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Preliminary Results



The web server is up and running



Single SRA Assembly Confirmation



Design
Principles

● Minimal
● Mobile Friendly
● Short Load Time
● Contrasting ColorsFunction over Form



How does it look now?



Current Status
1. Assembly 

a. Input - SRA accession or FASTQ reads file
b. Output - Assembled genome in FASTA file

2. Email confirmation 
a. An email is sent out to the user when the job is finished
b. The email also contains the link to download the result

3. Downloads
a. Allows the user to download results from the group analyses
b. Currently, allows download of assemblies (FASTA) and annotation (GFF) 

files



Home Page - Basic Layout

Still Deciding on 
Banner...



Assembly Page - Batch mode



Downloads Page



Suggestions
1. Predict Species and Strain from the given FASTQ reads
2. Display genes which have implication in antibiotic resistance
3. Show important virulence factors
4. Summary stats about the assemblies



How will it look tomorrow?



Under Construction



Under Construction
1. Prediction of Species and Strain using StrainSeeker
2. Summary stats about the assemblies
3. Assembling in “Batch Mode” (Under testing)
4. Display entities which play a role in Antibiotic Resistance
5. Display Virulence Factors



StrainSeeker

● Built-in Database
OR
Custom Database
○ Newick Guide Tree, .fna files for all OTUs

● Input: fastq or fasta sample

● Strains detected by k-mer pool similarity

Case 1

Case 2



StrainSeeker
-output tree



CARD
● The Comprehensive Antibiotic Resistance Database
● BLAST/DIAMOND against database of resistance genes, their 

products and associated phenotypes.
● Use of rgi command-line tool to generate JSON containing all 

antibiotic hits along with other key characteristics for each 
query
○ Drug class
○ Hit score & percent identity (query to hit)
○ Resistance mechanism
○ ARO name
○ AMR gene family https://card.mcmaster.ca/home



CARD

● D3 visualization tool (interactive)
● Perfect, Strict, Loose 
● “Clicking” provides additional 

information for AMR gene

https://card.mcmaster.ca/home



Virulence Factors

● blastn against virulence factor database (VFDB)
● Remove redundant matches, output list of unique VF 

homologues
○ -Accession numbers, blast scores, positions in query



How will it look next week?



Coming Soon ...
The following features are yet to be implemented -

1. Pyani for Average Nucleotide Identity (heatmap)
2. Mashtree (dendrogram)
3. Pretty Visualizations (if time permits)

Also, a cool name for the server! 


