FGENESH 2.6 Prediction of potential genes in Monocot genomic DNA

Seq name: test sequence

Length of sequence: 5187

Number of predicted genes 1: in +chain 1, in -chain O.

Number of predicted exons 10: in +chain 10, in -chain O.

Positions of predicted genes and exons: Variant 1 from 1, Score:55.285675

B cpsr M cDsi A cDsi CDSo @ PolA TSS

1 2 3 4 5 6 7 8 9 10
116 500 1000 1500 2000 2500 3000 3500 4000 4500 5087
1+ 1 CDSF 116 - 382 7.64 116 - 382 267
1+ 2 CDSi 1191 - 1259 12.10 1191 - 1259 69
1 + 3 CDSi 1435 - 1530 5.95 1435 - 1530 96
1 + 4 CDSi 1893 - 2017 8.01 1893 - 2015 123
1 + 5 CDSi 2104 - 2256 9.81 2105 - 2254 150
1 + 6 CDSi 3636 - 3765 14 .63 3637 - 3765 129
1 + 7 CDSi 3895 - 4055 11.19 3895 - 4053 159
1+ 8 CDSi 4236 - 4309 4_.80 4237 - 4308 72
1 + O CDSi 4382 - 4475 0.86 4384 - 4473 90
1 + 10 CDSI 4642 - 4861 2.37 4643 - 4861 219
1 + PolA 5087 -1.06

Predicted protein(s):

>FGENESH:[mRNA] 1 10 exon (s) 116 - 4861 1389 bp, chain +
ATGGCCGCCGCGCTCATCGTCCCCGCAAACCCAAACCCTACTCCAAACCCCACCTCCTCC
CTCCGTCCCCCATCGCGTGCCGCCTCCAGTGTGCTCCGCTTCCCCCGCCGCGACCGCGCT
CGAACCCATCTCACTGCCGCGTTTGGGAGGGGATCACCCGCGGCGGCGGCCGAGCGCGGC
GGGAAGGACTACTACGCTACGCTGAACCTCCGCCGCGACGCCACCCTGCAGGAGGTCAAG
ACGGCCTACCGTACCCTAGCGCGCAAGTACCATCCTGATATGAACAAGGACCCTGGGGCA
GAAGAAAAGTTTAAGGAGATAAGTGCCGCATACGAGATTCTATCAGATGAAGAAAAAAGA
TCTCTGTATGACCGCTTTGGAGAAGCAGGGCTCACTGGAGATTATGGAGGTGGAGATATT
GGCTCCAATGGGATTGATCCATATGAACTCTTCAATGCATTCTTTGGTGGCCCTGATAAG
CTTTTTAGAGACAGCATGGGTGCTGGGAGATTCCATTATGGTACAAAAGTCACAGACAAC
AGGGGACTTGATATTCGATATGATCTTCTCCTTTCTTTTGAAGAATCAATAATTGGAGGC
AAACGAGAAGTCAGCATTTTTCGTTATGAAACCTGTGGCACTTGCCATGGAACTGGTGCT
AAATCTAGCAATGACATAACAGAATGTACTCAATGCAGAGGTCAAGGCAGGCGCGCAACT
GGTGACCTATACATATTTGTTCATGTTAATAAAAAAGAAGGCATCCACAGAGAAGGCCTC
GATCTGTTCTCAGATGTCACAATAGATTATACTGATGCAATTTTAGGAACCACAGTGAAG
GTTGAAACAATAGAGGGATTCAAGGATCTTTATATTCCTCCTGGCACTCAGCCTGGGGAG
CGGCTGAAATTTGCTCAACTGGGAGCTCCAGACATTAAGAATCCTACCATTAGAGGAGAT
CATAATTTTGTGATAAATGTGAAGATCCCGAAGAGTATCAGCAACCAAGAACGAACATTA
GTACAAGAAATTGCAGCACTGAAGGAAACTGGGTGTATTTCTGTTCCAGGTGAAGAGACT
AAAAACAGAGAAAATTTGGGAGAGAGAAACTCCCATTCATCCACAGGGAAGAGAAGATCC
CTCTGGCGATCTATCAGGAATTTGTTCAGGGGCGACGATGGGGATACGAGATTTGCTTCA
ATCAGCGCACAATCTGTTACTCCATTATGGACTCCGCGACGAGGATCTCATCCAGCTGTT
CTGTTGCTAGAAGGATTCCTGATGATCACAGTGCTCTTATTCGTGATAAGCAGAACTCGT



ATAATCAGGTCGACTCCAAAGCGGTATGATCGTCCTACTGAAGCTAAAGAAGCCGATGGA
GAGACTTAA

>FGENESH: 1 10 exon (s) 116 - 4861 462 aa, chain +

MAAAL IVPANPNPTPNPTSSLRPPSRAASSVLRFPRRDRARTHLTAAFGRGSPAAAAERG
GKDYYATLNLRRDATLQEVKTAYRTLARKYHPDMNKDPGAEEKFKE I SAAYE I LSDEEKR
SLYDRFGEAGLTGDYGGGD IGSNG IDPYELFNAFFGGPDKLFRDSMGAGRFHYGTKVTDN
RGLDIRYDLLLSFEESI1GGKREVSIFRYETCGTCHGTGAKSSND I TECTQCRGQGRRAT
GDLY IFVHVNKKEGIHREGLDLFSDVTIDYTDAILGTTVKVET IEGFKDLY IPPGTQPGE
RLKFAQLGAPDIKNPTIRGDHNFVINVKIPKSISNQERTLVQE IAALKETGCISVPGEET
KNRENLGERNSHSSTGKRRSLWRS IRNLFRGDDGDTRFAS ISAQSVTPLWTPRRGSHPAV
LLLEGFLMITVLLFVISRTRIIRSTPKRYDRPTEAKEADGET



