 Transcription initiation & control
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Using transcription
factor combinatorics

Vandel et al, BMC
Genomics 2019

Flagship GEM : recent results
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Distinguish alternative

translation starts using Ribo-
seq analysis transcription

Oldfield et al, Nature
Communications 2019
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Aho-Corasick Tree of Reverse

 Algorithms for sequence indexing.

Equivalence between
indexing data structures

- for collection of sequences:
the multi Burrows-Wheeler
Transform (BWT)

- for trees : the Extended
BWT (X-BWT)

Cazaux, R., CPM 2019

* Probabilistic motif search in genome (poster).

PCM 1 2 3
A 3 12 0
Cc 3 0 6
G 3 0 0
T 3 0 6

Log-odds 1
transformation

PWM | 1 2 3
A -2 20 5
(o3 -2 -10 10
G -2 -10 5
T 2 10 | 10 | =———d

Word enumeration

O EEkEE y
<< §<<< Matching words
- <COk+

Pos.1

Pos.3

Pos.2

Time (sec)

Jaspar Vertebrates p=85%

5 6 7 8 9 10 11 12 13 14 15 17 18 19 20 21 30

Matrix Width

Efficient enumeration and
search of words matching a
probabilistic motif (Position
Weight Matrix).

Service on ATGC platform.

Martin et al. , IEEE. BIBM
2018
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