FGENESH 2.6 Prediction of potential genes in C_elegans genomic DNA

Seqg name: Omy_NODE_4d

Length of sequence: 54160

Number of predicted genes 10: in +chain 7, in -chain 3.

Number of predicted exons 132: in +chain 69, in -chain 63.

Positions of predicted genes and exons: Variant 1 from 1, Score:620.796484
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3350 3600 3800 4000 4200 4400 4600 4800 4966
1 - PolA 3350 1.06
1 - 1 CDSI 3494 - 3595 -2.79 3494 - 3595 102
1 - 2 CDSi 4339 - 4442 3.42 4339 - 4440 102
1 - 3 CDSi 4505 - 4589 -2.98 4506 - 4589 84
1 - 4 CDSFT 4633 - 4887 15.69 4633 - 4887 255
1 - TSS 4966 -9.86
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5137 5400 5600 5800 6000 6200 6400 6600 6808
2 + TSS 5137 -3.96
2 + 1 CDST 5901 - 5943 0.62 5901 - 5942 42
2 + 2 CDSi 6074 - 6166 4_07 6076 - 6165 90
2 + 3 CDSi 6239 - 6372 12.56 6241 - 6372 132
2 + 4 CDSi 6412 - 6496 8.63 6412 - 6495 84
2 + 5 CDSi 6538 - 6641 10.78 6540 - 6641 102
2 + 6 CDSI 6682 - 6762 0.24 6682 - 6762 81
2 + PolA 6808 1.06
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6874 7000 7200 7400 7600 7800 8000 8170
3 + TSS 6874 -6.06
3 + 1 CDST 7307 - 7439 18.04 7307 - 7438 132
3 + 2 CDSi 7610 - 7743 12.13 7612 - 7743 132
3 + 3 CDSi 7787 - 7871 1.52 7787 - 7870 84
3 + 4 CDSi 7916 - 8019 4_63 7918 - 8019 102
3 + 5 CDSI 8060 - 8140 2.77 8060 - 8140 81
3 + PolA 8170 1.06
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8641 9000 9500 10000 10500 11000 11322



4 + TSS 8641 -5.26

4 + 1 CDSfT 9102 - 9340 0.33 9102 - 9338 237

4 + 2 CDSi 9398 - 9512 15.93 9399 - 9512 114

4 + 3 CDSi 9550 - 9682 6.49 9550 - 9681 132

4 + 4 CDSi 9725 - 9804 6.59 9727 - 9804 78

4 + 5 CDSi 9913 - 10076 8.29 9913 - 10074 162

4 + 6 CDSi 10111 - 10264 -0.51 10112 - 10264 153

4 + 7 CDSi 10306 - 10398 9.55 10306 - 10398 93

4 + 8 CDSi 10440 - 10590 -0.50 10440 - 10589 150

4 + 9 CDSi 10630 - 10766  14.52 10632 - 10766 135

4 + 10 CDSi 10809 - 10891 11.84 10809 - 10889 81

4 + 11 cbsl 10932 - 11247  -3.33 10933 - 11247 315

4 + PolA 11322 1.06
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11822 12000 12200 12400 12600 12800 13000 13200 13400 13682

5 - PolA 11822 -3.65

5 - 1 CDsl 12079 - 12162 0.42 12079 - 12162 84

5 - 2 CDSi 12204 - 12278  13.09 12204 - 12278 75

5 - 3 CDSi 12433 - 12591  10.49 12433 - 12591 159

5 - 4 CDSi 12635 - 12724 12.31 12635 - 12724 90

5 - 5 CDSi 12765 - 12857 9.73 12765 - 12857 93

5 - 6 CDSi 12898 - 13082 5.61 12898 - 13080 183

5 - 7 CDSfT 13125 - 13164 -1.68 13126 - 13164 39

5 - TSS 13682 -8.66
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13811 13900 14000 14100 14200 14300 14400 14500 14600 14751

6 + TSS 13811 -5.26

6 + 1 CDSfT 14100 - 14172 0.17 14100 - 14171 72

6 + 2 CDSi 14214 - 14286 1.80 14216 - 14284 69

6 + 3 CDSi 14325 - 14400 10.44 14326 - 14400 75

6 + 4 CDbsl 14647 - 14745  -0.03 14647 - 14745 99

6 + PolA 14751 1.06
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15471 16000 17000 18000 19000 20000 20913

7+ TSS 15471 -6.86

7 + 1 CDSFT 15719 - 15768 6.36 15719 - 15766 48

7+ 2 CDSi 16161 - 16270 1.90 16162 - 16269 108

7 + 3 CDSi 16308 - 16440 6.25 16310 - 16438 129

7 + 4 CDSi 16479 - 16593 4.58 16480 - 16593 114

7 + 5 CDSi 16962 - 17079 3.62 16962 - 17078 117

7+ 6 CDSi 17115 - 17234  10.07 17117 - 17233 117

7 + 7 CDSi 17745 - 17869 0.39 17747 - 17869 123



7 + 8 CDSi 18312 18416 2.89 18312 18416 105

7 + 9 CDSi 18464 18538 0.30 18464 18538 75

7 + 10 CDSi 18577 18656 -3.68 18577 18654 78

7 + 11 CDSi 18718 18814 11.99 18719 18814 96

7 + 12 CDSi 18858 19176 4.70 18858 19175 318

7 + 13 CDSi 19216 19304 2.42 19218 19304 87

7 + 14 CDSi 19682 19729 0.43 19682 19729 48

7 + 15 CDSi 19843 19911 0.05 19843 19911 69

7 + 16 CDSi 19949 20123 -2.63 19949 20122 174

7 + 17 CDSi 20358 20456 5.19 20360 20455 96

7 + 18 CDslI 20836 20891 2.49 20838 20891 54

7 + PolA 20913 1.06
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21568 22000 22500 23000 23500 24000 24500 25000 25551

8 + TSS 21568 -9.66

8 + 1 CDSfT 21921 22057 8.79 21921 22055 135

8 + 2 CDSi 22097 22244 30.43 22098 22244 147

8 + 3 CDSi 22449 22741 29.89 22449 22739 291

8 + 4 CDSi 22780 22915 18.43 22781 22915 135

8 + 5 CDSi 22957 23123 1.04 22957 23121 165

8 + 6 CDSi 23162 23334 3.39 23163 23333 171

8 + 7 CDSi 23370 23461 2.03 23372 23461 90

8 + 8 CDSi 23523 23641 10.36 23523 23639 117

8 + 9 CDSi 24836 24881 5.23 24837 24881 45

8 + 10 CDSI 24926 25093 10.78 24926 25093 168

8 + PolA 25551 1.06
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25860 30000 35000 40000 45000 46820

9 - PolA 25860 1.06

9 - 1 CDsl 25895 25997 -0.14 25895 25996 102

9 - 2 CDSi 26040 26135 1.29 26042 26134 93

9 - 3 CDSi 26175 26308 4.11 26177 26308 132

9 - 4 CDSi 26556 26655 7.02 26556 26654 99

9 - 5 CDSi 26696 26890 7.14 26698 26889 192

9 - 6 CDSi 27491 27597 3.89 27493 27597 105

9 - 7 CDSi 27741 27852 5.15 27741 27851 111

9 - 8 CDSi 27891 27997 5.62 27893 27997 105

9 - 9 CDSi 28037 28146 4.98 28037 28144 108

9 - 10 CDSi 28232 28391 9.21 28233 28391 159

9 - 11 CDSi 28542 28700 -0.34 28542 28700 159

9 - 12 CDSi 29130 29219 2.64 29130 29219 90

9 - 13 CDSi 29662 29952 14.18 29662 29952 291

9 - 14 CDSi 29994 30121 2.40 29994 30119 126

9 - 15 CDSi 30162 30232 4.98 30163 30231 69

9 - 16 CDSi 30272 30400 0.24 30274 30399 126

9 - 17 CDSi 31511 31659 7.13 31513 31659 147



9 18 CDSi 31845 - 32022 4.01 31845 - 32021 177
9 19 CDSi 32445 - 32548 5.00 32447 - 32548 102
9 20 CDSi 32589 - 32810 10.48 32589 - 32810 222
9 21 CDSi 32849 - 32927 5.88 32849 - 32926 78
9 22 CDSi 33025 - 33141 7.57 33027 - 33140 114
9 23 CDSi 33697 - 33819 3.65 33699 - 33818 120
9 24 CDSi 33860 - 34024 9.00 33862 - 34023 162
9 25 CDSi 34063 - 34292 13.71 34065 - 34292 228
9 26 CDSi 34519 - 34668 8.55 34519 - 34668 150
9 27 CDSi 34708 - 34806 6.13 34708 - 34806 99
9 28 CDSi 34845 - 35114 2.20 34845 - 35114 270
9 29 CDSi 35375 - 35483 0.45 35375 - 35482 108
9 30 CDSi 35525 - 35629 2.68 35527 - 35628 102
9 31 CDSi 35989 - 36090 1.76 35991 - 36089 99
9 32 CDSi 38505 - 38698 1.36 38507 - 38698 192
9 33 CDSi 38751 - 38843 2.52 38751 - 38843 93
9 34 CDSi 38883 - 39060 1.84 38883 - 39059 177
9 35 CDSi 39668 - 39771 -0.69 39670 - 39771 102
9 36 CDSi 39819 - 40040 11.56 39819 - 40040 222
9 37 CDSi 40084 - 40162 3.13 40084 - 40161 78
9 38 CDSi 40202 - 40279 2.16 40204 - 40278 75
9 39 CDSi 40318 - 40496 3.75 40320 - 40496 177
9 40 CDSi 40537 - 40651 4.44 40537 - 40650 114
9 41 CDSi 40868 - 40987 3.92 40870 - 40986 117
9 42 CDSi 41290 - 41552 -0.74 41292 - 41552 261
9 43 CDSi 41589 - 41735 -0.27 41589 - 41735 147
9 44 CDSi 42018 - 42116 11.79 42018 - 42116 99
9 45 CDSi 42156 - 42502 11.05 42156 - 42500 345
9 46 CDSi 42541 - 42637 4.32 42542 - 42637 96
9 47 CDSi 42674 - 42779 1.27 42674 - 42778 105
9 48 CDSi 44276 - 44358 2.96 44278 - 44358 81
9 49 CDSi 45078 - 45191 1.79 45078 - 45191 114
9 50 CDSi 45233 - 45361 5.10 45233 - 45361 129
9 51 CDSi 45853 - 46098 10.05 45853 - 46098 246
9 52 CDSFT 46136 - 46312 14 .53 46136 - 46312 177
9 TSS 46820 -6.96
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48563 49000 50000 51000 52000 53000 54094

10 + TSS 48563 -6.36

10 + 1 CDST 49594 - 49868 8.06 49594 - 49866 273
10 + 2 CDSi 49936 - 49998 0.68 49937 - 49996 60
10 + 3 CDSi 50037 - 50187 23.66 50038 - 50187 150
10 + 4 CDSi 50229 - 50306 2.07 50229 - 50306 78
10 + 5 CDSi 50345 - 50486 11.26 50345 - 50485 141
10 + 6 CDSi 51940 - 52007 3.85 51942 - 52007 66
10 + 7 CDSi 52049 - 52133 0.67 52049 - 52132 84
10 + 8 CDSi 52174 - 52244 9.03 52176 - 52244 69
10 + 9 CDSi 52288 - 52419 10.51 52288 - 52419 132
10 + 10 CDSi 52458 - 52548 4.18 52458 - 52547 90
10 + 11 CDSi 52592 - 52687 11.70 52594 - 52686 93
10 + 12 CDSi 53206 - 53375 15.97 53208 - 53375 168



10 + 13 CDSi 53415 - 53530 -1.43 53415 - 53528 114
10 + 14 CDSi 53572 - 53715 2.69 53573 - 53713 141
10 + 15 CDsSI 53757 - 53844 -2.45 53758 - 53844 87
10 + PolA 54094 -0.44

Predicted protein(s):

>FGENESH: 1 4 exon (S) 3494 - 4887 181 aa, chain -
MDEVKTTFSDYPFGQIPVLEVDNFQIPQSIAIARYVARKTGHAGKNELEQALVDSFADQY
KDYFTEVKPFFMIAFGI I1PATEEEVNEKRKNLLGPARDQYFNLLTMYLKKSTTGFLAGGD
LTYADLLLAENVTTFRNIDTDYTKGFPEISKLTCLVPGTGILVYNACSEQKLEKKVVFVH
H

>FGENESH: 2 6 exon (s) 5901 - 6762 179 aa, chain +
MVQYKLYYFFSRGLDFTFDQVPVLEVDSVQIPQSLAIYRFLAKKTGHCGKDDIEQATVDA
LADQHKDYYVATLPYFLAGLAIFPESEEYVKAKYEQLVVPNRPNYLNYLTKFLRKSKTGF
LAGGDLTFVDLMVAEYVTSIRAAIPDFTAGYPEVEAHVEKVISIPKLKQWLDKRPVTPF
>FGENESH: 3 5 exon (s) 7307 - 8140 178 aa, chain +
MVNYRLHYFFSRGLGEVGRQLFHLGGIPYEDVRYSREQWPLVKEGHYGKDDLEAGI IDAL
ADLYKDYFKDTLPYYLSALEIFPETEEYVKAKYEELVVPARVKFFTFLTLYLQKSKTGYL
AGGDLSFVDLIVAEHISTFRQVLPDYTAGFPEIEANVEKVRTNPKLKEWLEERPVTNF
>FGENESH: 4 11 exon (s) 9102 - 11247 554 aa, chain +
MRLLLFLSLVQCGLALNILVFLIGTNQFERNTFEFLAQQLALRHHNVITVKPILIPEEPK
LVKPKLHLVREKTLKNLLPRSLYEPLEKAGDVIPWQDTYEIEEYDKVYWTAHNASCYKML
NSNLMDGLKKDS IDVAIAYSGNPCQLALTHVLGIPTIYYDVEGLSDETLVAAGAPLDLNQ
PSSHCRLPDFPPYLRRLRNGLCYLKEYLVQSGLPVIPSLLSERYRGLDGP ITRMWSEDYT
I KKRFPSFPDVNALKQDSVLYFANTDPLLELSRALPPTVIPVGGLHLDHPKPLFAPWNTT
IESAEEGL 1VVSLGAQANSAGMSEQQAKS I LGALSKLTKYRI1YWRIGPNMVLPGVDEATV
PSHINLTAFIPQNDLLAHKACKLFVTNGGMSSLMEAVAYGVPVVGIPLYGSNLHNMEKVA
NKGLGL IVTKSNLNEASLLKAMKSVLDGVKYKTVAKDMSKEFKSRASTPFNTALHY 1EHV
GRHHSAAFFSGNSCRCLFSQLNLDFFVLLFVILFVPFYLPLALLKKCCFGKKTNVSDKPK
SSEHKSSKESKKEK

>FGENESH: 5 7 exon (s) 12079 - 13164 241 aa, chain -
MVLALSASFASNHSERPYES IEDFMEKYTFGDLFNEKYNEAVDSL I TKYSMVAKMLDDEL
IETKRQLRIVTMINELRKTLQEFDKESMFDFSEKKQLRYDALMYNRLFTIASSVVLSFEE
KINLFDYVAIEYPEFLS1CERSVEVAEDVEKMKPELRNVSQALRHAYLLVLRLQME IHNE
KLVAK1YEKLEELVRQFSPRDHKDLVRLLENYLADHEDFDDEKLAPFDSLIETYKNILFK
K

>FGENESH: 6 4 exon (s) 14100 - 14745 106 aa, chain +
MRLLAAVILLALFSSSFAIRCYSTAKI1YGQKPKPSDAIDCPDDVKACLGVVYKG INGKKM
HTSAWTCDYQHQVDTQGNTCKTSFEDD IQQTVCFCQTDLCNPITNV

>FGENESH: 7 18 exon (s) 15719 - 20891 660 aa, chain +
MLFRRWTNFFCSLTAINFSTYFDQCDEL IASSVAVDVMYTNHADAV IGPSCSQPAMIAGV
FGNLYNIPIVTWGSTTYSELLDIQRYPTVFVGSVSSVSVGVAIHRMFKAYKWTQFALIYS
TREATKKCSSMRTDMSQAFSA1SDKSVVMAFQGDLNEHSPERMKGLLQQAQRYARIFVLC
MDDMTKRDFMLAADDLNMTTAEYAYVFTD IQSLGFRSLRTVHVGPDGHKSSVFY 1 IGLNS
SELPHIYAT I TVDAYNSNKRVENSMASVRTNASSRTANSVRDRRRFGFFTLQGE I VVALR
I TNRTTFNDQDKKELRQIRAFSMENLNKFVGLCLDGPD ILFTWKFCSRGSLVDVINSTTF
DMDFFFVFSLISDLTQGLEFLHSSTVKFHGRLTSETCLVDDRFQVKLAYFGMHKLFPETT
DGTTIFSYEVMVTLGDKLWTAPEVLREECSGSQAAD I FGFAT ICSELLTRKHAYAIGGKD
PEEIVYKVKRGLHPLFRPEVTVADS IEVGPGATSCHSPKGWSNSASRNVVDLLNALYTTF



DAIIEENEVYKVETIGDGYLCASGLPTR IGNQHARRMAEMALAL IKSVGSFKVPHLPDEK
INIRVGIHCGSVVAGVVGLTMPRYCLFGDTVNTASRMESNGKHKEPGLYTAFKAEQDVHL
>FGENESH: 8 10 exon (s) 21921 - 25093 492 aa, chain +
MIGIPYVDSVLRLFSRKHVGDGADRLLSFATATLCGMFAILVCTKQYVGSPMTCWAPGEF
RGGWDQYARDHCY IKNTYAVDFD INAFPDKEQRENHVQVNYYQWVPLYLFLQAIVFYFPS
Y IWRKLYKNHG I QHADFKHKFLG IDVATVMDGSRKLRNLDSAAKEKELDYLSVSILETIR
EQKARPFYKCFGL TAGNYSRVLTYKY IAVKLMYMVVLVMNFYYVCMFLNQHDSFWAIRGV
QSLVTGDEWENSPSFPRVSLCDFKIFDLGNVREFTVQCLLMMNAVNEKVFF1QWFWLCMM
LVITVCYNLQFVLSIASVSSRGLS1YRWLNHPNKKE ITASGMTQKFAQL IGLDGFLVLYFI
ESASGQRAASDFATYLFAKLKEDMEKEPLEKEPVYPAIPAYPSAPGAPEIVVGPVPEKEP
1VVFGKEHVVDRIGKPKMV IVYAVCLLLLTFSAAMESWY ISVVSQDTDWFATT ILKPRF1
TVTVSLHRDFSD

>FGENESH: 9 52 exon (s) 25895 - 46312 2487 aa, chain -
MQLLNLFFLVGLVATAVHQHP ITWRPSRRMTMAKSGELHAYLKFQEKLRVANLASLPQTV
LDYGDYEYVANMTIGTPDQPFV I ILDTGSSNLWVPATNCDKSCTGHSRFDMSKSSTWVKN
GTAFTIEYGQGNAAGTLEEDTVKGFSLESYTNTKKTEGISDTGTSFIGGVKSVTDELAKA
AGASWHLLSQAYT IDCDATPPPLKVVIGSNTYSIDPVNY IVDPTHRQHASSLWVEPTPLN
FQVFTRLHKGSTNTSGTCFVQTSNLDGETTLKQRSVTDRWLDHSRRDLP INPSTFKVHCE
EPNKDIDSITAWFEYEDGEEEP IEKKNVLLRGSKLKNTAYVEGIVLYAGHDTKMMMNNGR
APLKISDIERKTNFFILICLVILVAMVVIGCVLCGVFLGEYENPSFAIFIPWDSPSPGKG
AAISIGLFLICYQVMVPISLYVTMEFVKLLQVYFIHGD IELYDEENENSTDGAPLISRTL
NNRCINYKNDEVASHFFRNILVNNTVVVNKGLE IEARAEENDLQIPLEAPIESPIELNPV
GLIQQQVSVFIQNTEGEDIFYENVQIMTDQKKETVLDSFKRQFYEFCHLVSEWATRL I PP
GNITEVNLVFPFDSERKMMSVVAKVDEKL ILYTKGADSAVLQRQ IMMDRTEERDRMLNQL
RDDVEKDMT I IGVTGIEDKLQEDVSET I TSLREAG 1QVWVLTGDKLETAENTARSSGLFD
DETGIFRINDTSDITSIEESKYNIILSTKVLPLLQDGNQQIIKILTRATCVLCYRMTPAH
KASVAIAVKNYLKGNVLC IGDGANDVPMIQAANVG I GVRGKEGMQATMASDFA I GKFRFL
KKLILVHGHWSYYRLALSFLYFLYKNMNLCFILFFYQFYCGNSGSYFMDTTYSVLYPIIF
TSVQPVIVGVLDQDSEAAVLLEKPKLYSSGRLGQLYTYLLFFFCVLESIWQAAVIYFIPQ
GAIWESDAARWTFGFYVATGMMFVNNAHLALEHILIGASFGISIGLHFTYFLSFYQVVPP
GYGNIVDLPTEVALDAISSAPFWYSMVITVVLSSIPSWRVIQANCVQDEPRHKLKNYRYY
VGNSITTTKYRGTSSFQKTSWKHIIVGD I IRVLDGHD IPADLLILRTSDRTGSCFVETSN
LDGETSLKQCSVPLRY IPFSEVGMVMYAGHDTKVMMNNGRAPLKVSAIERKTNGFIVVCL
FILVAMITSSCILGSMFLSGELDPMAPFIPSNSPNPTKAAILGIGKFVLCYQVIVPISLY
ITVEVIKLAQVFFMSQDLDLYDEENDYPINCRSLNIPEELGQITHILSDKTGTLTENIMI
FRNCALDDEDYACDPEVES1QSCSQDSSSDGQSVIQQAPFVVNTDSGMEVYMEDSTSLTP
LQSSFHRCSS I 1KGAFYDAREAIREYWETGTLRSTTSSEVFSKETKYHAESPDELALVEG
AEMYGFSLEERTPTGV I IRNPNTYSER INVKLVLPFDAKRKRMSV IVEEASGKFMMYTKG
ADSAVLTSRFVKVYVWNVMLRYNVVLSTEALKHIEDGDTSLIDLLKGSTSVLCYRMTPAE
KASVVTTVKHHLKGKILATIGDGANDVPMIQAAHVG I GMKGKEGMQAAMACDFA I GKFCFL
RKLLLVHGHWCYERLALLFLYFLYKNTNNVFILFFYQFFCGVSGTYYVDSTYSLLYPIIF
TGLQP ILVGVLDQDKRSQELMWNPKLYSAGRTGSSYTYVLFLFNVLDGVWQAAVIFFVPQ
MNPVIAVCLVFFMFLHFAYFTAFYPLAVDAMRLATFWYSTFIVLFVSVLPRGIEVAPRTQ
NLASFAYALDFATPATVSTLQCMKNAGYQAVFVRAYNPAGNGAFDRNAVTNVNNAFTAQI
GAEVFMTPQPVSSKTAATQMDEV IDGLISSSITIRSIWIQVTSPLNWATNTAGNTNFVST
L ISRAKARGLAVGIYTNIYDWSQ I TNNWQGAPSDVMLWYWTVLGPGVSGETGTNFADFRA
FGNFRSATAKQFAQVESNSKDLNVMFDLPVADNDCFRAFNAIFLSFGVSCNVCGGPATGA
PVTSAPTPG IHVKNLSRKWR I1QFHE 1QLHQKDVPWFTLLKVSRDCSRNLCFHKKYRSMDG



MCNNLEQPLKGAAFTPLPRLLPNDYDDGVNAVTDSLRGLRPNPRVVSSRLLAMDQSIPLN
VSSI1LMQFGQLVSHD ITKNGLLHVCASCTNAQPNCAS I1PQRPFDGSPVGCFPYTRSVHQC
GTGFAGRPREQLNSNTAF IDASGNFNNRAHAPD I LGDNRNFL I TGLGALHTMF IRLHNRY
QKHVDPS 1 LNEFAGAAYRLHGL 1QASYPLMDPNYRPFHQYDFRQGVLGPGNQQHVHSDID
SVLRGL IGTPAKAAQRLTSIVAERLGESFALAILSLQRVVWLLQMDLYVGGLLEKPQGDA
VMGPTFTCI1 1AEQFKRIRDGDRFYFENSGIFTSQQVIALRRVTLSWVICSNSDSMQRITP
NVFFHDNGRNAIPCSSLQSLDLSPWRS

>FGENESH: 10 15 exon (s) 49594 - 53844 589 aa, chain +
MNFKLRSLL TALRSVRRAESPNSAAPPSHKNRRLPAARGGSYSSALTRLKSFAIMSSDHE
EMLKRFFGPTLPTKEFVDQQISKSIGLPAETEDQINGLPLSKLLEQGKSMTFENDL IFMPG
Y 1YFGVADVSLETEVVKGIRVKLPF1SSPMDTVTEAKMA I TMALQGGLGVVHGNFQDPKK
QVIEITRVKAFQEGFVLDPVCLKATAPVSE I FKKKAEFGFKTFPVTEDGVLGSKFLGFIT
KSNYVNIPVEDQQKLL IKDILPRGEMIAAGIGSSAFTVLRVMQENNLDVVP 1VDVDMMNL
FGLAFRADLQKESKFPNASLDGNNQLLVAAAVNTHEGSHSQVRSLAAAGVNIVVIDSSNG
YSDYQMAL IRFIKSSFPNLKVVAGNVVTATQARHLVHNGADALRVGMGSGSICITQEVCA
VGRAQASAI1YSVQKASTVPVWADGG IRNVGHMTKALALGASAVMMGGMFAGTDETPGEIF
SDKNGNSVKSYRGMGSLDAMTAHTNSKERYFANGEGRVKVAQGVVGTKPAKGTAVKY IGY
WSGGVQHGLQDLGAKS IDDLHKMGDSGKLRGEVRTANAQAEGGVHSLDK



