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Abstract

Objectives Candida albicans, a polymorphic yeast, is one of the most common, opportunistic fungal pathogens
of humans. Among the different morphological forms, opaque form is one of the least-studied ones. This opaque
phenotype is essential for mating and is also reported to be involved in colonizing the gastrointestinal tract.
Considering the significance of the clinical and sexual reproduction of C. albicans, we have investigated the
morphophysiological modulations in opague form using a proteomic approach.

Data description In the current investigation, we have used Micro-Liquid Chromatography-Mass Spectrometry
(LC-MS/MS) analysis to create a protein profile for opaque-specific proteins. Whole-cell proteins from C. albicans
(ATCC10231) cells that had been cultured for seven days on synthetic complete dextrose (SCD) medium in both
as an opaque (test) and as a white (control) form cells were extracted, digested, and identified using LC-MS/MS.
This information is meant to serve the scientific community and represents the proteome profile (SWATH Spectral
Libraries) of C. albicans opaque form.
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Objective of the least studied morphological forms of C. albicans

Candida albicans is a polymorphic, opportunistic patho-
gen of humans that exists in various morphological forms
and sizes, including yeast, hyphae, pseudohyphae, chla-
mydospores, and white and opaque cells and in two dif-
ferent forms of growth, i.e., planktonic and biofilms [1-6].
This is the first study presenting an opaque cell-specific
proteome dataset. Opaque form of C. albicans is still one
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[7]. Not many studies are available on the pathogenic-
ity, metabolic preferences, mating abilities, interactions
with the host’s innate immune system, and sensitiv-
ity to environmental cues of opaque cells [7, 8]. Thus, it
is an attempt to understand the morphophysiology of
opaque form and its significance, especially in virulence
and immune evasion is crucial. These results provide
important insights into understanding the morpho-
physiological modulations in C. albicans (ATCC10231)
opaque form growth using synthetic complete dextrose
(SCD) medium. Quantitative proteomics for opaque
form growth is included in our final article [6]. It would
be helpful for the scientific community to investigate the
regulation of phenotypic switching in C. albicans. It will
also aid in studying how C. albicans evade the immune
system.
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Table 1 Overview of data set related to the proteomic dataset of
opaque form growth of Candida albicans

Label Name of data file/ File types Data repository
data set (file extension) and identifier
(DOl or acces-
sion number)
Data  Proteomic data of Raw files (wiff MassIVE
set 1 opaque form responsive  and scan) (https://doi.
proteins of Candida and Peak files 0rg/10.25345/
albicans ATCC10231 (mzML). C5BC3T662) [13]

Data description

This is the raw data from our published study on the
changes in morphophysiology and molecular architec-
ture under opaque form of C. albicans (ATCC10231) [6].
The SWATH-MS (Sequential Window Acquisition of all
Theoretical fragment ion spectra Mass Spectrometry)
method creates a spectral library [9-12]. Information-
dependent acquisition (IDA) files were obtained from
combined peptide data of both forms of growth (opaque
and white) and were used to create the spectral library.
Further, the spectral library was used to get a list of dif-
ferentially expressed proteins among test (opaque) and
control (white) growth through SWATH acquisition. The
details of the datasets linked to this article are given in
Table 1. The dataset includes an expression analysis of
all proteins under both the forms of growth. In addition
to this, the functional annotation was carried out using
CGD (Candida Genome Database), SGD (Saccharomyces
Genome Database), David software, and UniProt Data-
bases [6]. A detailed procedure for sample preparation is
given in our article [6].

Limitations

+ Current data is of in vitro growth of C. albicans
opaque form growth.

+ The micro-LC-MS platform used to generate the
data has a lower resolution than nano-LC-MS/MS
data or other high-resolution platforms.
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