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Fig 12.

To ensure that you have performed the Intersection function correctly, look in the

Output and Notes pane for the phrase “Creating new protein set by function:
Intersection(Cell_Type_1,Cell_Type_2).” Note: You may need to scroll up to see

this (Figure 13).

Fig 13.

Protein Set Parameters

Output and Notes

Mormalization methed: total spectral counts in protecme

Creating new protein set by function: Intersection{Cell_Type_1.Cell_Type_2).

DONE!

Summary of results:
Total number of peptides: 8425
Mumber of unigue peptides: 1132
Mumber of protein groups: 186
Mumber of proteins: 191
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Difference

The Difference function allows you to compare two protein sets to determine proteins
unique to either protien set. In this section, we will demonstrate this by comparing the
two protein sets Cell Type 1 and Cell Type 2 to find proteins unique to each set (Figure
14).

e To begin, select protein sets Cell Type 1 and Cell Type 2 by checking the boxes
adjacent to their names at the top of the ProteinSetViewer.

e Next, choose the Difference Function from the drop-down menu located in the
upper right hand corner of the ProteinSetViewer.

Fig 14.
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e Inthe Protein Set Name field assign a name for the protein set. For simplicity, we
have chosen to name the set Difference.
e Now Press the GO! Button located at the top of the screen.
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Fig 15.
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¢ In the Available Protein Set Bar, you will notice that there are now two new
protein sets (you may need to scroll to the right using the arrow keys) Difference
and Difference_1.

e The reason for this is that the first protein set output (Difference) is all the
proteins that are unique to the first protein set selected (Cell Type 1). The second
protein set (Difference_1) is all of the proteins that were unique to the the second

protein set selected (Cell Type 2).

e To o verify how the new protein sets were createdscroll up in the Output and
Notes panel. Difference and Difference_1 will display the message “Creating new
protein set by function: Cell_Type_1 MINUS Cell_Type_2.” And “Creating new
protein set by function: Cell_Type_2 MINUS Cell_Type_1.”, respectively.
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Fig 16 (Difference)
Protein Set Parameters Output and Notes
Mormalization method: total spectral counts in proteome Creating new protein set by function: Cell_Type_1 MINUS Cell_Type_2.

DONE!

Summary of results:
Total number of peptides: 1429
Mumber of unique peptides: 243
Number of protein groups: 89
Mumber of proteins: 90

Fig 17 (Difference_1)

Protein Set Parameters Output and Notes

Mormalization methed: total spectral counts in proteome Creating new protein set by function: Cell_Type_2 MINUS Cell_Type_1.
DONE!

Summary of results:
Total number of peptides: 284
Number of unique peptides: 117
Number of protein groups: 28
Number of proteins: 38

Union

The Union function gives the user the ability to combine protein sets. In this section, we
will demonstrate how to utilize the Union function to combine the protein sets Cell Type
1 and Cell Type 2.

e To begin, select protein sets Cell Type 1 and Cell Type 2 by checking the boxes
adjacent to their names at the top of the ProteinSetViewer.

e Next, choose the Union function from the drop-down menu located in the upper
right hand corner of the ProteinSetViewer.

e Inthe Protein Set Name field assign a name to the protein set. In Figure 18, we
have chosen to name the set Union_1-2.

e Now Press the GO! Button located at the top of the screen.
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The Union function can be verified by scrolling up in the Output and Notes panel.

You will see the phrase “Creating new protein set by function:
Union(Cell_Type_1,Cell_Type _2).”

Fig 19.

Protein Set Parameters

Output and Notes

Mormalization method: total spectral counts in protecme

Creating new protein set by function: Union{Cell_Type_1,Cell_Type_2).
DOME!

Summary of results:
Total number of peptides: 10133
Mumber of unique peptides: 1481
Number of protein groups: 311
Mumber of proteins: 217

Note: Union does not simply add one protein set to the other, but it also eliminates all

redundancy between both sets. For verification, note that heat shock protein 8 is the most

abundant protein in both protein sets Cell Type 1 and Cell Type 2. However, in protein set

Union_1-2 heat shock protein 8 is only listed once.

You have now completed the Managing Protein Sets Tutorial
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