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PROGRAM INFORMATION
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Sequence Length : 2962 bp

GC Cont ent : 51.99%

W ndow Length . 96 bp

W ndow St ep : 12 bp

Threshold Value : 0.500

PS- Ver si on 1.2

GeneMark Options : PostScript graph,
Mark ORFs / splice sites,
Li st ORFs,
Li st regions and/or splice sites,

MATRIX INFORMATION

Matri x : Heuristic, GC = 52
Aut hor . Borodovsky Laboratory - Georgia Te
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Send questions / coments to:
Dr. M Borodovsky
Ceorgia Institute of Technol ogy
School of Biol ogy
Atlanta, GA 30332-0230

For help or information, send electronic mail to: custserv@genepro.com, or mark@amber .biology.gatech.edu
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