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r lntroduction to Genomic Assembly and Annotation

r Gene Callingand Functional Annotation
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HNEGEN9MS
Workshop Title: Workshop on Advanced Genomic Analysis and

Annotation

The Next-Generation Sequencing (NGS) Data Analysis rvorkshop is designed to

pro'idc lands-on trailing gu WGS data analysis tools and tcchniques for analyzing large-scalc

g.1o,1i c clata generated by next-generation sequencil g techn ol o-uies'

Aim: The workshop has been structured to incorporate a combination of online tools

6rrao*r"ontly) and o./Jline tools (with comprehensive installation guidance)' During the

practical session, participants will have the opportunity to analyze their individual data'cets'

Tuur"qu"ntly, threy can- engage in discussions about their findings during the .following

worl<shop session. This progression aims to assist participants in preparing their final

*onurriiptr.

Duration: 7 DaYs

Location: Online

Target ParticiPants

This workshop is aimed at.faculty, post-doctoralfellows, researchers and tec.hnicians.who.

wish to employ Whole G"i*o*" Siquencing NGS methods in their work' Ph'D' students/

post-Doctirai Feltows/JRFs/SRFs/fuculty involved in relevant research are eligible to

apply.

Workshop Date: October 9- 15,2023

Registration Ends: October I ,2023
At Indian Standard Time 6:00Pm

Itegistration:
lnterested participants may visit

Student (lNR: 2000/-)

Academician / Faculty ( I N R: 3000/-)

Time: 6:30 pm - 8:00 Pm

Duration: t hour 30 rninuteslddy, tt'ith rht

1to,:-sihiIit..v rt/ u,:Iight t'.treritlon iI r<:quirei

: or click on this registration link:

Ph.D. Scholar / Researcher (lNR: 2500/-)

I ndustry Professional (l N R: 3500/-)
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HNEGENg-MH
Workshop Outline:

Day l: Introduction to Genomic Assembly and Annotation 
:

o Overview of workshop objec'tives ancl agenda

o Basics of genomic assemblv: principles and challenges

o Introduction to various DE novo assembler,s and their applicatiotts
o Hands-on session; Ruruting a sinrple de novo assembfi' using, a sampLe dataset

o Q&A und discussiun

Day 2: Gene Calling and Functional Annotation

o (Jnderstanding gene calling and its importance
o Introrluction to RAST (Rapicl Annotation using Subsystem Technologt) Jbr jitnctional

annotation
o Hantls-on session; Rruuting RAST.for gene calling and.functional annotaliorr

o Interpreting RAST results and identifving key gene functions
o Q&A and discussion

Day 3: Pathway Annotations and Gene-Based Alignments p.th\.,i,y

iiilt:
t;
1i

,t

o Exploring metabolic pathways and their signiJicance
o Overview of pathway annotation tools and databases

o Hands-on session; Pathwalt annotation using a real datqset

c Gene-based alignments: importance and applications
o Practicul exercises: Performing gene-based alignments on selected gene\

o Q&A and discussion I

Day 4: Pan-Genome Analysis and Core Genome Analysis

o (Jnderstanding pan-genomes and their implications
o Introduction to pan-genome analysis ruethods

o Honds-on session: Building and onalyzing a pan-genome

o Introduction to core genome analysis and its role in comparative genomics

o Practical exercises: Core genonte analysis rtsing bioinformatics tools

o Q&A and discussion

Day 5: Phylogenomic Analysis and Circular Plots

o Phylogenomic analysis: combining genomics and phylogenetics

o lntroduction to phylogenetic tree construction methods

c Hands-on session: Building a phylogenetic tree using genomic data

o Circular plots: visualizing genomic information
c Pructical exercises: Creating circular plots.for selected genomes

o Q&A und discussion

t
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6 Bio Sotr'rtions Fvt Ltd

Day 6: Synteny Plots and Manuscript Preparation

o Understanding synteny and its significance in genomics
o Introduction to synteny plot tools and visualization
o Hands-on session: Generating sltnteny plots Jbr comparative analysis
o Manuscript writing: structuring and presenting vour genomic analysis fndings
c Tips.for effective data presentation and manuscript organizatiort
c Q&A and discussion

Day 7: Finalizing Analyses and Workshop Conclusion

o Revieu,of the entire u,orkhop content
o Final hands-on exercises: Integrqting various anall,ses.for a cctmprehensive study
c Participants present their./indings .from practicsl session.s
c Group discussion: Challenges.f'aced, lessons learned, and.future directions

Note: This workshop is designed fbr prokaryotic genome data analysis, if anyone is

interested in eukaryotic WGS data analysis training on their own data sets you can ioin our
custom online courses. For additional details call or WhatsApp us at 8812881948

Prerequisites:

J Participant must have laptop or computer with genuine windows l0 or 1l with 8 gb RAM
and i5/i7 processor

,/ A stable internet connection is necessary.

,/ No prior programming experience or specialized prerequisites are necessary to attend this
workshop. However, participants should possess a fundamental understanding of certain
concepts, namely fastq files and whole-genome sequencing (WCS).

J Participants should have a basic grasp of fastq files, which are commonly used in genomics
to store raw sequencing data.

It is important to note that while no programming background is required, these fundamental
concepts will serve as a foundation for the workshop's content. Participants with knowledge of
fastq files and WGS will be better positioned to engage with the hands-on activities and

discussions throughout the workshop.
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Solr.ltions

Gene Catti
lA?rlnapta@
Technoloov\
KEGG, KAA.S, MTNFATT{Cene-gasld Alignmeltts MaffT/ClustalW

Prr-.G.no.n
Analvsis Agent-Spine f.rntinel

Get-homologus (offline)

Pyani-Master/ph
Circular Plots

simptesyffi

Software,s/online database or tools to be used

Tools rnay Ue

qh
lf you have any questions or need further information, please don t hesitate to contact us atcontact@negenome.com/negenome@gmail.com. ,, -

we look forward to having you at the Advanced Genomi. o"rfi, and Annotation workshop.Let's dive into the rascinating worrd orNcs data anarysis together!

Team NEGenome

www.negenome.com
i-, -h

negenome(Ognrair.com; conracte,.rnegenome.com whatsApp: +9rBgr2Bgr94g www.ne


