
FGENESH 2.6 Prediction of potential genes in C_elegans genomic DNA
Seq name: Omy_NODE_1a 
Length of sequence: 49700 
Number of predicted genes 6: in +chain 2, in -chain 4.
Number of predicted exons 53: in +chain 21, in -chain 32.
Positions of predicted genes and exons: Variant 1 from 1, Score:353.461963 

CDSf CDSi CDSl CDSo PolA TSS

1
1254 1500 2000 2500 3000 3500 4000 4715

1 2 3 4 5 6

1 -      PolA      1254                1.06
1 -    1 CDSl      1263 -      1343   -5.68      1263 -      1343     81
1 -    2 CDSi      1404 -      1658    2.67      1404 -      1658    255
1 -    3 CDSi      2046 -      2336   15.99      2046 -      2336    291
1 -    4 CDSi      3079 -      3366   12.16      3079 -      3366    288
1 -    5 CDSi      3779 -      4090   17.55      3779 -      4090    312
1 -    6 CDSf      4133 -      4222   11.24      4133 -      4222     90
1 -      TSS       4715               -6.76

2
7251 8000 9000 10000 11000 12000 13000 13552

12 3 4 5 6 7 8 9 10 11 1213 1415 16 17

2 -      PolA      7251                1.06
2 -    1 CDSl      7289 -      7305   -7.62      7289 -      7303     15
2 -    2 CDSi      7345 -      7409    9.16      7346 -      7408     63
2 -    3 CDSi      7746 -      7837    6.43      7748 -      7837     90
2 -    4 CDSi      8078 -      8203    5.10      8078 -      8203    126
2 -    5 CDSi      8242 -      8337    2.74      8242 -      8337     96
2 -    6 CDSi      8376 -      8549    6.03      8376 -      8549    174
2 -    7 CDSi      8689 -      8799   14.12      8689 -      8799    111
2 -    8 CDSi      9091 -      9347   10.71      9091 -      9345    255
2 -    9 CDSi     10151 -     10215    4.19     10152 -     10214     63
2 -   10 CDSi     10731 -     10822    1.09     10733 -     10822     90
2 -   11 CDSi     10945 -     10989    4.51     10945 -     10989     45
2 -   12 CDSi     11209 -     11340    9.07     11209 -     11340    132
2 -   13 CDSi     11384 -     11491    1.03     11384 -     11491    108
2 -   14 CDSi     12153 -     12253   13.24     12153 -     12251     99
2 -   15 CDSi     12294 -     12360    6.36     12295 -     12360     66
2 -   16 CDSi     12404 -     12648    4.81     12404 -     12646    243
2 -   17 CDSf     12985 -     13054    7.69     12986 -     13054     69
2 -      TSS      13552               -6.06

3
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3 +      TSS      14710              -12.06
3 +    1 CDSf     15087 -     15167   19.22     15087 -     15167     81
3 +    2 CDSi     15349 -     15408    8.26     15349 -     15408     60
3 +    3 CDSi     15972 -     16061   16.03     15972 -     16061     90
3 +    4 CDSi     16125 -     16280   17.24     16125 -     16280    156
3 +    5 CDSl     16641 -     16775   11.10     16641 -     16775    135
3 +      PolA     16819               -1.75

4
23647 25000 26000 27000 28000 29205

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16

4 +      TSS      23647               -7.26
4 +    1 CDSf     23824 -     23931    9.13     23824 -     23931    108
4 +    2 CDSi     25479 -     25649    6.37     25479 -     25649    171
4 +    3 CDSi     26353 -     26487    1.96     26353 -     26487    135
4 +    4 CDSi     26530 -     26595    7.93     26530 -     26595     66
4 +    5 CDSi     26707 -     26808   10.25     26707 -     26808    102
4 +    6 CDSi     26848 -     27018    6.05     26848 -     27018    171
4 +    7 CDSi     27060 -     27178    5.89     27060 -     27176    117
4 +    8 CDSi     27221 -     27356   14.36     27222 -     27356    135
4 +    9 CDSi     27487 -     27525    3.43     27487 -     27525     39
4 +   10 CDSi     27632 -     27774    5.96     27632 -     27772    141
4 +   11 CDSi     27814 -     27922   -0.45     27815 -     27922    108
4 +   12 CDSi     27964 -     28128   16.71     27964 -     28128    165
4 +   13 CDSi     28172 -     28276    4.27     28172 -     28276    105
4 +   14 CDSi     28383 -     28472    6.08     28383 -     28472     90
4 +   15 CDSi     28513 -     28672    8.35     28513 -     28671    159
4 +   16 CDSl     28777 -     28955    5.55     28779 -     28955    177
4 +      PolA     29205                1.06

5
34140 35000 36000 37000 38000 39000 40000 41157
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5 -      PolA     34140               -0.44
5 -    1 CDSl     34745 -     35195   23.87     34745 -     35194    450
5 -    2 CDSi     35574 -     35697   13.11     35576 -     35695    120
5 -    3 CDSi     36633 -     36787   12.03     36634 -     36786    153
5 -    4 CDSi     39374 -     39501   12.06     39376 -     39501    126
5 -    5 CDSi     39701 -     39775    7.70     39701 -     39775     75
5 -    6 CDSi     40345 -     40423    1.83     40345 -     40422     78
5 -    7 CDSi     40465 -     40676    7.74     40467 -     40676    210
5 -    8 CDSf     40763 -     40867    6.58     40763 -     40867    105
5 -      TSS      41157               -3.36

6
48826 48900 49000 49100 49200 49300 49400 49500 49599

1

6 -      PolA     48826               -0.44



6 -    1 CDSl     49379 -     49599   22.33     49379 -     49597    219

Predicted protein(s):
>FGENESH:[mRNA] 1 6 exon (s) 1263 - 4222 1317 bp, chain -
ATGAACCTCCTACTGTTCTTTGGTTTTCTTTGTACAGTTTCCGCAATGACGATCATGTAC
TTTCAAAACTTGTGTGATCATGAGTTCCCTGTCATTCGCACAATTGAACTGTATAACAGG
ACTTGGACGTCGGTTGAAGTGGTTCTCAAACCAAATGAGACTAAGAATACCTCCTATCCC
CTTTCCTTCCAGTGGCCAAATATGAATTTCCGCGCCAACTACACCGGGAAAACAGCGGCG
GAGTTCTTTCTGAACACTGGAGGCTACGACTTCTACGGAATTGACATTGGAGAGGGCTTT
GATAATGGAATGAAAATAGTCCCCGATGATGGATTTAACATTTCGTGTTATTCTGATAAC
TGCACGGATGGCATAAAAACTCCAGAGGATTGGCGAAGCAAAGTTGTTGACATTTACAAG
GGTCGTTCCGGAAAGGTCGTTCATGAACTCCGTCCTGGCTTCTACTGGATGACCACTGAT
GGAGTGGAAGGCTCTTTTAAAGCTGGATTTAACGGAACTACCAAAGTGGATGTTTATCAA
AATAGATATGGAATCGACTACTATTCCATAAATATTGAAGATGGGTTTGATTACCCAGTT
CGGGTAGGAGCAGAGAGTGGAGAAGTCCTTACGTGCAGGGATTCTAACTGTTCCGATGGT
ATTCATAATCATATGGAGTATGACGAAAAGGTAGTCCGCACGGATGAATTCAGCGAACCT
GAGCTTGAAGTACGGCTCAAGCCAAAAGAAATCAGACTGGTTGCCTATCCTGGCGGGAAT
ATGACTTTCCGTTCAGGGTTTCACGGAAAAACGGCTGCTGTTTTTTGGCTGCACAAGAAT
GGACACGACTTCTACGGTCTCAACGTTACGGATGGCTTCGACATGGATATGTCAATTGAA
CCATACAATGGCAGAAACATCAGCTGTATTTCTGAAAGCTGCAAAGATGCAATTCACTCG
CCCAATGATATGCATCACAAAATTGGGTATCTATTTCATAATGGAACGAAATATTCCCGA
TCTCTTGGACATGGTCACCATAAGATATCTACTCTCCGAAACCAGAAATCCTTTCAAACA
GCCATTGGTGGCACTAAAATTGCTATTACCCTAAACAAAGATGGATTCGACTACCAATTT
TTGAGTGCGGGATTCTTCTTCAAAGAGGTAACAGTTGAAAGGGAAAATAGAGAGCTTCTC
ACATGTAGGACTAACAACTGCCCCTCATTTCAAGAGGAACTCAGTCAAGCAACTGGGGGC
GTTATTCACATTTACTGGTGTCCGGAACAGAAGTTGGACGACACTGTGGTAACGTAA
>FGENESH: 1 6 exon (s) 1263 - 4222 438 aa, chain -
MNLLLFFGFLCTVSAMTIMYFQNLCDHEFPVIRTIELYNRTWTSVEVVLKPNETKNTSYP
LSFQWPNMNFRANYTGKTAAEFFLNTGGYDFYGIDIGEGFDNGMKIVPDDGFNISCYSDN
CTDGIKTPEDWRSKVVDIYKGRSGKVVHELRPGFYWMTTDGVEGSFKAGFNGTTKVDVYQ
NRYGIDYYSINIEDGFDYPVRVGAESGEVLTCRDSNCSDGIHNHMEYDEKVVRTDEFSEP
ELEVRLKPKEIRLVAYPGGNMTFRSGFHGKTAAVFWLHKNGHDFYGLNVTDGFDMDMSIE
PYNGRNISCISESCKDAIHSPNDMHHKIGYLFHNGTKYSRSLGHGHHKISTLRNQKSFQT
AIGGTKIAITLNKDGFDYQFLSAGFFFKEVTVERENRELLTCRTNNCPSFQEELSQATGG
VIHIYWCPEQKLDDTVVT
>FGENESH:[mRNA] 2 17 exon (s) 7289 - 13054 1863 bp, chain -
ATGCGGGTGGTTTTCCTAGGCGGCCTACTGTTGGCCGCAGTGGTGACAGCAACGGTGGAG
AGGAGGAAAGCATCACCAAGTATGGTGAAACAGCACTTAACCGTGCCTACCTCGAACGCT
GCAATGGCTGAGGGAACGAACTTCGTCTACGGCTACATCAATTCTCATCTGGTGCCAACT
GACACGTCTTACACTGAAAACCTCTTCCTTACCATCACCAACTCAGGAGACACTCCTGCC
GTTGTTACCATCACTTCGAAGTTCAAAAATTTCGTAAATCAAACGATCACTGTACAACCA
GGAATTTCCTCTATTGCTAAAATTGAACCAGCTGATATTCAAGTGGACTACATGGACAAA
CAACTTGGTCAGGCGTTCTTTGAATTCAAGTCGATCTGGGTTAGCTCCACAGTTCCTGTC
TCTCTTGTTGCTACAAATCAGGTCTCTGATTTCAGCAGTGAGGATAAATTTGCCATTTTG
CCCATCTGTCAACTGGGAACCCAGTACAAAGTGGTTGTTGACGAAACGTCTGACCCCGAT
CGTCTACAATCTACAAATGTTGTTACAATCATCGCCACGGAGGATGACACTGTTACACTA
TCCCCAGTTGTTGGAGGAGAGCACACCTTGCTGAAAGGAGAAATGCTGTCGATCGCCGTT
GCCTTCAGCCCCAACTCAGCCGACATCAGTGCCTCGAAGCCCGTGGCTGCTATTTCAGGA



GCGGAAGACAATACGACTATAACCGCAGACGGTAACCAATGGTCTCCGGCTGGAAGTGCT
AACATTGCTGACCAGGGAGCACCATTCTTTGTTCATGTTCCTTCCCCTAATCTCTTCGCT
CCGGGCCCTATTCCTTTCGGGGTTACGGTGTACGGGTACGGAGAGCGCAGGTCTTACGGA
TTCAACCCTGGACTGAACTTGCCAAGAACAAAGGATGATTGGAGAAGATTTGGTGTAGCT
TTGGAAGGTGTTTCTAAGTCTCAAGCAGACATTGCTTCTGGAACTCTCTTCGTTTACTCT
TACCTCAACAGTCATCTGAATCCTAAAGACACGACGGTTACTGAGAACCTATGGCTAACT
GTGACAAATCCTGGTACTCAACCAGCTCAAGTGACCATCTGGTCCACCTATCCAGGCTTC
AACAATCAAACCAACACCGTTCCCGCTGGAACATCGAAAGTTGTGTGTCAACTAGGAAAG
TCTTATTTGGTTGTTGGTGATGAATCAGCTAGAGCTGGAACGCCTCAGTCAACCAACATT
GTGACGATCATTGCTACTCAGCCGAATACTGCTGTTACCTTCTTAGGCTCTATCGCCGTT
TTGCAAACGGGAAGCCAATTCACAACCTCTATTAACAGCTACATTTCTGGAATTCCCATC
AGTGCTAACAAGCCCGTGGCTGTTATTTCTGGAGCTGTATGTGGGTACGGATATCTTTCT
CAGCCTCAAATTCATTGCAGTCATGAGGCTCTGATGCTTTACCCCACAACCAGTTTCGAC
ACAAGATATCCGTATTTCAACTTCCAGCCTGAGGAATATGGAGAGCTCATGGTCTACGTC
ACCCAAGCTAACACGACAATTTCGATCGATTCAAGGCCGCGTGCTCCTATGAGCACAAAC
TCTATTCTTCTTGTGAAAGTGGCAACGGGAACCTATATCACAGGAGACAAACCCATTTAC
ACCGTTGCGGTTGGAAACGTCAACAGCCAAGACCAAGGCGCTCCGTTCTTCGCTCATGTG
CCTTCACCATCACTTTTCACCACTGGCCCCATTATGTTCGCTGTAACTGTTTACGGATAT
GGAATGTTCAAGTCCTACGCGTTCAACCCCGGATTGAACCTTCCCGTCACCGGCACTTGC
TAA
>FGENESH: 2 17 exon (s) 7289 - 13054 620 aa, chain -
MRVVFLGGLLLAAVVTATVERRKASPSMVKQHLTVPTSNAAMAEGTNFVYGYINSHLVPT
DTSYTENLFLTITNSGDTPAVVTITSKFKNFVNQTITVQPGISSIAKIEPADIQVDYMDK
QLGQAFFEFKSIWVSSTVPVSLVATNQVSDFSSEDKFAILPICQLGTQYKVVVDETSDPD
RLQSTNVVTIIATEDDTVTLSPVVGGEHTLLKGEMLSIAVAFSPNSADISASKPVAAISG
AEDNTTITADGNQWSPAGSANIADQGAPFFVHVPSPNLFAPGPIPFGVTVYGYGERRSYG
FNPGLNLPRTKDDWRRFGVALEGVSKSQADIASGTLFVYSYLNSHLNPKDTTVTENLWLT
VTNPGTQPAQVTIWSTYPGFNNQTNTVPAGTSKVVCQLGKSYLVVGDESARAGTPQSTNI
VTIIATQPNTAVTFLGSIAVLQTGSQFTTSINSYISGIPISANKPVAVISGAVCGYGYLS
QPQIHCSHEALMLYPTTSFDTRYPYFNFQPEEYGELMVYVTQANTTISIDSRPRAPMSTN
SILLVKVATGTYITGDKPIYTVAVGNVNSQDQGAPFFAHVPSPSLFTTGPIMFAVTVYGY
GMFKSYAFNPGLNLPVTGTC
>FGENESH:[mRNA] 3 5 exon (s) 15087 - 16775 522 bp, chain +
ATGTTTTTGATAATTTTCGCCCTTTTGGCTGGTGTCTGCTTCGCCCAGGACAAGAATTCC
CTAGATTTTGACAACCCGACGAATTGCGGAACTGAAGCCACGAAATGGAAGCCCTGCATC
GAGAGGAAAGTTGCCGATCAGGTGTTTGGCTCCTGCTGCGAGCGATTTGTTCCCCCCGAG
TGCCGTGGTCTCTGCATCTACGAAACCAACGCCATTGAGGCTCGCGTTGTTTTGATGCAC
ACCATCCAGCCTTCTCGCTGCCGTCTCTACAAGTACCTCCCCGCTGTGGTTCACTGTGCC
GCCCAGACCCACGACAACTCGGAATGCTGCAGGTCAAACGGAATCGCTCAGCTGGGAGAA
CAGTGCCTTCAGATGTGCCAGTCTCAGTCGAACCCTCGCCGTTTCTGGGGAGTGAAGTCT
CTGAGGAAGGATCTCGTTGTGTGCCTCGCCAAGTGGGACCAGATCATGCAGTGCCATCAG
TCCGGGCTTCGCGCCAGGAAAGTCCCCCGTCCTACGGCTTAA
>FGENESH: 3 5 exon (s) 15087 - 16775 173 aa, chain +
MFLIIFALLAGVCFAQDKNSLDFDNPTNCGTEATKWKPCIERKVADQVFGSCCERFVPPE
CRGLCIYETNAIEARVVLMHTIQPSRCRLYKYLPAVVHCAAQTHDNSECCRSNGIAQLGE
QCLQMCQSQSNPRRFWGVKSLRKDLVVCLAKWDQIMQCHQSGLRARKVPRPTA
>FGENESH:[mRNA] 4 16 exon (s) 23824 - 28955 1998 bp, chain +
ATGAAGATGAAGAAAAAGAAGAACACCACGTTCAAAGAGAGGAGGAGTTCAGTGAAGGAG



AGACTTCGTACGGAGAAAGATGTGGCTACTTGGGTTGGCGCTAGTCAGCCCGCTAGGAAA
CAGAAGGAAGAAGAACGACCTGAGAGACATGTTCGTTATGAAACAGAGTCCGTCACCTCC
CTCTCCACCATTTCTACTCTTGTGGAGAGCCCGAAGGCCTTAGACGGAGGGTTTGCAGCA
AACGTTAATGGGAAGTATCTTTTTTTACAGATACGGATGTTGGAAGAAATCTCTGCAGAA
CATTCAACGTTCTTGCTGTGTGCATTTATTGTAGCTATGTGTAGCTTAAGTTTGACTATA
GCCGCTGTTTTTCTTAGAGATACAGAGTGGACATCTGATGATTTTGATTGGAAGAAAAAG
AAGTTTGATAAGAATGTACGGAAACTTGATCGAGAGCGTGACGATGACGACGATTTGGAT
ATCGATGGAGCCATGGGACGGCGTGCCTACTCTGAACCAAACCTCACAACCATTACCAAA
GTTCGCGGGTCGATCCTAGACTTGGGCATTGGAAGTGTTCTGTCAATCAAAGAATCCTTG
AATATGAGTAAGCAAGTCGAGCCTGCCGTTCCTCGTTCCCGATCGGTCGGAACTTTCATG
AGAAAAGTGTTTCCAACTGTTCCTGAGTACACCATGGTTGCTTCTGAAGACATTGGTGGT
CACTACGATCATTTGGAGCATTTGGACCTTCAGATGACGAGCTCTCCGGCAAACACGATT
CATTGCAAACCCAGGATCAGGATGCTCAGTAAGACTTCAATGAGTGTCGATGCCATCAAC
GACTTTGACGATGATGCTTCACATGTCAAAATCGGTTTCTACAGTGAAAGTGAGGATGAA
CAGGAGGAATCCCGATCTGAGGAGGAGCATTCATCCGAATCCGACTCAGATATGTCCAAC
GACGGAGAATCTTCTGAATCTGACCTGTCCGACCGTTGCTTGAACAAGGAAGAGGTTCCA
CTTCTGCCGCTCTACGTCCCCCCTCGTAAAGTGGCCAATGGAACACCCGCTGCCCAGAAC
ACTGCTGAAATCACTCAGAGGAAGGTAGAGTCTGCAAGGCAAGCTAGGCCCTCTATAGGA
GCTGGCCACAATGCTCCCGGTCGTGTTCTTGTCAGCGTCAGTGCATACAGAACTCGTATT
AATACAAACATGATCGAATTCCAAGGAAAAATCCCATCGGCACCTCTCCTTGCTCACACC
AAAAAGAAGTGGTATATGAAATACGAAACATTAAAGCCGATTGCTCTGGCAATCATTCAA
ATTCCCAAGGAGTTCCCCGTCTACAAAAAGATGGCTACCAGCTCATTGAGCTTCATGCTT
TTCCTTATCAGCGTAACCTTGTTGTACATGGTTTTGGATGTTCCGTACGTCTTCTTCTAT
GACTATGCCGTCGATACCTTGAAGCTGCCAGTAGATGACTGTAAATGGCTTCCAAGTGTG
ATTGGATTCTTCAACCTTTTCTCCACTTGGGTTATTGGATTCATTGCTGATCGCAAGTTC
ATGAAGAAGAACTTGTTCCTGCTCTACGGATTCTGTATCATGGGAGTGGCTTGTTGCATG
CTCGGTTCAGCTGCCGCCAGCGCGTTTCCGCACATGGTGATCACATGCGCCTTCTTCGGT
CTCTTCATTTCTGCAAATTACGTCTTGCAATCCGTTCTACTCAGCTACCTTTTCCCGGAT
GTCAGCAAGTTCATGAGTGCCTACGCCTTGTCGTCGTTTGTGGAAGGAATAGCCACACTC
ATTGGTCCTCCTGTTGTAGGGGCCATCCGTGACTACACTGGACAGTACCACATCGTCTTC
TTTGTGGCTGGAGTCCTCGTCGTCGTCTCATCTCTCCTGAGTTTCATAATCCACTTTAAC
CTCCTGCGAGAGAGGCGTGGAAAACGCAGCCGAGACTCTACCGACGCCGAAGCTGTTCCC
CTCTACCACCACGCATAA
>FGENESH: 4 16 exon (s) 23824 - 28955 665 aa, chain +
MKMKKKKNTTFKERRSSVKERLRTEKDVATWVGASQPARKQKEEERPERHVRYETESVTS
LSTISTLVESPKALDGGFAANVNGKYLFLQIRMLEEISAEHSTFLLCAFIVAMCSLSLTI
AAVFLRDTEWTSDDFDWKKKKFDKNVRKLDRERDDDDDLDIDGAMGRRAYSEPNLTTITK
VRGSILDLGIGSVLSIKESLNMSKQVEPAVPRSRSVGTFMRKVFPTVPEYTMVASEDIGG
HYDHLEHLDLQMTSSPANTIHCKPRIRMLSKTSMSVDAINDFDDDASHVKIGFYSESEDE
QEESRSEEEHSSESDSDMSNDGESSESDLSDRCLNKEEVPLLPLYVPPRKVANGTPAAQN
TAEITQRKVESARQARPSIGAGHNAPGRVLVSVSAYRTRINTNMIEFQGKIPSAPLLAHT
KKKWYMKYETLKPIALAIIQIPKEFPVYKKMATSSLSFMLFLISVTLLYMVLDVPYVFFY
DYAVDTLKLPVDDCKWLPSVIGFFNLFSTWVIGFIADRKFMKKNLFLLYGFCIMGVACCM
LGSAAASAFPHMVITCAFFGLFISANYVLQSVLLSYLFPDVSKFMSAYALSSFVEGIATL
IGPPVVGAIRDYTGQYHIVFFVAGVLVVVSSLLSFIIHFNLLRERRGKRSRDSTDAEAVP
LYHHA
>FGENESH:[mRNA] 5 8 exon (s) 34745 - 40867 1329 bp, chain -
ATGGAACGGCCGATAGTAGTGGACTCCGTTCTCTGCTTCATCCACAACTTCCGTCAACTA



TCAAACATCCGTTTCCTTGTCAAACGGTCTTTTTCCGAATCGCTGGAAGCAGTCCATCTT
CCGGAAGACGTTGTCGATCTCTACGATGTATTTTCTGCGCGAGAGAACCTCGTTTTTGCA
GCTACCGATCTCAACCAAATGCCACTTGTGCTGTCACCAGCAGACAACACGGCCGAGATT
ATTAAGGAAATCAAGTCTTTGAAAAGTTATTTTCAAGAAACATTGGAAGGAAAGGCGGAT
GAAGTAACAAGTCAGAGGGATAGCATAACTCCTACTACCAGGTGTAAACTGAACACTTCA
GCATCTTCACCGGAATTTCCTACACCAACGAGTCAGCTTCCCGTATGTGAGCAGAGTCCG
AAGCCTCTTCCGAGTGTCGCCCATTCCCCACTGTCTCTGAATCTGTCACAGGTGGATGAG
CAGGCAACGGCTTCTCCAGCATGGCAACCTGCGGTTGATCCCCAAGCTTACCTAAACATG
ATTCGGATGATGCAGACTCCTTCTAACACGAGTATCTTTGGAAACATGATGGGAAACATG
AGCCACGCAGCATCACACCCTTTCGTCACACCTGCAGAGTCTTCTGGAGATGATAATCAA
GAAACGATGGAAGATGGGGAAAGTTCTCCTTCCCCTTCTGAAGAGATAAAGGACGACTTT
CCTCTGCTGGAGATGAGCGTTGACAATGACTCGGACAAGCCATTCATCTGTGAGCACTCG
AATTGCCAGAAAAGGTTCGCCAACAAGTTCCTTCTGAAGAAGCATCAGTTCATTCACACT
GGGCTACGGCCGCACTCGTGTCCCTTCTGTAACAAACGGTTTAACCGGAAAGATAACCTC
CTCCGTCACAAGAAAACCCATCTGCAGAACGGAACCATCGACGAGGCGCAGTTCCGCGCC
CATGGGCTCCACGACGCCATCAATGGGCTGATGTCTGGTCTGACACCTCCTTTGCTCCCT
GACTTCAAGTTGGAATCTGACGAGTTCTCCTTAGATAAGGATGTCTTCTCTGGGGACAAG
GAGCCCTTAATCCTTGGAAAAGAAGCCTTCATGGACAAAGAACCTCTCACCATGGGCAAG
GAGCTTCTGACCATGAGAAAGGAGCCGTTCAACCTGAGTCAGGAGCTGTTGAACTTGGGG
AAGGAAAAGTTTTCCTTGAATCATGAACCTCTGAACTTGACGACGGAGCCCTTCGACCTG
AGAAAAGAGCCCTTCACTTTTAATAAGGAGATGTTTTTGAAGCCTAAGGAGGAGATCCCT
GAGAACTAA
>FGENESH: 5 8 exon (s) 34745 - 40867 442 aa, chain -
MERPIVVDSVLCFIHNFRQLSNIRFLVKRSFSESLEAVHLPEDVVDLYDVFSARENLVFA
ATDLNQMPLVLSPADNTAEIIKEIKSLKSYFQETLEGKADEVTSQRDSITPTTRCKLNTS
ASSPEFPTPTSQLPVCEQSPKPLPSVAHSPLSLNLSQVDEQATASPAWQPAVDPQAYLNM
IRMMQTPSNTSIFGNMMGNMSHAASHPFVTPAESSGDDNQETMEDGESSPSPSEEIKDDF
PLLEMSVDNDSDKPFICEHSNCQKRFANKFLLKKHQFIHTGLRPHSCPFCNKRFNRKDNL
LRHKKTHLQNGTIDEAQFRAHGLHDAINGLMSGLTPPLLPDFKLESDEFSLDKDVFSGDK
EPLILGKEAFMDKEPLTMGKELLTMRKEPFNLSQELLNLGKEKFSLNHEPLNLTTEPFDL
RKEPFTFNKEMFLKPKEEIPEN
>FGENESH:[mRNA] 6 1 exon (s) 49379 - 49599 219 bp, chain -
GCTTGTGGAAGTACCGGTGCCTCAAACGGCTATGTCAAGTCGAACGGCTACGGACACAAC
AACGGCTACGGACACAACGGCGGCCACAACAACGGCTACGGACACAACGCCGCATACAAC
AAGAACCAGGGCTACAACAACGCCGGCTACGTGCGTCGCGGTGGCTACGTTCGCCCTCCT
CCCGGAACTTGCGGATTCATCCTCAACGTGGAGCAGTAA
>FGENESH: 6 1 exon (s) 49379 - 49599 72 aa, chain -
ACGSTGASNGYVKSNGYGHNNGYGHNGGHNNGYGHNAAYNKNQGYNNAGYVRRGGYVRPP
PGTCGFILNVEQ


