Brief guide for analyzing a default example in

ALICE — Run the example in 10 minutes

This user manual provides a brief illustration about how to run a default example in
ALICE in 10 minutes. In this example, ALICE provides the “log2 ratio and strength data”
file from a normal sample genotyped using the Affymetrix Axiom SNP array; the data
has been included in ALICE. This brief guide is structured as follows: Part 0 illustrates
how to download and execute ALICE. Part 1 illustrates how to obtain a six-panel plot
in a whole-genome analysis of AF, LOH/LCSH, Al, and CNV/CNA using the “Main
Functions” component. Part 2 illustrates how to have a detailed visualization of the
regions of AF, Al, LOH/LCSH, and CNV/CNA using the “Genome Browser” component.
Part 3 illustrates how to obtain an integrated display of the graphical outputs of AF,
Al, LOH/LCSH, and CNV/CNA using the “Aberration Integration” component.

Part 0 — “Download and Initialize ALICE”

Step 1: Download the compress file of ALICE software [ALICE_X_Ybit.zip with X =
“large” or “small”, Y = “32” or “64”] from the ALICE website

(http://hcyang.stat.sinica.edu.tw/software/ALICE.html).

Step 2: Decompress the zip file and save the unzip files to the directory “C:\".

Step 3: Execute the ALICE executable file (ALICE_X_Ybit.exe; icon: %) to initialize
ALICE. The ALICE interface will appear. Note: (1) If you run this example in a
64-bit machine, please right-click the executable file and choose to execute
the file as a system administrator; (2) The system requirement of RAM for this

example is > 4 GB.
Part 1 — “Main Functions”

Step 4: Execute ALICE by clicking the “Run” button in the ALICE interface (— == 1)
(see Figure 1). No need to set parameters.
Step 5: Check the text file “C:\Logfile_D_T.txt” to know the analysis progress; in the

file name, D and T indicate the execution date and time, respectively.


http://hcyang.stat.sinica.edu.tw/software/ALICE.html

Step 6: See a six-panel plot (see Figure 2). The plot will be saved in
“C:\ALICE\Example\Output\Demo\Sample_CHB\Sample_CHB_SixPanel.tiff”.

Step 7: The parameters in this analysis will be shown in the interface.
Part 2 - “Genome Browser”

Step 8: Click the tab “Genome Browser” (! “*"™****'l) to switch to the “Genome
Browser” page of ALICE (see Figure 3).

Step 9: Execute ALICE by clicking the “Run” button in the ALICE interface (— == 1)
(see Figure 3). No need to set parameters.

Step 10: Check the text file “C:\Logfile_D_T.txt” to know the analysis progress; in the
file name, D and T indicate the execution date and time, respectively.

Step 11: See all genes located in a region from 23.8 to 32 Mb on chromosome 22
(see Figure 4).

Step 12: Have a detailed visualization of AF, Al, LOH/LCSH, and CNV/CNA in the target
region (see Figure 5). The results will be saved in
“C:\ALICE\Example\Output\Demo\Sample_CHB\SAMPLE_CHB_Chr22_23800
000-32000000.tiff”.

Step 13: The parameters in this analysis will be shown in the interface.
Part 3 — “Aberration Integration”

Step 13: Click the tab “Aberration Integration” (=-=-=--=1) to switch to the “Aberration
Integration” page of ALICE (see Figure 6).

Step 14: Execute ALICE by clicking the “Run” button in the ALICE interface
(—==__1) (see Figure 6). No need to set parameters.

Step 15: Check the text file “C:\Logfile_D_T.txt” to know the analysis progress; in the
file name, D and T indicate the execution date and time, respectively.

Step 16: See an integrated display of the graphical outputs of Al + LOH/LCSH +
CNV/CNA on chromosome 22 (see Figure 7). The results will be saved in
“C:\ALICE\Example\Output\Demo\Sample_CHB\SAMPLE_CHB_Chr22_16628
321-51213613(AI_LOH_CNV).tiff”.

Step 17: The parameters in this analysis will be shown in the interface.



FIGURES

Figure 1. The interface of ALICE software—The component “Main Functions.”
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1. Type of analysis:
& Unpaired analysis
€ Paired analysis C
2. Input/output path:
Directory of datainput:  Example

Directory of result output: | j @4 DE

3. Data format:
Genome-wide SNP amay:  Affymetrix: Axiom - o
Input data format: ¢ CEL-based
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4. Statistical analysis:

Intensity data preprocessing: CNV/CNA segmentation: AVLOHALCSH/CNV/CNA detection:
Log2-scale transformation: ¢ No & Yes Significance level: 0.01] _l_l Genotype-specific reference:  No & Yes
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Cut-off for Hl values of sig. segments: 0
Segmentation algosithm: ¢* RawCBS (¢ Quick CBS

5. Output:
Numerical output: Graphical output:
SaverawR data (*RData) ¢ No & Yes Indiv-sample figure: @ AF figure Cross-sample figure: |7 Alfigure
Save APT output: & No ™ Yes ¥ Sipanel figure ¥ LOH/LCSH figure
Data description: ¢« No & Yes [V CNV/CNA figure
Individual numerical output: ¢ No & Yes
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Figure 2. A six-panel plot in a whole-genome analysis of AF, LOH/LCSH, Al, and
CNV/CNA.
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Figure 3. The interface of ALICE software—The component “Genome Browser.”
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Main Functions| Genome Browser |Aberration Integration |

Directory of data input: Example
Directory of result output: |
€ Single-sample visualization:

Group of the sample to be visualized: | C

1D of the sample to be visuzlized: |

_ mm |

Target genomic region: [e-e- Chrl-1-1500000 or ChrX-1,000,000-end
Genetic markers in the analysis [T SNPoaly [T SNP+CNV
Types of analysis plot: T AF O AL [T LOHLCSH [ CNV/CNA (CBS segmentation) @4 cE
[T CNV/CNA (vs. reference) I~ P-value of CNV/CNA statistic |
© Multiple-sample visualization using batch mode: rv‘ce
Path of the batch file [ J

Figure 4. The interface of ALICE software—The component “Genome Browser.” The

genes located in a region from 23.8 to 32 Mb on chromosome 22 are shown.
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Figure 5. A detailed visualization of the regions of AF, Al, LOH/LCSH, and CNV/CNA

from 23.8 to 32 Mb on chromosome 22.
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Figure 6. The interface of ALICE software—The component “Aberration Integration.”
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Figure 7. An integrated display of the graphical outputs of Al + LOH/LCSH + CNV/CNA

on chromosome 22.
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