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Wednesday, July 2

9:00- 9:50

UWE OHLER: Decoding Non-coding Regulatory Regions in
DNA and RNA (I) — Invited Tutorial

9:50-10:00

Break

10:00-11:15

DIMITRIS POLYCHRONOPOULOS, ANASTASIA KRITHARA,
CHRISTOFOROS NIKOLAOU, GIORGOS PALIOURAS, YAN-
NIS ALMIRANTIS, GEORGE GIANNAKOPOULOS: Analysis
and Classification of Constrained DNA Elements with N-gram
Graphs and Genomic Signatures

INKEN WOHLERS, MATHILDE LE BOUDIC-JAMIN, HRISTO
DJIDJEV, GUNNAR W. KLAU, RUMEN ANDONOV: Exact
Protein Structure Classification Using the Maximum Contact
Map Overlap Metric

TOMOHIKO OHTSUKI, NAOKI NARIAI, KANAME KOJIMA,
TAKAHIRO MIMORI, YUKUTO SATO, YOSUKE KAWAI,
YUMI YAMAGUCHI-KABATA, TESTUO SHIBUYA, MASAO
NAGASAKI: SVEM: A Structural Variant Estimation Method
using Multi-Mapped Reads on Breakpoints

11:15-11:45

Coffee Break

11:45-13:00

CLAIRE LEMAITRE, LIVIU CIORTUZ, PIERRE PETERLONGO:
Mapping-free and Assembly-free Discovery of Inversion Break-
points from Raw NGS Reads

GIUSEPPE NARZISI, BUD MISHRA, MICHAEL C. SCHATZ:
On Algorithmic Complexity of Biomolecular Sequence Assembly
Problem

Ivo HEDTKE, IOANA LEMNIAN, MATTHIAS MULLER-
HANNEMANN, IvO GROSSE: On Optimal Read Trimming in
Next Generation Sequencing and Its Complexity

13:00-14:30

Lunch

14:30-15:20

ANNIE CHATEAU, RODOLPHE GIROUDEAU: Complexity and
Polynomial-Time Approximation Algorithms around the Scaffold-
ing Problem

ERNST ALTHAUS, ANDREAS HILDEBRANDT, ANNA
KATHARINA HILDEBRANDT: A Greedy Algorithm for
Hierarchical Complete Linkage Clustering

15:30

Visit of the City

% City Hall Castellers

Thursday, July 3
9:00—- 9:50 | UWE OHLER: Decoding Non-coding Regulatory Regions in
DNA and RNA (II) — Invited Tutorial
9:50-10:00 | Break

10:00-11:15 | CARLA NEGRI LINTZMAYER, ZANONI DI1AS: On Sorting of
Signed Permutations by Prefix and Suffix Reversals and Transpo-
sitions
THIAGO DA SILVA ARRUDA, ULISSES DIAS, ZANONI DIAS:
Heuristics for the Sorting by Length-Weighted Inversions Prob-
lem on Signed Permutations
ALEXANDER GRIGORIEV, STEVEN KELK, NELA LEKIC: On
Low Treewidth Graphs and Supertrees

11:15-11:45 | Coffee Break

11:45-13:00 | CARLA NEGRI LINTZMAYER, ZANONI DIAS: On the Diame-
ter of Rearrangement Problems
AMINA NOOR, AITzAZ AHMAD, BILAL WAJID,
ERCHIN SERPEDIN, MOHAMED NOUNOU, HAZEM
NouNou: A Closed-Form Solution for Transcription Fac-
tor Activity Estimation using Network Component Analysis
KANAME KOjIMA, NAOKI NARIAI, TAKAHIRO MIMORI,
YUMI YAMAGUCHI-KABATA, YUKUTO SATO, YOSUKE
KAWAI, MASAO NAGASAKIL: HapMonster: A Statistically
Unified Approach for Variant Calling and Haplotyping Based on
Phase-Informative Reads

13:00 Closing
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