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Technologies de sequencage long reads (PacBio)
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https://www.yourgenome.org/theme/what-is-pacbio-smrt-sequencing/




Technologies de sequencage long reads (Nanopore)
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https://www.yourgenome.org/theme/what-is-oxford-nanopore-technology-ont-sequencing/




Qualite d'un read

Qbase =

Calcul en place:  Qread = m0oY(Qpase) ?




Qualite d'un read

Qbase = —10 lO.glO(P)

Calcul en place: QW

“Bon” calcul: Qread = _10l09(m0y(Pbase))




Qualite d'un read
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Reads chimeriques (Nanopore)
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Reads chimeriques (Nanopore

Lecture Read Lecture Read Complément
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@29e24fle-c334-49e5-aalc-5adbTbcalfc2 fail PBE04124
CTAGAAGGTGGAGGTTGTCAAGGGTACCTTATGGGTGACAGTGGATATGGATGCCAAACAT TCCTTATGACCCCT GTAT TGGGT TCTGTTTCTATCAAGGAAAAAAACTATAAT GAACCACATGTAAAAACAAGAAAT GTAATTGAGC

ACGCCAAAAATAGAAACCACAAAAAATATAATTCTATCCTGTGCTGCTCTTCACRACATTACCATAATGAATAAACT TCATTAT GGTAAT GT TGTGAAGAGCAGCACAGGATAGAATTATAT TTTTTGTGGT TTCTATTTTTGTCCTT
TTAAGTGATTTCTTGTTTTTACATGTGGT TCATTATAGT TTTTTTCCTTGATAGAAACAGAACCCAATATCAGGGGTACTGT TTGGCATCCATATCCACT GTCACCCATAAGGTACCCTTGACAACCT CCACCT TAGAGT GTGTGTGT

GTGTGTGTGIGT




