
1. Homepage: 

• The homepage features a top navigation bar that links to all major modules: Home, 

Rhythmicity, Virulence Factors, Drug Interactions, Download, Team, Contact, and Help. 

• The Rhythmicity module includes dropdown menus for selecting a biological entity (Parasite, 

Host, Vector) and an omics layer (Transcriptomics, Proteomics, Metabolomics), enabling 

quick access to time-series datasets.

Navigation bar

2. Data 

Visualization: The 

section presents 

key dataset 

categories as an 

interactive pie 

chart. Users can 

select any segment 

to navigate directly 

to the 

corresponding 

dataset, enabling 

quick and intuitive 

access to specific 

data groups.



3. Search bar:  A dedicated search panel enables queries by name, ID, or description, returning 

matched entries with organism details, functional annotation, omics type, and rhythmicity status 

(significant/nonsignificant). Selecting a result opens the corresponding detailed expression or 

abundance profile. This feature enhances transparency and usability, ensuring that users can 

easily navigate and understand the scope of PlasmoRhythm from the very first page.

Result



4. Molecular Rhythmicity viewer (MRV):  The MRV offers a direct entry point on the 

homepage/main menu to explore transcript-level time-dependent expression profiles across 

hosts, Plasmodium parasites, and mosquito vectors. All panels share a uniform interface, 

ensuring a consistent user experience regardless of the selected organism. Users can search 

and filter genes by PlasmoDB ID, name, species, strain, or experimental condition, and compare 

results across multiple datasets. 

Select the 

species 

Select the dataset/experimental 

condition/study

Scroll down to see more 



Click here

Here, the user can select the 

desired model and statistical cutoff. 

The user can select the model and check the available model fitting 

using the raw data. Subsequently, the user can scroll down to review the 

rhythmic profiles and statistical values of the other datasets.  



5. Rhythmicity of virulence factor (RVF):  

• The RVF module provides access to curated Plasmodium virulence gene families, including 

PfEMP1, RIFIN, STEVOR, MSP, SERA, CLAG, and FIKK kinases. Users can select the 

species (P. falciparum or P. vivax) and browse rhythmic expression profiles of these gene sets. 

• The interface displays each gene family as a selectable category; choosing a category 

retrieves its corresponding time-series expression data and rhythm parameters (period, phase, 

amplitude).

• Gene Ontology (GO) terms and identifiers linked to each virulence gene are available directly 

within the module, enabling quick functional interpretation. 

• The RVF module supports comparison across datasets and experimental conditions, allowing 

users to evaluate temporal expression dynamics and identify patterns relevant to invasion, 

immune evasion, and other virulence-associated processes.

User can either directly select from the homepage or the navigation panel



Click here

A literature-derived set of putative virulence-associated genes from P. falciparum and P. vivax, 

compiled from peer-reviewed studies and annotated with functional categories and GO terms 

from the PlasmoDB database (PlasmoDB). This module presents high-resolution transcriptomic 

rhythmicity profiles of these factors across the intraerythrocytic cycle. A comprehensive list of 

curated virulence factors, annotations, GO terms, and references is provided in 

the Download tab

Scroll down to see more Scroll down to see more 

https://plasmodb.org/plasmo/app


6. Rhythmicity of interactors of antimalarial drug (RIAD):  

• Allows users to select a species (P. falciparum, P. chabaudi, P. vivax, or Homo sapiens) to 

explore drug–gene interactions.

• Displays a curated panel of FDA-approved antimalarial drugs, each shown as a clickable 

button.

• Selecting a drug retrieves the corresponding list of predicted or literature-supported gene 

interactors for the chosen species.

• Provides interactive time-series expression plots for each interactor, enabling exploration of 

rhythmic transcriptional patterns.

• Offers downloadable rhythm parameters (period, phase, amplitude, p-value, q-value) for 

further analysis.

Click here

One can select it from top navigation as well as from homepage shortcut 

Select species



Scroll down to see more 

Scroll down to see more 



7. Downloads

• The Downloads page provides direct access to all datasets in PlasmoRhythm. Users can 

download rhythmicity outputs for transcriptomics (across parasite, vector, and host species), 

metabolomics (P. falciparum), proteomics (P. falciparum, A. stephensi), virulence factors, and 

curated drug–gene interaction files. Each module is presented as a clickable card, allowing 

quick retrieval of species-specific datasets for external analysis.

Click here for downloading 

the datasets



The Help page allows users to submit their own datasets for inclusion in PlasmoRhythm. A 

simple form is provided to enter contact details (name, email, institute), an optional PubMed 

link, and to upload a file. After completing the form, users can submit their dataset for 

review by the PlasmoRhythm team.
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