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Dominating lineages

Frequency of the 10 most abundant PANGO lineages across Denmark within the last 6 months. The freq %Iated as a centered

14-day rolling average. Note that some regions have low case-counts in some periods, which can make small absolute changes look dramatic
on a relative scale.
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Dominating lineages

Frequency of the 10 most abundant PANGO lineages across Denmark within the last 6 months. The frequefcy is calculated as a centered

14-day rolling average. Note that some regions have low case-counts in some periods, which can mak ab e changes look dramatic
on a relative scale.
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Du er her: Forside De fleste restriktioner lempes i Nordjylland

TEMAER Sundhed Aldre Sundhedsprofessionelle Ministeriet

MERE PA

De fleste restriktioner ORONASMITTE DK
lempes i Nordjylland

196-11-2020

PRESSEMEDDELELSE - Pa baggrund af nye smittedat
resultater fra sekventeringen af de positive praver,
faldende tendens af minkvarianter i Nordjylland,
Indsatsgruppen for Covid-19-handtering, at : e (bnele me e oy sl
restriktioner i syv nordjyske kommu mpes. Regeringen alle informationer om coronavirus pa
har besluttet at felge anbefalingen. coronasmitte.dk

Hvis du ikke kan finde svar her, kan
du ringe til:
telefon-hotline 7020 0233

Sundhedsmyndighederne har pa b
smittespredning og sekventering af

te data for

e prever fundet basis for en

e i Frederikshavn, Vesthimmerland,
g og Laeso kommuner.

lempelse af langt de fleste restriktion
Jammerbugt, Thisted, Brenderslev, Hjgi

Hovedparten af lempelserne vil vaere gaeldende fra den 19. november 2020.
Der er folgende undtagelser:

Oct Mar
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e Daglige data Opdateringer kl 12. Seguencing coverage

The:kat below shoves the num withpasithve SARS-Cov-2 test, summarized per wesk [total height! for wéhole of Denmarkand
each region separatety. Each bar Cases ot secuenced | prey], sequenced cases that didinat produce 3 pename of sufficent quality
iyl nd samuenced sz ity panvarme (mlus) A tzhimnsith 30 pumines i lozstes ot the hottar of this page.

» Oversigtsrapporter
- Status pa sekventering og VOC/VOls

» Udbruds og variant rapporter

- Epikurver + fylogeni |
» Data til modelleringsgruppen @ Dominating linesges

Frequency of the 10 mast sbundant PANGO linesz=s sonass Denmark within the | ast & months. The frequency i calculated 352 centered

14-2zyrolling sversge Mate that same ragiors have |ow case-sunis insome pariods, which s make sall smsiute changes lak dramatis

- Beregning af kontakttal b . o

» Breakthruogh infektioner \

- Overvagning af infektioner post ation
» Overvagning af diagnstiske

- Primer/probe statistikker.?\
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 Specific gPCR Surveillance

» Spike-gene sequencing (sanger)

All tests are free and results <24 h
RT-gPCR: 150.000 test/day

Antigen: 150.000 test/day

0.3% positive
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DANISH COVID-19 GENOME CONSORTIUM
«Formal

- Opbygning af sekventeringskapacitet

- Bruge helgenomsekventering aktivt som
overvagningsveerktgj

- Assistere med at etablere. Nanopore sekventering pa
landets sygehuse
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» Outbreak report
Sequencing coverage
- In depth reports covering specific outbreaks (l:\*“ﬁﬂi“jﬁﬁ%ﬁﬂlfﬁ%ﬁiﬁﬁ
:» Data to modelling group (19
- Modelling R-numbers and reopening scenarios ’

» Breakthruogh infections after vaccination @
- Surveillance of infections post vaccinatio% Dominating lincages

Erequancy ofthe 10mast skundznt PN G0 lineszes soross Denmmarkvithin the [2st § marths, The fraguens, s cxinulated 253 cemtered
14y rolling sveraze Not that same rezions haes low case-counts insame periods, vihich can ma ke sl | sisolutz changss look dramatic

anzrelztivecesls

L 4
: Surveillance of diagnostic assays \6&

- Primer/probe statistics O

"\

»» Information to ministery of h




	Sars-cov-2 sekventering i danmark	
	SARS-CoV-2 sekventering I Danmark
	Den første bølge
	Mink udbrud
	Mink udbrud
	Oversigt sars-cov-2 sekventering
	Mink udbrud
	Mink udbrud
	Mink udbrud
	Den engelske variant
	Den engelske variant
	Den engelske variant
	rAPPORTERINGER	
	From patient to data
	Læringspunkter
	Danish covid-19 genome consortium
	Danish covid-19 genome consortium
	Reporting system	



