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Introduction Objective Concordance vs. Mismatch Count
HPYV in Cervical Cancer The Objective of this work is to compare the Mean Concordance Percentage vs Mismatch Number
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* The LA has been the gold standard (including positive and negative results). risk, so these are important infections that are not detected by LA.
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* Cross-hybridization between H . ) 3 * The lack of correlation between mismatch number and concordance
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were sequenced using the Illumina MiSeq platform and sequence reads
aligned to HPV reference genomes using custom Perl scripts.
Best concordance between LA and NGS was found when a read count
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* These primers target a 450 base pair region that is highly papillomaviruses with a predicted dual role in conferring oncogenic risk [version I; peer review: 2 approved.
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lag time between new genotype discovery and its addition to
the sequence library.
* The use of the MY09/11 degenerate primer set allow for
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