p_c× 1 2� �^2 e �_{k= i� u}^{i l}k^{2�} �_{h= j� v}^{j a}h^2

2 �^2 × 1� p

c × p_f

Optical Mapping

Genomic Consensus Maps with statistics parameters gentig

Molecule Maps

The green lines represent molecule maps The blu line represents the genome wide consensus map reconstructed by gentig

a a a a 1 2 3 a a - a a

.

a : a : : a

DNA Sequences Genomic Consensus Maps

Validation Algorithm

Yes/No Score Alignment

Alignment Algorithm Alignment

Sequence Maps

"In Silico" Restriction Digestion

GenBank

Celera P.E.

Sanger

DNA Sequences

Optical Mapping

Genomic Consensus Maps

Validation Algorithm

Yes/No, Score, Alignment

Sequence Maps

DB Collection

Gentig

"In Silico" Restriction Digestion

2 3 .

a Pa 0 a 0 P- # #

a

, a

Genomic Consensus Map

Validation Algorithm

Sequence Map

Generate all the suffix maps

RFTs Detection

DPP Intermediate Alignment Tables

Result

RF Translocation

Consensus Map

Sequence Map

Subsequence Maps

# # 1 1 0 2 2 3 3 4 4 5 6 6 8 2

2 P- # # 1 1 0 2 3 3 5 4 2 5 5 6 4

3 P-