Masent Insinbt Fyamoles Time coree & |No follow-up required ~| o
< w >
r
Delete | AddFoider. | AddFies . | r 1 ] [des =
[~ Merge MS/MS files into single search ~ I None ;I
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We set up the task in Mascot Daemon as normal, making sure we choose Mascot Distiller

as the import filter and, since this is an N15 quantitation dataset, we’ll set it to
automatically carry out quantitation using Mascot Distiller as well. When a search is

completed, the result will automatically be imported into Mascot Insight, and the Import

assignment filter we set up will direct it to the desired location on the explorer tree.
When Daemon completes quantitation for a dataset, the quantitation results are also
automatically uploaded and imported.
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Mascot I

User: Patrick Emery | 0 unread notifications | Preferences

prodtestmatrixscience.co.uk:

Administration | Help | Logout

any field v || Equals v

Limit search to selected nodes?
Include trash in searches?
Search | | Add | | Clear

No records found.

0 items found, displaying 0 to 0
[First/Prev] 1 [Next/Last]

Field Operator Value

* Match all

I ' Match any

Selected nodes
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So that when the searches have completed, the explorer tree now looks like this - with a
total of 181 folders automatically created under the ‘Time course’ project node, and
under each of those folders the eight fractions for each technical replicate at each time
interval, all without any manual intervention after the import assignment filter had been

set up.

26



' [ Ostaset Explorer x \
€ cnH

prodtestmatrixscience.co.uk:

Mascot Insight

User: Patrick Emery | 0 unread notifications | Preferences

Administration | Help | Logout

Field Operator Value
Any field v | Equals v
® Match al
Limit search to selected nodes?

Include sh in searches?

Search Add Clear

No records found.
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Now we need to merge each of those groups of eight fractions into merged search results.

Because the results are grouped together on the tree in the way we want to merge them,
to do this we just need to right click over the ‘Time course’ project node (the common
parent node) and select the ‘Merge sibling results’ option from the context menu.

The system will then run through the dataset, merging together search results at the same
level of the tree so, all of the fractions for each technical replicate will be merged
together. More advanced, manual merge options are available if you need to do some
additional processing when carrying out the merge — for example, if you have rotated the
samples around iTRAQ report ions channels between replicates
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Field Operator Value
Any field v || Equals v
® Match all © Match any
Limit search to selected nodes?

Include
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Search Add Clear

I cydle arrest and release | ® 14 Type Exten | Description Notes |

No records found.

0 items found, displaying 0 to 0
[First/Prev] 1 [Next/Last]

Selected nodes
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When the merge is completed, the organisation of the search results on the tree will have
changed, so that each of the eight fraction search results for each technical replicate of
each time interval is now a child node of a new ‘Merged searches’ result node. Now that
we have all of the merged search nodes generated, we can use them just like any ‘normal’
search result node and view them in MIRA, or generate reports from them.

28



| [ Ostaset Explorer x \

[ 2 CnH prodtestmatrixscience.co.uk

Mascot In

User: Patrick Emery | 0 unread notifications | Preferences | Administration | Help | Logout

MASCOT

Field Operator Value
any field v || Equals v

* Match all

Limit search to selected nodes?

Include trash in searches?

Search Add Clear

No records found.

0 items found, displaying 0 to 0
[First/Prev] 1 [Next/Last]

Match any

Selected nodes

: Mascot Insight

© 2014 Matrix Science

MATRIX
SCIENCE

Now that we’ve merged the results, we want to set the peptide false discovery rate to 1%

for all of the searches. Again, we can do this for all the searches by right clicking over
the ‘Time course’ project node and selecting Adjust search settings’
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CH prodtestmatrixscience.co.uk:

Mascot Insight

User: Patrick Emery | 0 unread notifications | Preferences | Administration | Help | Logout : Version: 2.5.1

Result parameters are shown for all Mascot search results under the selected nodes. Leave a parameter value blank if you do not want to set the parameter

Protein family summary ¥ | Protein scoring v

Significance threshold

Max. number of hits/famiies | AUTO ¥ lons score or expect cut-off 0.0
Show subsets 0 Dendrograms cut at
Adjust FOR to 1% v Using

Quantitation settings

Protein o type Average * Normalisation None

Outh oval Automatic v | Min = peptides

Min, precursor charge

Peptide threshold At least homology ¥ | Peptide threshold value
False v
0.7 Std. Erm. threshold 0.1
Apply fraction threshold? |False ¥ Fraction threshold

Apply Cancel
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On the form that opens we can set the target FDR and any other search and quantitation
settings that we wish. I’m sure you’ll appreciate how powerful it is to be able to change
settings like these across tens or hundreds of files from a single form - the changes you
make here are saved in the database, so you don’t need to keep adjusting them every time
you want view the dataset.

That was a fairly complex example of how you can use an import assignment filter, and
often the desired folder structure would be much simpler. However, it does illustrate that
you can easily and automatically create a complex, organised folder structure in Mascot
Insight.



Reports and exports

» Ships with some 30 reports covering
« Quantitation comparison, qc and clustering
« Gene ontology
e Interactions database analysis

«Shared protein and peptide comparisons
«Scatter plots, histograms etc
« Statistics export

« Publication export (MCP guidelines)
e More in a later presentation....
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The system ships with some 30 reports designed specifically for proteomics data. These
cover a wide range of areas such as result comparison, quantitation and quantitation
clustering/grouping, Gene Ontology analysis, Interactions database analysis and general
graphing reports such as scatter plots. You can also write your own reports. In a later
presentation, Richard will be showing you some examples of the available reports.
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Summary
e Server based

«User installable
« Organise your results

« Automatically import, assign & merge Mascot results
« Generate reports and export data

« Proteomics specific reports
* Many different report and export types

» Write your own reports

« Java AP|
* Inexpensive
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So, in summary, Mascot Insight is a new server based application — It can be installed on
the same server as your Mascot server, but currently only if you’re running Mascot on a
Windows system (we are planning to release a Linux version). It allows you to easily
organise your search results, and allows automatic import and assignment of Mascot
search results. It allows you to merge Mascot search results, including all types of
quantitation dataset.

The system ships with a large number of reports built into it, which cover areas such as
protein and peptide level comparisons between datasets, various quantitation based
reports including reports for comparison, ratio clustering and quality control. You can
carry out Gene Onotology analysis of your data, including looking for enriched and
depleted GO terms compared with a reference proteome and generate reports based on
molecular interactions databases in the PSI-MITAB format.

The results of these reports are easily exported from the system, and there are various
other export options.

And, if you have a specific report you want to be able to generate, you can write your
own reports in Java using a common API across different result formats. Richard will be
giving an example of this in his presentation later on.

Finally, Mascot Insight is not expensive to license — licensing cost is related to the
number of CPUs licensed for the associated Mascot server, not ‘per seat’.
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