eta-data (configuration file)

I L
G Syntenies
Genomes Synteny maps _ nERse T
| ;: pra——— format chain format
am | | E = }
i, |2 5 2 2| v
| a = s | Load genomes, synteny maps, prepare data structures |
= fi =

Synteny graph ) v
Find path from origin to target through the synteny graphl

Annotation /
coordinates in
GTF format

Coordinate translation) Y
For each item find syntenically corresponding region
from the origin genome to the next genome on the path.
Continue until the target is reached.

Rapid alignment
Run fast match (cross-correlation) on candidate regions.
Identify final target candidate region.
Dynamic local re-alignment) V.
Run detailed alignment on the region found from the |
target genome, to find score and exact boundaries.

( Reference
annotation in GTF

format

ranslated
Coordinates in
GTF format

Feature matching ¢
Use the hierarchical annotation structure to compare
translated coordinates to reference annotation.

Genes: Transrits: Exons: (HoraBHots)

HotaSHotb5 Horas(s) HOXAS() HowSHo081  Hos 1 () ouont il 27182665-2718387

oh  Hoi HOB) HOXAG 1 () 27 80287 correspondence

<unknown>  HOXA-AS3(+ Hora6l) HoaSHorb6.2  Horas 1 (pat); eon2  corl: 271 81704 Exenzia

HOXAS (-) HOXAS.1 (partt) chr7: 2718067 81704




