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Different objectives and priorities for sequence data.

CDC NS3 & Baseline Contracts

Based on established influenza public health surveillance
models.
[T = Surveillance enhanced and expanded using commercial labs / SEQUENCE DATA
to extend the depth and reach of coverage. / fm/ / — /
= PRIMARY GOAL: establish consistent national baseline
monitoring for variant surveillance and risk assessment; * J’
contribute to global picture of circulating viruses. Standardized Metadata

Supports interagency risk assessment (SIG), academic A \ﬁ
research, federal decisionmaking. L

v D

{4) SPHERES

= Participatory mode.

" Engages academia, State and Local Public Health

B\oSample Record

A\
’
. public health and private
sector. CONNECTS NEW Build flexible, scalable, resilient and responsive capacity H
PARTNERS with public L for genomic surveillance that can be adapted to many
health. scenarios and is responsive to local public health priorities. ISL Accession #
= Share capacity & = Leverage state and regional capacity to strengthen :_) saiondl

expertise, improve the sequencing/bioinformatics/epi capabilities. NChI ﬁ.‘f::i:f?ff:,lff gy
utility, quality and = PRIMARY GOAL: local surveillance and monitoring for
timeliness of data. | unusual variants, patterns or clinical outcomes, but often

focused on outbreak response, infection control, contact

tracing.

= State Consortia: AZ, CA, MN, Others.

= Long term, these are the critical systems to build.




SARS-CoV-2 Submissions (GISAID + NCBI)
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U.S. Sequence Submissions (GISAID)

submitting_category ® Academic and Clinical Laboratories ® Federal Laboratories/Surveillance @ Other @ Private Sector Laboratories @ State, Territorial, Local and Tribal PHL
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Nextmeta 2021-12-03 / GISAID - manual classification of submitting laboratories.




CUMULATIVE SUBMISSIONS TO GISAID BY SUBMITTING LABORATORY TYPE
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@ CDC expanding surveillance at4 X +

2 & @ cnn.com/travel/article/cdc-omicron-us-airports-surveillance/index.html

(@} travel DESTINATIONS  FOOD&DRINK ~ NEWS  STAY VIDEO O,

CDC expanding surveillance at 4 major US
alrports to look for Omicron
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@ GISAID Initiative

< C & epicov.org
Virus detail
Virus name: hCoV-19/USA/CA-CDC-FG-177176/2021
Accession ID: EPI ISL 7154399
| Type: betacoronavirus
: Clade: GR
Pango Lineage: B.1.1.529 (Pango v.3.1.16 2021-11-25), Omicron (B.1.1.529-like) (Scorpio)
AA Substitutions: Spike AG7V, Spike D614 G, Spike D796Y, Spike E484A, Spike G142D, Spike G339D, Spike G446S, Spike G496S, Spike
[ H69del, Spike HE55Y, Spike L212l, Spike L981F, Spike N211del, Spike N440K, Spike N501Y, Spike N679K, Spike
N764K, Spike N856K, Spike N969K, Spike P681H, Spike Q493R, Spike Q498R, Spike Q954H, Spike S371L, Spike
S¢ S373P, Spike S375F, Spike S477N, Spike T95I, Spike T478K, Spike T547K, Spike V70del, Spike V143del, Spike .
Y144del, Spike Y145del, Spike Y505H, E TSI, MAG3T, M D3G, M Q19E, N E31del, N G204R, N P13L, N R32del, N
A R203K, N S33del, NSP3 A1892T, NSP3 K38R, NSP3 L12661, NSP3 S1265del, NSP4 T492l, NSP5 P132H, NSP6
Lo G107del, NSP6 1189V, NSP6 L105del, NSP6 S106del, NSP12 P323L, NSP13 Y269C, NSP14 142V
Variant: VOC Omicron GR/484A (B.1.1.529) first detected in Botswana/Hong Kong/South Africa
S Passage details/history: Original
<
Collection date: 2021-11-26
Location: North America / USA / California
Host: Human
Additional location information:
Gender: unknown
Patient age: 32
Patient status: unknown
Specimen source: Nasal Swab
Additional host information:
Sampling strategy: Baseline surveillance
Outbreak:
Last vaccinated:
Treatment:
Sequencing technology: [llumina NovaSeq
Assembly method: BWA; iVar 1.3
Coverage: 59251.4x
T‘ Comment: <> Gap of 39 nucleotides when compared to the reference WIV04 sequence. v
1 ( Back _'J Contact Submitter __] Metadata j FASTA I
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Useful links:

SPHERES Data Standards Overview: https://bit.ly/spheres_standards

The SPHERES multimedia reading room:
All past slide decks and materials: https://bit.ly/spheres_docs

: http://bit.ly/spheres_zooms

SPHERES community : http://bit.ly/spheres_notes

SPHERES brainstorming: http://bit.ly/spheres_brainstorm



https://bit.ly/spheres_standards
https://bit.ly/spheres_docs
http://bit.ly/spheres_zooms
http://bit.ly/spheres_notes
http://bit.ly/spheres_brainstorm

A field guide to CDC NS3 and Baseline Data

National SARS-CoV-2 Strain Surveillance (NS3):
ST-CDC-2-######### -> NS3 DATA and EVS (targets variants, small proportion)

CDC/State NS3 samples - random submission from state and local public health laboratories, submitted to CDC, run through a standard
sequencing and bioinformatic workflow.

ST-CDC-[A-z0-9]{4}-[0-9]{4} = Usually NS3 Enhanced or Special Studies

Baseline Surveillance:
ST-CDC-LC######### -> LabCorp - Random selection

ST-CDC-######### & ST-CDC-QDX######## = Quest - Random selection
ST-CDC-STM-###i###### -> Helix/lllumina - SGTF prior to mid-Feb - Retail Pharmacy
ST-CDC-ASCH##i##i#### -> Aegis - Random selection - Retail Pharmacy
ST-CDC-FG####i##### -> Fulgent - Random selection - Community Testing
ST-CDC-IBX######### -> Infinity Biologix - Random selection - Community Testing
ST-CDCBI-######### -> Broad Institute - Random selection - Broad CLIA Laboratory

>> SAME IDENTIFIERS ACROSS GISAID AND SRA.

Brand names and logos are used for identification purposes only, and do not imply endorsement or support by CDC or HHS.
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