liuxs@shanghaitech.edu.cn

Ixjneuro@csu.edu.cn

Dears Dr Xuejun Li and Dr Xue-Song Liu,

| am writing to kindly request your help with a few (possibly bug) issues we have
encountered with the UCSCXenaShiny APP.

The application has been essential for both expediting analysis and training students.
We run the APP from RStudio (2021.09.1 Build 372 in Windows 10).

We encountered three issues with the download of PDF and png plots for the following
Quick PanCan Analysis functionalities:

Quick PanCan Analysis — TCGA Survival Analysis
Problem 1.1: PDF and png downloads are corrupted

Problem 1.2: The “number at risk” and “Number of censoring” tables do not plot in R
Studio.

Quick PanCan Analysis - PCAWG Molecular Profile Cox Analysis

Problem 2.1: the download bottom for PDF or png does not appear.

Quick PanCan Analysis — PCAWG - Survival Analysis

Problem 3.1: PDF and png downloads are corrupted (PDF) or empty (png).

| reproduced the issues in several PC and notebooks.
| am attaching the print screen views of the errors.

| much appreciate your help with these issues.
Kindly yours.

Enrique
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Quick PanCan Analysis — TCGA Survival Analysis
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Problem 1.1: PDF and png downloads are corrupted
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Corresponding view in RStudio (2021.09.1 Build 372 in Windows 10)
Problem 1.2: Note that the “number at risk” and “Number of censoring” tables do not

plot in R Studio
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Quick PanCan Analysis — PCAWG Molecular Profile Cox Analysis

Browser view

Problem 2.1: download bottom for PDF or png does not appear.
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Quick PanCan Analysis — PCAWG — Survival Analysis
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	liuxs@shanghaitech.edu.cn

	lxjneuro@csu.edu.cn

	Dears Dr Xuejun Li and Dr Xue-Song Liu,

	I am writing to kindly request your help with a few (possibly bug) issues we have encountered with the UCSCXenaShiny APP

	The application has been essential for both expediting analysis and training students.

	We run the APP from RStudio (2021.09.1 Build 372 in Windows 10).

	We encountered three issues with the download of PDF and png plots for the following Quick PanCan Analysis functionalitis:

	Quick PanCan Analysis – TCGA Survival Analysis

	Problem 1.1: PDF and png downloads are corrupted

	Problem 1.2: The “number at risk” and “Number of censoring” tables do not plot in R Studio.

	Quick PanCan Analysis – PCAWG Molecular Profile Cox Analysis

	Problem 2.1: the download bottom for PDF or png does not appear.

	Quick PanCan Analysis – PCAWG – Survival Analysis

	Problem 3.1: PDF and png downloads are corrupted (PDF) or empty (png).

	I reproduced the issues in several PC and notebooks.

	I am attaching the print screen views of the errors.

	I much appreciate your help with these issues.

	Kindly yours.

	Enrique

	Issue 1

	Quick PanCan Analysis –  TCGA Survival Analysis

	Browser view

	Problem 1.1: PDF and png downloads are corrupted/

	/

	Corresponding view in RStudio (2021.09.1 Build 372 in Windows 10)

	Problem 1.2: Note that the “number at risk” and “Number of censoring” tables do not plot in R Studio

	/

	Issue 2

	Quick PanCan Analysis –  PCAWG Molecular Profile Cox Analysis

	Browser view

	Problem 2.1: download bottom for PDF or png does not appear.

	/

	/

	/

	Issue 3

	Quick PanCan Analysis – PCAWG – Survival Analysis

	Browser view

	Problem 3.1: PDF and png downloads are corrupted (PDF) or empty (png).

	/

	/

	png empty

	/


