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Towards Developing a New Theory of Cancer Evolution - Ying Xu - UGA IOB Seminar - Towards Developing a New Theory of
Cancer Evolution - Ying Xu - UGA IOB Seminar 1 hour, 17 minutes - Dr. Ying Xu, is a professor and Georgia Research Alliance
Eminent Scholar of bioinformatics. This seminar talk was given on ...

Basic Functional Annotation and Genome-scale Metabolic Modeling - Basic Functional Annotation and Genome-scale Metabolic
Modeling 37 minutes - Join Amy Zimmerman (Computational, Biologist, Pacific Northwest National Laboratory) as she
discusses the following: - gene ...

Computational Biology - Tales from the Genome - Computational Biology - Tales from the Genome 39 seconds - This video is part
of an online course, Tales from the Genome,. Check out the course here: https://www.udacity.com/course/bio110.

iMetaOmics | ExMODE: A comprehensive resource for extremophile genomic and functional exploration - iMetaOmics |
ExMODE: A comprehensive resource for extremophile genomic and functional exploration 4 minutes, 24 seconds - DOI:
https://doi.org/10.1002/imo2.70137 CORRESPONDENCE Open Access ExMODE: A comprehensive resource for ...

Computational Genome Design and Analysis Short Course. Module 2: ICA of Gene Expression Data - Computational Genome
Design and Analysis Short Course. Module 2: ICA of Gene Expression Data 2 hours, 34 minutes - The Genome, Design and
Genome, Analytics subgroups of the Novo Nordisk Foundation Center for Biosustainability are ...
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ICA on the web

Lecture 8. Metastructures of Genomes - Lecture 8. Metastructures of Genomes 36 minutes - Lecture 8 from BENG 212 at UCSD
and corresponding to Chapter 8 from Systems Biology: Constraint-based Reconstruction and ...

Intro

Outline

Metastructures: The concept

Multi-omic data integration against the sequence template

Operons and Transcription Units

Reconstructing a Regulon: Lrp

Reconstructing a Stimulon

Global TFs coordinate many cellular processes: the case of FUR

Reconstruction of the Sigma Factor Network

Toward the Reconstruction of the Global Transcription Factor Network

The 'Real Cost' of Sequencing

Pairwise Integration of Omics Data Sets

Integration of Polyomic Data Sets

Applied Computational Genomics - 01- The Human Genome - Applied Computational Genomics - 01- The Human Genome 1 hour,
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18 minutes - From Aaron Quinlan's course on Applied Computational Genomics, at the University of Utah ...

Introduction

Background

Timeline

Linkage Mapping

The Human Genome Project

How many genomes exist

How much DNA is in us

Homozygous

DNA

Human Genome
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Basic Structure

Review
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The Human Genome War

The Common Thread

Initial Sequencing and Analysis

The Human Genome

Computational variant and genome interpretation - Computational variant and genome interpretation 1 hour, 13 minutes - Title:
Computational, variant and genome, interpretation: a model for evaluation and calibration of machine learning for clinical ...

Exploring Computational Metagenomics and Analysis Techniques - Exploring Computational Metagenomics and Analysis
Techniques 10 minutes, 30 seconds - Summary for [Advancements in Microbial Research The Shift from Traditional Culturing to
Metagenomics ] Advancing ...

Hani Jieun Kim, Yingxin Lin, Handson Experience to CiteFuse - Hani Jieun Kim, Yingxin Lin, Handson Experience to CiteFuse 50
minutes - Handson Experience to CiteFuse That Consists of a Suite of Tools for The Integration and The Downstream Analysis of
CITE-seq ...

Introduction

Workshop Overview

Single Cell Technology

Multimodal Analysis

What is Cystic

What we did

Dataset
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Single Cell Experiment Object

Workshop Analysis

Normalization

Load dummy data

Data dimensions

Single cell experiment

I graph

Downstream analysis

D analysis

ligand receptor

other analysis

further questions

Computer Architecture - Lecture 5: Accelerating Genome Analysis (ETH Zürich, Fall 2019) - Computer Architecture - Lecture 5:
Accelerating Genome Analysis (ETH Zürich, Fall 2019) 2 hours, 12 minutes - Computer, Architecture, ETH Zürich, Fall 2019
(https://safari.ethz.ch/architecture/fall2019/doku.php) Lecture 5: Accelerating ...

Microbial Genomics, Virtual, 2025 | 04: Antimicrobial Resistant Gene - Microbial Genomics, Virtual, 2025 | 04: Antimicrobial
Resistant Gene 57 minutes - Canadian Bioinformatics Workshop series: -Microbial Genomics, -Antimicrobial Resistant Gene
(Andrew McArthur) - Day 2, ...
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Cracking the Code: Deciphering the Impact of Genetic Variation in Mycobacteria - Cracking the Code: Deciphering the Impact
of Genetic Variation in Mycobacteria 9 minutes, 8 seconds - Allison Carey, MD, PhD, researches how genetic plasticity in
mycobacteria drives antibiotic resistance, virulence, and vaccine ...

Course Introduction - Mitogenome assembly with HiSeq data (Part 1) - Course Introduction - Mitogenome assembly with HiSeq
data (Part 1) 4 minutes, 11 seconds - In 2013 i have written a 60 page tutorial how to assemble a mitochondrial genome, using
low coverage 454 data (100.000 reads).

BSR 6806: Lecture 7 - Part 1 - Introduction to Enrichment Analysis - Sherry Xie - ISMMS- Spring 2023 - BSR 6806: Lecture 7 -
Part 1 - Introduction to Enrichment Analysis - Sherry Xie - ISMMS- Spring 2023 12 minutes, 4 seconds - BSR 6806: Lecture 7 -
Part 1 - Introduction to Enrichment Analysis - Sherry Xie - ISMMS - Spring 2023 This lecture is a part of a 1 ...

Intro

Lecture Outline

Background

Gene Sets to Gene Set Libraries

Key Terminology

Overrepresentation vs. Overlap

Many Tools and Algorithms for Performing Enrichment Analysis Exist

Enrichment Analysis Results

Resources

Computer Architecture - Lecture 8: Accelerating Genome Analysis (ETH Zürich, Fall 2018) - Computer Architecture - Lecture 8:
Accelerating Genome Analysis (ETH Zürich, Fall 2018) 2 hours, 23 minutes - Computer, Architecture, ETH Zürich, Fall 2018
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(https://safari.ethz.ch/architecture/fall2018) Lecture 8: Accelerating Genome, ...

Introduction

Agenda

Overview

Cells

DNA

Human Genome

Importance of genome analysis

Goal of genome analysis

Sequencing technology

How a sequencer reads your DNA

Read mapping

Hash table

Preprocessing

Read Alignment

Read Mapper
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The Impact of Bacteriophages with Dr. Lanying Zeng - The Impact of Bacteriophages with Dr. Lanying Zeng 2 minutes, 31
seconds - Dr. Zeng's lab and research focuses on the qualitative biology of biophysics studying bacteriophages which are viruses
of ...

Introduction

What is your research

What drew you to this lab

What makes this lab unique

Why you should choose this program

Solving genome puzzles with Dr Yu Lin (ANU) - Solving genome puzzles with Dr Yu Lin (ANU) 52 minutes - Genomics,
sequencing has created opportunities and challenges to gain new insights in biology and biomedical research.

Introduction

Our Human Genome

Human Genome Project

Genome Sequencing

Brain Graph Approach

Debris Graph

Repeat Graph

Assembly
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Metagenomics

Traditional method

Composition information

Abundance information

Label propagation

Long reads

Why do we have so many repeats

Genome assembly and meta genome

Q and Session

#TomorrowsDiscoveries: Bacterial Cells within Your Body – Jie Xiao, Ph.D. - #TomorrowsDiscoveries: Bacterial Cells within
Your Body – Jie Xiao, Ph.D. 1 minute, 30 seconds - Jie Xiao, Ph.D., and her team study how bacterial, cells divide and control the
proteins they make. Discover more videos at ...

Defense: Constructing metagenome-assembled genomes and mobile genetic element host interactions - Defense: Constructing
metagenome-assembled genomes and mobile genetic element host interactions 54 minutes - Defense for my Ph.D. degree in
Bioinformatics at the University of Southern California. The dissertation title is \"Constructing ...

Genome/exome sequencing underestimates CHIP–disease associations - Genome/exome sequencing underestimates
CHIP–disease associations 1 minute, 54 seconds - In this episode, Dr. Alexander G. Bick discusses how epidemiology studies
underestimate how strongly clonal hematopoiesis is ...

Statistical approaches for differential... - Yancong Zhang - MICROBIOME - Talk - ISMB/ECCB 2021 - Statistical approaches for
differential... - Yancong Zhang - MICROBIOME - Talk - ISMB/ECCB 2021 15 minutes - Statistical approaches for differential
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expression analysis in metatranscriptomics - Yancong Zhang - MICROBIOME - Talk ...

Intro

Metatranscriptomics (MTX): functional activity

Accounting for \"relative expression\" (concepts)

Six formal models for differential expression

and three modes for pre-filtering technical zeros

Model performance on synthetic MTX datasets

Model performance vs. zero-filtering method

E. coli pilin-like proteins in inflammatory bowel disease IBD

Computing Against The Odds: Processor Architectures for Batteryless Devices - Computing Against The Odds: Processor
Architectures for Batteryless Devices 1 hour, 3 minutes - Speaker: Abhishek Bhattacharyya is an SoC Architect at Samsung
(SARC/ACL) and a recent Computer, Engineering Ph.D.

Computational Genome Design and Analysis Short Course. Module 1: Constraint-based modeling - Computational Genome
Design and Analysis Short Course. Module 1: Constraint-based modeling 3 hours, 47 minutes - The Genome, Design and
Genome, Analytics subgroups of the Novo Nordisk Foundation Center for Biosustainability are ...

Introduction

Course Overview

Course Goals
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Course Structure

Course Introduction

Course Topics

Systems Biology

Human Metabolic Network

Strain Specific Models

Metabolic Network Reconstruction

Determining the stoichiometric matrix

The 96step protocol

Example

Mass and charge balancing

Reaction reversibility

Growth prediction

Conditionspecific models

Reconstruction tools

Multiple Correspondence Analysis

Other Data
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Metabolic Pathways

Summary

Ying Ma | Statistical and Computational Methods for Cell Type Deconvolution in ... | CGSI 2025 - Ying Ma | Statistical and
Computational Methods for Cell Type Deconvolution in ... | CGSI 2025 39 minutes - Ying, Ma | Statistical and Computational
Methods, for Cell Type Deconvolution in Spatial Transcriptomics | CGSI 2025 Related ...

BSR 6806: Lecture 7 - Part 4 - Enrichment Analysis Demo - Sherry Xie - ISMMS- Spring 2023 - BSR 6806: Lecture 7 - Part 4 -
Enrichment Analysis Demo - Sherry Xie - ISMMS- Spring 2023 24 minutes - BSR 6806: Lecture 7 - Part 4 - Enrichment Analysis
Demo - Sherry Xie - ISMMS- Spring 2023 This lecture is a part of a 1 credit ...

Informatic Methods \u0026 Strategies: Parasite Genomes \u0026 Genomic Dark Matter by Mr Yuanting - Informatic Methods
\u0026 Strategies: Parasite Genomes \u0026 Genomic Dark Matter by Mr Yuanting 36 minutes - Presented: Thursday 4 August
2022 Presenter: Mr Yuanting Zheng Host: Prof. Robin Gasser VetSurgeon DVM PhD DVS ...

Introduction

Background

Targetbased drug discovery

My research aims

Strategy

Results

Comparison

Model Protein Structures
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Chapter 2 Summary

Chapter 2 Activities

Literature Review

My Next Chapter

Conclusion

Questions

Comments

The World’s Most Profoundly Altered Genome - The World’s Most Profoundly Altered Genome 2 minutes - Researchers in the
laboratory of George Church have designed and synthesized an E. coli genome, with more than 200000 ...

OSDI '26 - StriaTrace: Efficient Tracing and Diagnosis for Online LLM Inference - OSDI '26 - StriaTrace: Efficient Tracing and
Diagnosis for Online LLM Inference 11 minutes, 53 seconds - OSDI '26 - StriaTrace: Efficient Tracing and Diagnosis for Online
LLM Inference (Operational Systems) Haonan Wu, Shanghai ...

Uses and Platforms of Next Generation Sequencing Method - Uses and Platforms of Next Generation Sequencing Method 1
minute, 18 seconds - Uses_and_Platforms_of_Next_Generation_Sequencing_Method Next Generations Sequencing Method, use
in whole genome, ...

LBG5 - Unit5/UCSC/Galaxy/IGV - LBG5 - Unit5/UCSC/Galaxy/IGV 3 hours, 29 minutes - My name is Sijung Yun. I gave this
lecture series for the Bioinformatics graduate course in person at Johns Hopkins University in ...

2019 ADSI Summer Workshop: Algorithmic Foundations of Learning and Control, Yinyu Ye - 2019 ADSI Summer Workshop:
Algorithmic Foundations of Learning and Control, Yinyu Ye 46 minutes - Yinyu Ye from Stanford University presents “Further
Developments on Online Linear Programming and Learning \" at the ADSI ...
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Introduction

Summary

Resource Allocation

Toy Example

Linear Programming

Comparative Ratio

Impossible Result

Possible Result

Key Idea

Dynamic Learning

General Linear Programming

Competitive Ratio

YG

Convergence

Optimal Solution

Proof

Stochastic Process
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Stop in Time

Theorems

Applications

Evaluation

Closed Loop Solution

Future

Closed Loop

Simulation

Results

Generic Framework

Large L Regime

OSDI '26 - Diagnosing Performance Issues in Application-Defined Resources - OSDI '26 - Diagnosing Performance Issues in
Application-Defined Resources 17 minutes - OSDI '26 - Diagnosing Performance Issues in Application-Defined Resources Yigong
Hu and You-Liang Huang, Boston ...

IEE/CSE 598: Lecture 8C (2020-04-29) - ECAs, SCAs, Ising models, \u0026 Cellular Evolutionary Algorithms - IEE/CSE 598:
Lecture 8C (2020-04-29) - ECAs, SCAs, Ising models, \u0026 Cellular Evolutionary Algorithms 1 hour - In this lecture, we close
out the semester's technical content with some final words about cellular automata (CA) and interacting ...

CSE 87 Winter 2022 Lecture 3: Annotating a Viral Genome - CSE 87 Winter 2022 Lecture 3: Annotating a Viral Genome 36
minutes - Lecture Slides: ...
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Introduction

Overview

Central dogma

Transcription

Translation

Translation Algorithm

Predicting Genes

Databases

Integrative Genomics Viewer

Uses and Steps of Next Generation Sequencing Method - Uses and Steps of Next Generation Sequencing Method 2 minutes, 39
seconds - Uses_and_Steps_of_Next_Generation_Sequencing_Method Next Generations Sequencing Method, use in whole
genome, ...

Reprogramming viruses as biomolecular computers: Junghae Suh at TEDxRiceU 2014 - Reprogramming viruses as biomolecular
computers: Junghae Suh at TEDxRiceU 2014 13 minutes, 43 seconds - In the spirit of ideas worth spreading, TEDx is a program
of local, self-organized events that bring people together to share a ...

Intro

Metastasis

Survival Rate



Computational Methods For Understanding Bacterial And Archaeal Genomes Author Ying Xu Dec 2008

Computational Methods For Understanding Bacterial And Archaeal Genomes Author Ying Xu Dec 2008
18

Challenges

Viruses

Design

Old technology

Biomolecular signals

Reprogramming viruses

Biomolecular keys

Conclusion

OSDI '26 - BatchGen: An Architecture for Scalable and Efficient Batch Inference - OSDI '26 - BatchGen: An Architecture for
Scalable and Efficient Batch Inference 19 minutes - OSDI '26 - BatchGen: An Architecture for Scalable and Efficient Batch
Inference Tairan Xu,, Leyang Xue, and Zhan Lu, University ...

Deciphering Nature's Alphabet - Deciphering Nature's Alphabet 39 seconds - Connie Tenorio, a Postdoctoral Fellow in Early
Discovery Biochemistry, repurposes the rules that proteins use to our advantage, ...

AIMI Grand Rounds: Applied Computational Pathology - Eric Yang, MD, PhD - AIMI Grand Rounds: Applied Computational
Pathology - Eric Yang, MD, PhD 56 minutes - Recording of a live session held on December, 15, 2025, presented by the
Stanford Center for Artificial Intelligence in Medicine ...

Bacterial Genome Replication and Expression | Chapter 13 - Bacterial Genome Replication and Expression | Chapter 13 23
minutes - Last Minute Lecture is a student-run project and is currently funded entirely by students who believe educational
resources should ...

OSDI '26 - Efficient GPU-Centric Evolving Graph Processing at Scale - OSDI '26 - Efficient GPU-Centric Evolving Graph
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Processing at Scale 14 minutes, 37 seconds - OSDI '26 - Efficient GPU-Centric Evolving Graph Processing at Scale Yunmo Zhang
and Jiacheng Huang, City University of Hong ...

OSDI '26 - ADAngel: Accelerating Arbitrary-Precision Quantized LLMs with Adaptive Computing Mapping - OSDI '26 - ADAngel:
Accelerating Arbitrary-Precision Quantized LLMs with Adaptive Computing Mapping 17 minutes - OSDI '26 - ADAngel:
Accelerating Arbitrary-Precision Quantized LLMs with Adaptive Computing Mapping Yao Liu, Wenjie Wang, ...

【9/24 mNGS Summit】Clinical Metagenomic \u0026 Host Response Sequencing ... (by Prof. Charles Y. Chiu) - 【9/24 mNGS
Summit】Clinical Metagenomic \u0026 Host Response Sequencing ... (by Prof. Charles Y. Chiu) 35 minutes - 【9/24 mNGS
Summit】Clinical Metagenomic and Host ResponseSequencing for Diagnosis of Infections (by Prof. Charles Y.

\"Information processing in a single cell: what and how does E. coli compute?\" Yuhai Tu, IBM - \"Information processing in a
single cell: what and how does E. coli compute?\" Yuhai Tu, IBM 1 hour - Living systems exhibit fascinating behaviors -- even a
single cell. For example, a bacterium, cell such as E. coli can detect a trace ...

OSDI '26 - qTPU: Hybrid Tensor Networks for Quantum-Classical Acceleration - OSDI '26 - qTPU: Hybrid Tensor Networks for
Quantum-Classical Acceleration 16 minutes - OSDI '26 - qTPU: Hybrid Tensor Networks for Quantum-Classical Acceleration
Nathaniel Tornow, Emmanouil Giortamis, Dennis ...

HiFi long-read metagenomics for microbiome strain resolution - HiFi long-read metagenomics for microbiome strain resolution
21 minutes - If you work on microbiome or metagenomics research, species-level labels can leave a critical question
unanswered: which strain ...

Algorithms, Foundations, Visualizations, and Engineering Applications: Emu Species Level ... - Algorithms, Foundations,
Visualizations, and Engineering Applications: Emu Species Level ... 13 minutes, 51 seconds - Technical Presentations Group 1,
Algorithms, Foundations, Visualizations, and Engineering Applications: Emu: Species-Level ...

Optimization, inference and learning in biological systems - Lecture 6 - Optimization, inference and learning in biological
systems - Lecture 6 1 hour, 43 minutes - Speaker: T. Mora / A. Walczak (ENS, Paris) Spring College on the Physics of Complex
Systems | (smr 3113) ...
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Wenyi Wang | A Guide to Perform Transcriptomic Deconvolution in Cancer | CGSI 2024 - Wenyi Wang | A Guide to Perform
Transcriptomic Deconvolution in Cancer | CGSI 2024 1 hour, 10 minutes - Wenyi Wang | A Guide to Perform Transcriptomic
Deconvolution in Cancer | CGSI 2024 Related Papers: Cao S, et al. Estimation ...

22. Causality, Natural Computing, and Engineering Genomes - 22. Causality, Natural Computing, and Engineering Genomes 51
minutes - MIT 7.91J Foundations of Computational, and Systems Biology, Spring 2014 View the complete course: ...

ENCODE Element Browser and the 3D Genome Browser - Yanli Wang - ENCODE Element Browser and the 3D Genome Browser
- Yanli Wang 36 minutes - June 29 - July 1, 2015 -- ENCODE 2015: Research Applications and Users Meeting More:
http://www.genome,.gov/27561910.

Intro

Overview

ENCODE Element Browser: Gene

expression (Option 1) (human)

ENCODE Element Browser: Candidate cis- regulatory element finder (Option 3)

ENCODE Element Browser: DHS-Linkage (Option 4)

The Hi-C Genome Browser (SOX2)

The Hi-C Data

Interpreting the Data

Use Your Own Hi-C Data

The Virtual 4C and ChIA-PET (BCR1)
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Contacting DNA Matches - Contacting DNA Matches 10 minutes, 16 seconds - How should you contact a DNA match on
Ancestry, MyHeritage, 23andMe, FamilyTreeDNA, or another genealogy site?

Semantic-Anchored Evidential Fusion for Domain-Robust Whole-Slide Survival Analysis ---- ECCV 2026 - Semantic-Anchored
Evidential Fusion for Domain-Robust Whole-Slide Survival Analysis ---- ECCV 2026 5 minutes, 25 seconds

UCSC Genome Browser Tutorial video - UCSC Genome Browser Tutorial video 45 minutes - A demonstration of common tasks
you might want to do using the UCSC genome, browser. This demo was recorded in 2021, ...

Exploring Computational Metagenomics Key Concepts and Techniques�� - Exploring Computational Metagenomics Key
Concepts and Techniques�� 9 minutes, 34 seconds - Decoding the Hidden World of Metagenomics and Strain Profiling
[Advancements in Microbial Research The Shift from ...

Recent Advancements in Computational Plant Genomics by Prof. Goh Hoe Han - Recent Advancements in Computational Plant
Genomics by Prof. Goh Hoe Han 58 minutes - Kindly click the subscribe and like buttons so you'll be alerted when we put up
new videos! Enjoy the talk. Thanks! This webinar ...

Introduction

What is genomics

Trends in genomics

Population genomics

Single Cell Genomics

Structural Genomics

Multiomics

AI
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Summary

Future Prospects

Africa

Opportunities

System Biology

Conclusion

Workshop

Lack of Genome Modification

AI and Machine Learning

AI Prediction

Bioethic

Precision

Future

Automation

Webinar

Commercialisation

Uses of Next Generation Sequencing Method - Uses of Next Generation Sequencing Method 1 minute, 2 seconds -
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Uses_of_Next_Generation_Sequencing_Method Next Generations Sequencing Method, use in whole genome, sequencing to ...

OSDI '26 - ECHO: Efficient KV Cache Offloading with Lossless Prefetching for Serving Native... - OSDI '26 - ECHO: Efficient KV
Cache Offloading with Lossless Prefetching for Serving Native... 14 minutes, 58 seconds - OSDI '26 - ECHO: Efficient KV Cache
Offloading with Lossless Prefetching for Serving Native Sparse Attention LLMs Guangda Liu ...

Hulin Wu: Computational and Systems Biology Approaches for Immune Responses - Hulin Wu: Computational and Systems
Biology Approaches for Immune Responses 1 hour, 2 minutes - Plenary Speaker: Dr. Hulin Wu, Dean's Professor, University of
Rochester School of Medicine and Dentistry. Talk title: ...

Introduction

System Biology

Challenges

System Design

Experiments

Mathematical Models

Universe Problem

Different Equation Model

Research Team

Project

Linear Model



Computational Methods For Understanding Bacterial And Archaeal Genomes Author Ying Xu Dec 2008

Computational Methods For Understanding Bacterial And Archaeal Genomes Author Ying Xu Dec 2008
24

Network

RNA Thick Gene Expression

Stellar Level Models

Software

Conclusion

Annotation

OSDI '26 - Neuro-Symbolic Proof Generation for Scaling Systems Software Verification - OSDI '26 - Neuro-Symbolic Proof
Generation for Scaling Systems Software Verification 16 minutes - OSDI '26 - Neuro-Symbolic Proof Generation for Scaling
Systems Software Verification Baoding He, Nanjing University; Zenan Li, ...

From DNA to Phenotype: The Generative AI System Hidden in Your Cells - From DNA to Phenotype: The Generative AI System
Hidden in Your Cells 5 minutes, 41 seconds - Is the human genome, the most advanced Artificial Intelligence system on Earth?
In this video, Dr. Fazale explores how ...

Weizhe Zheng - Ultraproduct cohomology and the decomposition theorem - Weizhe Zheng - Ultraproduct cohomology and the
decomposition theorem 1 hour, 4 minutes - Title : Ultraproduct cohomology and the decomposition theorem Abstract :
Ultraproducts of étale cohomology provide a large ...

6.047/6.878 Lecture 20 - Phylogenomics (Fall 2020) - 6.047/6.878 Lecture 20 - Phylogenomics (Fall 2020) 1 hour, 28 minutes -
6.047/6.878/HST.507 Fall 2020 Prof. Manolis Kellis Computational, Biology: Genomes,, Networks, Evolution, Health
Machine ...

LMs for Single-Cell Omics \u0026 Drug Discovery: Data, Pretraining, \u0026 Closed-Loop Env. by Haotian Cui - LMs for Single-
Cell Omics \u0026 Drug Discovery: Data, Pretraining, \u0026 Closed-Loop Env. by Haotian Cui 49 minutes - In this talk, Haotian
Cui presents lessons from scGPT, a foundation model for single-cell biology trained on tens of millions of cells, ...
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The Essence of Basic Research | Yuhan Chen | TEDxSMICSchool - The Essence of Basic Research | Yuhan Chen |
TEDxSMICSchool 16 minutes - In the modern society where often only results and test grades are significantly valued, Yuhan
calls for the need to truly seek and ...

On Beyond: Corn Genetics Vineyard Monitors Engineer YC Fung - On Beyond: Corn Genetics Vineyard Monitors Engineer YC
Fung 26 minutes - Explore how UCSD scientists have revealed one of the secrets of the development of corn, how radar can be
used to aid ...

Yue You, Benchmarking UMI-based Single Cell RNA-sequencing Preprocessing Workflows - Yue You, Benchmarking UMI-based
Single Cell RNA-sequencing Preprocessing Workflows 15 minutes - Benchmarking UMI-based Single Cell RNA-sequencing
Preprocessing Workflows Yue You (Walter and Eliza Hall Institute of ...

Intro

Preprocessing Workflows

Pipe

Ground Truths

Control Data

Dataset

Workflows

CellBench

Dry Draw

BCB
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Results

Conclusion

Scientists finally finish decoding entire human genome after a 20-year effort - Scientists finally finish decoding entire human
genome after a 20-year effort 1 minute, 14 seconds - On Friday, April 1st, news came that scientists had finally assembled the
full genetic blueprint for human life, adding the missing ...

CSE 87 Winter 2022 Lecture 2: Sequencing the First Viral Genome - CSE 87 Winter 2022 Lecture 2: Sequencing the First Viral
Genome 44 minutes - Lecture Slides: ...

Introduction

How DNA Sequencing Works

Genome Assembly

De Bruyne Graph

Contiges Scaffolds

Total Contact Length

Big or Small

Best Possible Scenario

Long contiguous chunks

NG50G

Quas
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Plot

BLAST

ENCODE Element Browser and the 3D Genome Browser - Yanli Wang - ENCODE Element Browser and the 3D Genome Browser
- Yanli Wang 16 minutes - October 11, 2015 - ENCODE and the Common Fund-supported Roadmap Epigenomics Mapping
Centers (REMC) held a ...

Introduction

ENCODE Element Browser

Results

Dnase Hypersensitive Sites

DHS Linkage Finder

High C Interactions

Microbial function in re-stratification after homolixis in a meromictic lake - Microbial function in re-stratification after homolixis
in a meromictic lake 1 minute, 52 seconds - Chan et al. “Resilience and re-establishment of sulfide- and redox-structured
microbial networks after holomixis in a meromictic ...
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