
A NGS Data 
Management and 
Analytics Platform

Moving your research from analysis to 

data interpretation

TAAACCCTAACCCTAAACCCTAACCCTAAACCCTAAACCCTAAACCCTAAACCCTAAACCCTAAACAGCT 

GACAGTACGATAGATCCACGCGAGAGGAACCGGAGAGACAACGGGATCCAGGCGCCAGCGACGGATCCGG 

GCGAGAGGGGAGTGGAGATCATGGATCCGTGCGGGAGGGGAAGAAGTCGCCGAATCCGACCCTCCCATCG 

CCATCGACAGTAGGTCTGCGCGAGAGGGGCACCGGCGCTGGCTCTGAGCGAGATGCAACGCCGGCCGGCT 

TGGAGAGTAACTCAAGAGAGACAGAATGGAAGATAGAGAACAAGAGAGTGAGAGGATAAGGATATAGACC 

AGACCACACAATTTTCTCTTCTTTTTAACTTTGTATTAAGATCTTTTATGGAACATCTTTTATTGTTGAT 

ATCAAAATAACTGAAACTTATACTTTAATATTTTTTGAGACAAAAAGTAACAATCGTAAAAAAAAGTTCC 

ACGAGAGTTACCCCACCACCCATGTCTCGAGCCGACCAGATCTGCCGCCCACGACCCGAGTCATCGTTGG 

ATCCACCACCCACAACCCGCGACCGAGCTACGCCTCCTGTGGATTGATGCCACTGCCCTGAGCTTCACTG 

CCGGTACTGTCGCTCGCGACCCGAGCTCCGCCGCTGGTACCGTCGCCCACAACTCAAGCTGTGTTGCCAC 

TAGAGAAAAAGGAGGCGAGAGCGAGGGCAAAACGAGGCAAGGCGTGGCGTGACATGGTGTGACTGGTTGG 

TCAATTAGCCGACAATGGATCCACCGCCCATGAACCGAGCCACCGTTGGATCCGCCACCCGCAGATTCGG 

CTGTCCCCTCTCCCTCAACTTATTCTTCCTCTCTTGATTCAACGGGAGGAGTGGCAACTGACGGCAACAG 

AGCTCGCCTCATGGGCGATGGAACCAGCGGCGAAGCTCGGGGCGGAGGGGTTGAGCCACATGAGGCGATG 

GCGACAATGAGGCGAGACATGGCGTGGCTGGCTGTTACATTTTGTTTTGATGAAAAGCATAACCATGCGG 

ATGATATTTTTATTATAGACTAGAGATGATTATTGAATAGACATGCTCTTAACCATTTTTAACTCTAATT 

CCACCTACACTATGAATATTAGAAAAAAAATACAATGTATACTCTTAAGAAGTTTGCGCTATCATAGCCA 

TCATACTCATTAAAACATTTTTCTTCACATGTTGCAACGCATGGGCATTTTGCTAGTTAGAGAATAAAAA 

TAAATTTGTAGGTAAAACTTTTATATATGTGTTCTCGGTGACTTAAAAGCCAATGCTTAAAAATAAACTA 

CGTTAAAAATATCTTAAAATCAATATTAAAATTAAGTTTGAAAATTTAAATTTTGGCTTTTTCTTTGACT 

GAATAGGCCATCTGATGGAAGCTGAATAAGCCATCCGATGGGAGCTGTGACAGTGATGAAAAGGAGAGCA 

GTAAGAGAGCAGTAAGAGCATCCCAGCAGCTCCTCTATCTAGGCATCCATCCGATATTTGGAGTATGGAG 

GAGAAAAACAGTGCTCCAGCAGAGTCTCCATCACATGCTTCATTTTTGGAGGTCCTCCAAATCTAGCCCT 

TCCCAAGCCAAATATGGAGGTTCTCTCTCCTCACTCCATCCTCAACTACCCACTTCCCAAGATTTTTTTT 

GAGTGGTGAAAGGTGAGAGGAATAGGAGTAAAAATGTGTGGTAGTTGAAAAATATTACTAAAATATAGGA 

TGTTGGTATATGTAGGATGTAATATGAATGATCTGTTGGAGTGAAAAGTTATATAGAGTGGAAATCTTTT 

TAAATGGCCATCCAAATGAGAGTATGAAATTTAGATGAGCTGGTGGGGATGCTCTAAGAGAACGAGAGAA 

GCACAGAGCAGATAAACCACACCCACAGGCACCACCGTCCTTGTTGGTAATGAAGAAGACGAGACGACGA 

CTTCCCCACTAGGAAACACGACGGAGGCGGAGATGATCGACGGCGGAGAGAGCTACAGAAACATCGATGC 

CTCCTGTCCAATCCCCCCATCCCATTCGGTAGTTGGATTGAAGACTACCGAATAAGAGAAGCAGGCAGGC 

AGACAAACCCTTGAACCAAGGAGTCCTCGCTGAGGAAGCTTTGGATCCACGACGCAGCTATGGCCTCCCC



INTRODUCING NOVOWORX Why novoWorx?

From NGS Data to 

Discovery

As NGS continues to be one of the most popular tools in 

molecular biology, NGS data analysis is at the heart of making 

sense of your big data. Running complex bioinformatics 

algorithm might take away a big chunk of your time causing 

unnecessary delays in research progress. Here’s the good 

news, we have a smart solution for you.



Introducing novoWorx, a Next Generation Sequencing data 

management and analytics platform. A comprehensive multi 

proprietary platform to accelerate your research by 

simplifying analysis using sophisticated, fully automated 

solutions powered by the latest technologies to handle 

extensive, large-scale data processing. The platform uses the 

best practice in running millions of reads to provide clear 

insights from your NGS data to drive your research further.
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Unique Capabilities. The only 

commercially available tool that 

offers embedded novoAlign™ and 

novoSort™ programs for high-

throughput bioinformatics 

analysis.

Modular and Flexible. Utilize 

ready-to-use genomics pipelines 

to quickly and efficiently run 

analyses with minimal setup.

User-Friendly Interface. Easily 

process large datasets with 

multiple samples without any 

programming knowledge.

Reference 

Genome

NGS Data
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 GCGGTCTGGAT


GGCGGTCTGGAT

GGCGGTCTAGATGCTTATCTATG

Analysis Pipeline

Data trimming

Sequence alignment


Variant calling

Variant annotation
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Standardized Outputs. Generate 

all outputs in standard formats 

required for downstream and 

tertiary analysis by other 

systems.

Customizable Solutions. Have 

the flexibility of integrating 

custom pipelines tailored to your 

specific research needs.

Exceptional Support. Rely on our 

comprehensive after-sales 

support to assist with any 

questions or issues, to get the 

most out of our platform.

Results

Interactive analysis results

Genome browser



Genome & data 
management

Administration & 
user management

New genome

2 version(s)

Oryza sativa Japonica Group 

GCA_001433935.1

Update of genome assembly of Oryza sativa 

L. Nipponbare (Os-Nipponbare-Reference-

IRGSP-1.0)

3 version(s)

Oryza sativa Indica Group 

GCA_001305255.1

Oryza sativa Indica Group cultivar:RP 

Bio-226 Genome sequencing and assembly

Genome name

Oryza sativa Japonica Group GCA_001433935.1

Genus Species

Oryza sativa

Cultivar Local name

Cultivar sagu

About

Normal text

New user

Name

John Doe

Olivia Rhye

Username

johndoe

oliviarhye

Status

Active

Active

Email

johndoe@email.com

oliviarhye@email.com

Manage users
Role

Researcher

Researcher

Easily add new users or update user details like 

name, email, and role.

Centralised repository

Store and organise all genomic data in a 

single, secure location.

Comprehensive metadata

Attach detailed metadata to each genome, 

ensuring easy tracking and retrieval.

Phoenix Baker

Lana Steiner

Candice Wu

Demi Wilkinson

phoenixbaker

lanasteiner

candicewu

demiwilkinson Active

Active

Inactive

Inactive

phoenixbaker@email.com

lanasteiner@email.com

candicewu@email.com

demiwilkinson@email.com

Visitor

Visitor

Remove users securely with confirmation steps to 

prevent accidental deletions.
Visitor

Visitor

Manage user status, setting them as active or 

inactive based on current needs.

Genome version controlAnnotation:

__v2.1.f asta.gz

200 KB

Sample management

Available version(s)

Oryza sativa aromatic v2.1

Annotation:

Oryza sativa aromatic v2.2

oryza_sativa_aromatic_v2.1.fasta.gz

200 KB

annotation_v2.1.1a

oryza_sativa_aromatic_v2.1.gff.gz

Sample ID Group ID

Sample_A GR456

Experiment ID Date collected

E73892 22/02/2023

Genus Species

Oryza sativa

Spine Maturity Yield

Maturity YieldYes No

New sample

Profile details

Edit details of profile.

Genome

Edit role for genome 

management

New profile

Profile name

Researcher

View genome

This user is allowed to view the 

genome information.

Define and manage various user profiles like 

Researcher, Visitor, etc.Add genome

This user is allowed to add a new 

genome.

Delete

This user is allowed to delete the 

genome from records.

Profile management

Delete genome

This user is allowed to delete the 

genome from records.

Manage profiles tailored to your organization's 

requirements.

Maintain version histories of genomic data 

to track changes and updates over time.

annotation_v2.121a

metroxylon_sagu_v2.2.gff.gz

annotation_v2.2.1b

metroxylon_sagu_v2.2.gff.gz

Efficiently manage and catalog samples 

with detailed attributes and conditions.

Sample

Edit role for sample 

management

Add sample

This user is allowed to add a new 

sample.

Edit sample

This user is allowed to make an edit 

for sample.

Delete

This user is allowed to delete the 

sample from records.

Download sample

This user is allowed to download the 

sample.

Delete sample

This user is allowed to delete the 

sample from records.

Assign specific roles and permissions to different 

profiles.

Add file Project 10072023 New project

Library type

DNA

Read 1 file

No file selected Browse file

Supported file format: fastq

Data type

Fastq

Analysis_2022_09_263

Lorem ipsum dolor sit amet, consectetur adipiscing eli

t, sed do eiusmod tempor incididunt ut labore.

Analysis_2022_09_121

Lorem ipsum dolor sit amet, consectetur adipiscing eli

t, sed do eiusmod tempor incididunt ut labore. Completed

Completed

Activity log

Category Activity

Genome John Doe delete Genome A

Download

Date

7.10 pm 20/2/2023 User Activity Logs
User

John Doe

Data integration
Adapter sequence read 1

Seamlessly integrate data from multiple 

sources, including NGS, WGS, and WES 

datasets.

Adapter sequence read 1

read_1.fastq

200 KB

Running

Project and analysis

Each project includes a list of user-run 

analyses, with real-time job status tracking 

for efficient monitoring and management.

Analysis_2022_09_540

Lorem ipsum dolor sit amet, consectetur adipiscing eli

t, sed do eiusmod tempor incididunt ut labore.

Genome

General

General

Project

Project

Project

General

John Doe view Genome A

John Doe logged in

Olivia Rhye logged out

Olivia Rhye view Analysis_2022_09_001

Olivia Rhye uploaded result for Project A

Olivia create a new project

Olivia Rhye logged in

7.10 pm 20/2/2023

7.10 pm 20/2/2023

7.10 pm 20/2/2023

7.10 pm 20/2/2023

7.10 pm 20/2/2023

7.10 pm 20/2/2023

7.10 pm 20/2/2023

John Doe

John Doe

Olivia Rhye

Olivia Rhye

Olivia Rhye

Track all user activities within the system.

Download the activity logs for security and auditing 

purposes.

Olivia Rhye

Olivia Rhye



Multiple pipelines 

in one platform

Single Nucleotide Variants (SNVs) Analysis 

Pipeline

Identifies mutations or variants (including SNVs, INDELs, and 

SVs), in WGS, WES, and human amplicon datasets, ensuring 

precise variant calling for genetic analysis.

Metagenomics

Metagenomics Screening & Classification 

Pipeline

Performs profiling analysis of bacteria, virus and protozoa in 

gut/environment samples.

Metagenomics Differential Abundance 

Pipeline

Performs differential abundance analysis of bacteria, virus 

and protozoa in gut or environment samples.

Shotgun Metagenomics Pipeline

An automated pipeline for taxonomic and functional analysis, 

identifying organisms and metabolic processes in a 

community.

Reference Guided Assembly Pipeline

Performs the assembly of reference-based reads. Genomics

RNA Analysis Pipeline

Performs known differential gene expression analysis on RNA 

samples.

SARS-CoV-2 Screening and Classification 

Pipeline

Classifies the proportion of microbes, archaea, and viruses in 

samples, performs robust comparative analysis, and removes 

contamination for metagenomics.

Transcriptomics

miRNA Analysis Pipeline

Performs novel and known differential gene expression 

analysis on micro-RNA samples.

PacBio IsoSeq Analysis Pipeline

Performs the isoform abundance analysis, structural and 

quality annotation of isoforms of PacBio Long Reads 

sequencing.

Reference Guided Assembly Pipeline 

(SARS-CoV-2 as reference)

Performs the assembly of reference-based reads where 

SARS-CoV-2 will be a reference.

Reference Guided Assembly Pipeline 

(SARS-CoV-2 and GRCh38 as reference)

Performs the assembly of reference-based reads where 

SARS-CoV-2 and GRCh38 genomes will be the references.

SARS-CoV-2

Microbes

Reference Guided Assembly Pipeline

Performs the assembly of reference-based reads. The reads 

will be mapped to E. coli using novoAlign and novoSort.

De Novo Assembly Pipeline

Performs reads assembly where in this analysis, references 

are not required.



Streamlined, user-
friendly interface

Interactive visual outputs

Advanced and detail-rich results

Integrated genome browser



Integrated BLAST 
analysis

BLAST against local genomes BLAST against online databases

Other features
Integration of custom pipelines

Incorporate custom pipelines into the 

platform, allowing for tailored solutions and 

enhanced flexibility in research.

Real-time job monitoring

Cluster-aware (SGE support) and track the 

progress of data processing in  real-time, 

allowing for timely updates.

Ready-to-use downloadable 

results

Access and download analysis results in 

standard formats immediately, ensuring a 

smooth transition to downstream 

applications.

Adjustable parameters of 

workflow

Customize data processing workflows with 

adjustable parameters to suit specific 

research needs and preferences.

Clients



For more information

NOVOCRAFT TECHNOLOGIES SDN. BHD.

C-23A-05, 3 Two Square, Section 19, 46300, Petaling Jaya, Selangor, Malaysia.

office@novocraft.com +603 7960 0541 www.novocraft.com


