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MEASLES SURVEILLANCE REPORT

U.S. measles case surveillance
and public viral sequence data

Created September 18, 2026

Current case activity, state patterns, and publicly available measles
Virus sequences.
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2026 SURVEILLANCE AND PUBLIC SEQUENCES

3,471 301 805
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9% of cases 2026 collection year
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NATIONAL SURVEILLANCE

Recent measles activity remains elevated

Cumulative confirmed cases through each rash-onset week of the year. The two most recent years are
emphasized in teal.
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HOW REPORTING WEEKS ARE DEFINED

Each point is the running case total through that CDC reporting week. Weeks run Sunday through Saturday, and
week 1is the first reporting week with at least four days in the new year. Month labels show approximate positions
within the reporting year. Learn more about CDC reporting weeks.

National 2026 totals include cases amonginternational visitors to the United States. Surveillance values are provisional and may change
as CDC updates its data.
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https://ndc.services.cdc.gov/wp-content/uploads/MMWR_Week_overview.pdf

STATE SURVEILLANCE

2026 measles cases by state

Annual confirmed measles cases by state for calendar year 2026, with rankings by case count and population-
adjustedrate.

0 1-24 0 25-99 @ 100-499 @@ so0+

TOP STATES BY CASES TOP STATES BY CASES PER 100K POPULATION

1 Pennsywania D 745 1 Utah (] 14.9
2  SouthCaroling CEE——— 670 2 SouthCarolina G 12.0
3 Utah [ ] 527 3 Pennsywania [ ] 5.7
4  Texas - 192 4 North Dakota - 4.8
5 Virginia - 178 5 Wisconsin ® 2.6
6  Wisconsin - 158 6 Delaware ® 2.2
7 Florida - 147 7 Virginia L 2.0
8 Ohio - 124 8 Arizona o 14
9  Arizona Ll 110 9 Oregon . 1.3
10 Oregon o 56 10 South Dakota o 1.2

READING THE MAP AND RANKINGS

The map displays confirmed cases reported to the CDC. Case rate = confirmed cases / state population x 100,000.
Population source: U.S. Census Bureau Population Estimates Program, Vintage 2025.
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GENOMIC SURVEILLANCE CONTEXT

Publicly available virus sequences add
context to reported cases

U.S. measles virus sequence records submitted to NCBI GenBank and accessed through PathoPlexus.

3,781 47 D8

Public U.S. records States represented Predominant genotype

among mapped, dated records all public U.S. records

Reported genotypes by state: D8 predominantes is most states

This snapshot shows 1,290 records collected from Sep 2025 through Aug 2026—a time-filtered subset of the 3,781 public
U.S. records summarized above.

REPORTED GENOTYPE
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The snapshot includes records across 33 states. Genotype sectors show composition within each state, not the share of all measles
cases sequenced.
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TEN-YEAR VIEW

Reported genotypes have shifted over the
past decade and D8 now predominates

Annual public U.S. measles virus sequence records by collection year and reported genotype, 2017-2026.
Collection date is available for 99.6% of public U.S. records.
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READING THE TIMELINE DATA AVAILABILITY

Each bar is the annual count of public U.S. se- The latest year is incomplete, and public sequence
quence records with a collection year. Colors show availability reflects submission and sampling prac-
the reported genotype composition within that tices as well as measles activity.

year.
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PUBLIC SEQUENCE COVERAGE

Sequence availability varies by place and time

Public U.S. sequence records by state and collection year, grouped into four U.S. Census regions.

IMPORTANT CONSIDERATIONS

+ Public sequence records are not a representative sample of all measles cases and may oversample outbreaks or targeted investigations.
» Multiple sequence records may correspond to the same reported case, so the sequences-to-cases ratio can exceed 1.
- Additional sequences may exist but not yet be available in public repositories; only publicly available sequences are included.
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1 0 0 Kansas 0 31 0
2 0 0 Michigan 5 24 0
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14 43 0 Nebraska 0 0 0
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Ohio 4 28 0
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SEQUENCE-TO-CASE RATIO

Sequence-to-case ratios by state and year

The ratio compares public sequence records with reported cases in the same state and year. A dash means
the ratio is unavailable because either the sequence count or case count is zero.
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SOURCES
1. CDC Measles Cases and Outbreaks — national, state, and weekly rash-onset surveillance.
2. PathoPlexus — public measles virus sequence metadata, including records submitted to NCBI GenBank.
3. U.S. Census Bureau Population Estimates Program — state population denominators used for case rates.
4. usahex U.S. hex-cartogram geometry — canonical state, District of Columbia, and Puerto Rico polygons derived from NPR Dailygraphics

templates.
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https://www.cdc.gov/measles/data-research/index.html
https://pathoplexus.org/
https://www2.census.gov/programs-surveys/popest/datasets/2020-2025/state/totals/NST-EST2025-ALLDATA.csv
https://github.com/MarEichler/usahex
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