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Species identification



Formato Fastq

Fastq Format

Quality Score Encoding
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Species identification Dorado Basecaller



Error rate improvement

Melhoria da frequência de erros

Rang et al. 2018 Genome Biology



Nanopore errors

Erros da nanopore



Nanopore errors

Erros da nanopore

Oxford Nanopore Technologies



1 Identificação das bases

Basecalling

2 Demultiplexação

Demultiplexing

3 Avaliação da qualidade das leituras

Read quality assessment

4 Construção do consenso

Consensus generation

5 Correção de erros

Error-correcting

6 Identificação da espécie
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Indexing

Indexação
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Read clustering  
(isONclust) 

   Consensus sequence generation 
 (SPOA) 

   Reverse complement merging  
(Parasail) 

   Mapping, sequence polishing  
    (Medaka, Racon)  

(optional) 

     Primer detection 
and removal  
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Quality and size filtering 

Raw read subsampling  
(300-1000 reads)
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Sahlin, Lim and Prost 2020



Mapeamento à referência vs reconstrução de novo

Reference-based mapping versus de novo assembly
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Consensus Accuracy

Precisão do consenso

Krehenwinkel et al. 2019 GigaScience
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DNA Barcoding

Pomerantz et al. 2018



6 Identificação da espécie

Species identification
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Bit Score

Mede a qualidade do alinhamento

Measures the quality of the alignment.

Query Coverage

Quantidade de sobreposição das correspondências

How much of the query matches.

E-value

Probabilidade de uma correspondência ser completamente
aleatória (depende do tamanho da base de dados)

Likelihood that a given sequence match is purely by
chance (depends on the database size)

Percent Identity

O quão semelhante é a sequência de interesse e a
sequência da base de dados

How similar are the query and the database sequence.


