PlasmoDB
PlasmoDB (http://PlasmoDB.org) is a functional genomic database for Plasmodium spp., a set of single-celled eukaryotic pathogens that cause human and animal diseases, including malaria.  It provides a resource for data analysis and visualization in a gene-by-gene or genome-wide scale. PlasmoDB belongs to a family of genomic resources that are housed under the EuPathDB (http://EuPathDB.org) Bioinformatics Resource Center (BRC) umbrella. The latest release, PlasmoDB 10.0, contains numerous new data types from several broad categories—annotated genomes, evidence of transcription, proteomics evidence, protein function evidence, population biology and evolution.

PlasmoDB can be used in two general ways by the user: (i) To retrieve all available information associated with a particular gene of interest using a search for an exact gene ID, gene name or gene product name. (ii) To ask single questions and/or conduct a series of searches followed by refining the results by combining them or subtracting them from one another. Starting with the PlasmoDB home page, a user can perform a quick search by entering an identifier or test term, or select a specific query from a number of drop-down menus. Alternatively, queries may be accessed by visiting the ‘Tools’ section of PlasmoDB, which includes a grid displaying all available queries/searches.

TOOLS
BLAST

One can find genes, genomic sequences, ESTs, Isolates, or ORFs that have BLAST similarity to the input sequence.

1. Retrieve Sequences
User can retrieve Plasmodium sequences by three types of specific IDs like Gene IDs, Genomic IDs and ORF IDs. The type of sequences can be protein, CDS, transcript and genomic.
2. PubMed and Entrez
Here user can find various PubMed articles on Plasmodium and GenBank sequences for Plasmodium.
3. Genome Browser
It contains the reference sequence and working draft assemblies for a large collection of Plasmodium genomes.

Pathogen Portal 

The Pathogen Portal supports and links to five Bioinformatics Resource Centers (BRCs). Each BRC specializes in a different group of pathogens, focusing on, but not limited to, pathogens causing (Re-)Emerging Infectious Diseases, and those in the NIAID Category A-C Priority Pathogen lists for biodefense research. The scope of the BRCs also includes Invertebrate Vectors of Human Disease.

PATS - Prediction of apicoplast targetd sequences

PATS identifies amino acid sequences that are potentially targeted to the apicoplast matrix of Plasmodium falciparum. Note that secondary analysis of candidate sequences is required for confirmation.

PlasmoAP - Prediction of apicoplast targeting signals 

The apicoplast is a distinctive subcellular structure, acquired when an ancestral protist 'ate' (or was invaded by) a eukaryotic alga, and retained the algal plastid. The apicoplast has lost photosynthetic function, but is nevertheless essential for parasite survival, and has generated considerable excitement as a potential drug target. Nuclear-encoded apicoplast proteins are imported into the organelle using a bipartite targeting signal consisting of a classical secretory signal sequence, followed by a plastid transit peptide.

PlasMit - Prediction of mitochondrial transit peptides in Plasmodium falciparum

PlasMit is a neural network written in C, but for user convenience it posesses a CGI-interface so one can use it via a web form.

ApiCycle - Apicomplexan Metabolic Pathways

It is an automatically generated pathway (not manually curated), therefore users should take care when interpreting existence or absence of metabolic pathways. Please note that predictions in ApiCyc are based on older annotations of the genomes. 
4. Searches via Web Services
It provides programmatic access to its searches, via REST Web Services. The result of a web service request is a list of records (genes, ESTs, etc) in either XML or JSON format. REST services can be executed in a browser by typing a specific URL. 
