
Laboratories Involved :

ÅLaboratorio de Referencia Nacional de Biotecnología 

y Biología Molecular

ÅLaboratorio de Referencia Nacional de Virus 

Respiratorios

Instituto Nacional de Salud de Perú

Molecular Surveillance of SARS-COV-2 in Peru
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ÅSamplescryopreserved:/¢Җ30 value
ÅPrimers: 7 overlapping fragments (aprox.

5Kbeach)
ÅAmplification: RT-PCR with high fidelity

polymerase
ÅLibrary: NexteraXT
ÅSequencingPlataform: MiSeq(Illumina)

Molecular Surveillance of SARS-COV-2 in Peru



ÅCurrently 153 SARS-CoV-2 
genomes sequenced by INS, 
85 from UPCH

Å¢ƻǘŀƭ άperuvianέ {!w{-CoV-2  
genomes sequenced: 238

Å62.6% from Lima and 37.4% 
from regions

ÅWe are planning to sequence 
more genomes mainly from 
Peruvian regions

https://covid19.minsa.gob.pe/sala_situacional.asp

https://covid19.minsa.gob.pe/sala_situacional.asp


Lineagesof SARS-CoV2 virus in Perú

ÅάtŜǊǳǾƛŀƴέSARS-CoV-2 virus
belongs to G and S clade
accordingto GISAIDdatabase

ÅLineagesB.1 and Sub-lineage
B.1.1.1 are the most frequent
in Peru according Pangolin
classification.



Local transmissionof the virus
generated2 Peruviancluster

Cladogenético 
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Cladogenético 
peruano II



Frequentsmutations presenton SARS-CoV2 virus in Perú
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+ 28881G>APeruvian CladeII



Phylogenetictree
generatedby Posterior 

Probabilityanalysis

Phylogenetictree ofάtŜǊǳǾƛŀƴέ
SARS-CoV-2 virus
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CladeII


