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(1) Getting Started

What is This?
This software is provided as a supplement to the PLoS Genetics article:

Homann OR, Dea J, Noble SM, Johnsor2®@YA Phenotypic Profile of thEandida albicanRegulatory
Network.PLoS Genéi(12):e1000783d0i:10.1371/journal.pgen.1000783

All images (anthe associateghphenotype scores) used in this study can be viewed using the software, as
can numerous images that were not used in the analysis (e.g. photos taken after day 4 and additional
media types).

System Requirements

This software runs on PC/MAC/LIN&IX requires Java v1.5 or higherAnactive internet connection is
also required as the ~100,000 images are stored on the Candida Genome Database and retrieved as
needed.

Running the Software
First, download the file from CQGBat correspomlsto your operating system. Next, follow the OS
specific instructions below.

Windows Users
Unzip the downloaded file, and you will see a folder titledenotypeViewer Navigate into
this folder and doublelick the LaunchPhenoView.eXde to start the program.

Mac Users
Unzip the downloaded file and doubtdick the application to start the progranNote that the
text looks a bit jagged on the Mac (compared to PC), so | recomosng aPC if available.

Linux Users
Unzip the downloaded filgnd navigate to th&PhenotypeViewetNTERNAIUSEfolder. Run
the program from the command line using the following:

java-Xms256mxXmx512mDsubstancelaf.theme=org.jvnet.substance.theme.SubstanceEbonyTheme
Dsubstancelaf.watermark=org.jvnet.substarnveatermark.SubstanceFabricWatermark
Dsubstancelaf.buttonShaper=org.jvnet.substance.button.ClassicButtonShapPhenoView.jar

As you can see, the command is rather wordy, so | recommend making yourself a script for
future launches.

If you'd rather just dive into the software and see if you can intuit the interface, be sure to at
least skim the next few pages for theld red text

About the Images
The majority of the images are displayed as inverted béaakwhite photographs. In@ne cases,
particularly when colony color was relevant (e.g. CHROMagar), color photographs are provided instead.

About the Strains

The deletion strains utilized for phenotyping are described in the manuscript. When available, multiple
isolates were inclued for testing. The isolate names do not have any particular meaning, beyond the
fact that the isolates named'and 'Y are guaranteed to be independently derived and are available to
the Candidacommunity via the Fungal Genetics Stock Ceritttpy//ww w.fgsc.net).
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(2) Filter Screen

B Candida albicans Phenotype Browser
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Overview

When the software loads, you will be greeted with this screen. Here you can define your search
parameters and then launch a new tab that displays the resulting phenotype images inFddteeiew
or Table Viewusing the buttons at the bottom of the screen (these views are described lak&ars.
software isn't exactly speedy, and yowill encounter a few seconds of delay between pressing the
'FILTERbutton and the opening of the resulting tab.

Choosing Search Parameters

There are seven categories that can be used to refine your search, each defined by a white border with
white text Plate TypesKnockoutsPhenotyping Waveetc.). These category names and almost

everything else in the software display additional popup text that appears when you hover your

mouse over themmost of the information in these pepps will not be repeated in this manual)

Any item with a yellow symbol is included in the phenotype image sear8y default, everything is
selected except for the deletion strains (in the image abiovefglandk fskolhave been selected).
Thus, you will need to select at least one item in tK@mockoutscategory before you can view
phenotypeimages
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Here are dew additional tips for setting up your search:

1 If you are only interested in newild-type growth or morphologyphenotypes, deselect th&Vild-Type label ineither
the Morphology Scorer the Growth Scoreategories ¢trl+clickto toggle a single itermithe list on/off)

1 By default, the items in thBlate Type@andPhenotyping Waveategories are condensed into general groups (e.g. The
"Morphology Media" item in théPlate Typeategory includes many different media formulations). You can expand
these Ists using thelNDIVIDUALbutton to select/deselect single items rather than doing so by group.
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(3) Plate View

B Candida albicans Phenotype Browser
Settings
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Save Image

Overview

Once you have set up your filtering options and pressed the 'FILTER: PLATE VIEW' button, the software

will open a new tab that looks something like the screengtimive ThePlate Viewdisplays all images

in the same position that they were stamped on fhlate, and was used during scoring to identify
position-dependent variation that was not indicative of a true phenotype. One exception to this rule is

the PhenotypingWave G KI 0 SEIlI YAYSR 02t 2yASa FINA&AAYI FNRBY &A
stacled vertically (and’able Views recommended).

Right Side: Currently Selected Plate

On the right side of the image you can see a day 7 image of a reconstructed CHROMagar plate from the
primary phenotyping screen. Each image has a header with the narhe géhe deleted in the strain

and the name of the deletion strain isolate (typically 'X' or 'Y"). gfhen headeis reserved for the

wild-type control and theblue headelis reserved for any strain that was part of the filtering query (i.e.

this strainis the reason that this plate is inded in the list to the left).Click on any image to copy it to

your clipboard, or click on the 'Save Image' button to save a copy of the entire reconstructed plate.

Scored phenotypes are indicated using colored barslaround the images, with the colors
corresponding to the colors shown in the filter screeifhe lefitop borders indicateanygrowth
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phenotype, and the rightiottom borders indicate anynorphology phenotype. In the image above, no
growth phenotypes weg called but multiple morphology phenotypes are evident (blue borders). Hover
your mouse over the image to see the phenotype associated with the color.

Sometimes you will see blank spots in the reconstructed plates with text redhkotytietd These
blanks are present because either: (1) no strain was plated at that position, (gir#e included in this
regionwas not relevant to the phenotyping study, or (3) a mistake was made when plating at this
position.

Left Side: Selection Tree
The column orthe left side of thePlate Viewprovides an expandable tree sorted as follows:

Plate Typey Phenotyping Wavéd, Temperatureh Day of Photograph

The entries available in the tree are those that passed your filtering criteria. Open and close any node in

the tree by doubleclicking, with the exception of the leaf nodedy of Photograph which you can

singleclick to change the currently selected plate on the right side of the screen. By default when you

open thePlate Viewthe first plate node will beampletely expanded and the remaining nodes will be

Ot 2aSR® 6,2dz Oy yI@A3alIGS GKS GNBS dzaAy3da (GKS mka@
arrow keys.)
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(4) Table View

Overview

TheTable Viewdisplays all results passing the filter in a sortable table in which the mutant strain image
is juxtaposed with the control (wilthpe) strain image from the same plate. As with Blate Viewthe
phenotype scores are displayed using caloded bordersand popup text.Note that the days on which
photos were taken varied depending on temperature and medium, and thus some places on the table
will display No Imagélabels.

Sorting the Table
You can sort a column of the table by clicking on the headeyd¢te through the
ascending/descending/nsort options. Hold downCtrl to set up a sort on additional columns.

Jump to Plate View
For any image you can open a popup menu by figjbking that gives the option to open the entry in
Plate View

Settings Options

Clicking theSettingsoption in the topleft corner of the software reveals two options that provide
additional control over which images are displayedable View (By default both options are enabled;
changing the options does not affect existifigble Viewabs.)









