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Assessment of seven aligners on two databases:
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Existing scores are not true metrics!

|dentity of indiscernibles Symmetry Triangle inequality
d(A,B) =0 <> A=B d(A,B) = d(B,A) d(A,C) < d(A,B) + d(B,C)

(a)) (2T Te)

Why does the score need to be a metric?

All-against-all comparison!
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Metrics
Seq? A - G C EOAKY Lt o A
Seqg3 A - - T
Seql | S, | S, | S, . Jaccard/Hamming
SSP Seq2 | % | - | S | % distance on
Seq3 | S% | - - | S% homology sets of
+ Sequence Index Seq1 S, S1, ST, G the MSASs
Seq Seg2 | S? G2 % S?,
Seg3 | S3 G3 G3 S3,
+ Character Index Seq ST, ST, S, G',

Seq2 | S2, | G2, | S2, | S2,
Seq3 | S3, | G3, | G3, | S3,

Pos

+ Tree Branch Index Seq1 st ST, S13 G13(4)
Seqg? S G2,(4) 54, S?,

Seq3 | S3, | G3,(4)|G3,(2)| S5,
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Comparison of metrics
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Benchmarking of aligners (d_,)
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Real-world data - BALIBASE Simulated data - INDELible
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Thank you for your attention! oA

Haskell implementation MetAl Presentation, poster,
available on github! sources and much more!
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Questions?

Join Melanie at her poster talk and
our following discussion!
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