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Individual task

* S protein
— What does it do?
— Can you find the RNA sequences that S protein is transcribed from?

Copyright © miRcore All Rights Reserved \":@"/ MIRCcore



Let’s use UCSC genome browser

* https://genome.ucsc.edu/cgi-bin/hgTracks?db=wuhCorl

o Genomes Genome Browser Tools Mirrors Downloads My Data View Help About Us

UCSC Genome Browser on SARS-CoV-2 Jan. 2020/NC_045512.2 Assembly (wuhCor1)
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Let’s use NCBI

* https://www.ncbi.nlm.nih.gov/sars-cov-2/

ncbi.nlm.nih.gov/sars-cov-2/ Q

»-NCATS-UNC... education grant research foundation business personal finance @ Capture Reference Bookmarks @ (428) Petite Fleur -
National Library of Medicine —— Soah
National Center for Biotechnology Information

o COVID-19 is an emerging, rapidly evolving situation. (X

Get the latest public health information from CDC: https://www.coronavirus.gov
Get the latest research information from NIH: https://www.nih.gov/coronavirus

NCBI SARS-CoV-2 Resources

IQuick Navigation Guide SARS_COV_2 )
Sequence Submission
82,489 33,857

SRA runs Nucleotide records SlinicalTrials.gov
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NCBI Virus

Sequences for discovery

AboutUs~  FindDatav~  Helpv  How to Participate~  Submit Sequences v Contact Us

+ Betacoronavirus BLAST®

* SARS-CoV-2 articles in PubMed
* NCBI SARS-CoV-2 Resources

e CDC outbreak information

Severe acute respiratory syndrome coronavirus 2 data hub
Search, retrieve, and analyze SARS-CoV-2 GenBank data.

i

s [ Tree of complete SARS-CoV-2 sequences

* View a map with geographic distribution of SARS-CoV-2 sequences
* View SRA data containing coronaviruses

Selected Results: 0

PubMed Build Phylogenetic Tree

v

Show Filters

Nucleotide (33,857) Protein (360,023) RefSeq Genome (1) Select Columns
J Accession © Release Date ©  Species © Length ¢ Geo Location & USAS Host® Isolation Source ©  Collection Date = .
(J  Nc 045512 ™= 2020-01-13 Severe acute respiratory sy... 29903 China Homo sapiens 2019-12
D MW161041 2020-10-23 Severe acute respiratory sy... 4043 Russia Homo sapiens oronasopharynx 2020-06-04
D MW161259 2020-10-23 Severe acute respiratory sy... 29796 USA Homo sapiens oronasopharynx 2020-01-19
D MW148537 2020-10-22 Severe acute respiratory sy... 29807 USA: TX TX Homo sapiens oronasopharynx 2020-05-14
D MW148538 2020-10-22 Severe acute respiratory sy... 29805 USA: TX TX Homo sapiens oronasopharynx 2020-05-14
D MW148539 2020-10-22 Severe acute respiratory sy... 29812 USA: TX TX Homo sapiens oronasopharynx 2020-05-13
[:] MW148540 2020-10-22 Severe acute respiratory sy... 29815 USA: TX TX Homo sapiens oronasopharynx 2020-05-14
D MW148541 2020-10-22 Severe acute respiratory sy... 29812 USA: TX > Homo sapiens oronasopharynx 2020-05-12



Group task

* |dentify genome location of a protein of your choice
— Why are you interested in this protein?

e Select SARS-CoV-2 sequences (about five or so) from a location
that you are interested in
— Note the accession numbers

— How many different SNPs did you see in the protein?
* Use Align function
* Look for genome locations corresponding to the protein of choice

— Any SNPs resulting in amino acids?
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