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Scaffold_44 probable CYP51

          Length = 136480

Score = 44.9 bits (104), Expect(3) = e-101

 Identities = 23/58 (39%), Positives = 34/58 (57%)

 Frame = -3

No upstream Met without frameshift. A possible N-term exon given below

MSLSQYGPIAGLVGQAYDALASMSTSRLVLFLLINIPILSV (?)

VLNVSQLPKDKSLPPVVWHWFPWFGSAAAYGEDPIKFFFDCKEK 92907 (0)

YGNVFTFILMGRKVTVALTPAGNNFIMGGKHTTFSAEEVYG (0)

GLTTPVFGKDVVYDCPNELLMEQKKFVKFGLSTENFRQYVGMIEEEVLQFMRNDASFK

IYQMNDINEWGAFDVLKVMSEITILTASRTLQGKEVRANITKDYAQVYNDLDGGFTPLHF

MFPNLPLESYRKRDAAHKKISDFYISIIRKRRENPGQ (?)

EEHDMIAALMNQKYRVGRPLKDHEIAHIMIALLMAGQHTSSATGSWALLHIADRPDVA (2)

EALYEEQVKHFRQSDGSWRTPEYEELKELPVLDSVIRETLRIHPPIH

SIMRAVREDVVVPPTLAAPSEDGRYVIPKGHVVLSSAAISQVDPMLWKNANDWDPSRWSD

PEGVAAQAYKQYDDAEGAKVDFGFGLVSKGTDSPYQPFGAGRHRCIGEQFAYLQLGTIISTFVR

HVEMRLPETGVPPPNYHVRSHTRILRLVCADVASADDDHTPEGASQHSLQAA*

Best genbank hit

>gi|663266|emb|Z48164.1|UMERG11GN Ustilago maydis erg11 gene for sterol 14 alpha-

demethylase

          Length = 1874

 Score =  515 bits (1326), Expect = e-144

 Identities = 269/504 (53%), Positives = 346/504 (68%), Gaps = 24/504 (4%)

 Frame = +2

MVASSSSATASLLDQLFALTPLADSSAWIKTITVLVLLPLLAV

           VLNVASQLLLATPKNHPPVVFHFVPVIGSAIYYGIDPYKFFFECREKYGDVFTFVLLGR

Query: 13  VLNVSQ---LPKDKSLPPVVWHWFPWFGSAAAYGEDPIKFFFDCKEKYGNVFTFILMGRK 69

           VLNV+    L   K+ PPVV+H+ P  GSA  YG DP KFFF+C+EKYG+VFTF+L+GRK

Sbjct: 173 VLNVASQLLLATPKNHPPVVFHFVPVIGSAIYYGIDPYKFFFECREKYGDVFTFVLLGRK 352

Query: 70  VTVALTPAGNNFIMGGKHTTFSAEEVYGGLTTPVFGKDVVYDCPNELLMEQKKFVKFGLS 129

           +TVAL P G+N +   KH   +AE+ Y  LTTPVFGK+VVYD PN + MEQKKFVK GLS

Sbjct: 353 ITVALGPKGSNLVFNAKHQQVTAEDAYTHLTTPVFGKEVVYDVPNAVFMEQKKFVKVGLS 532

Query: 130 TENFRQYVGMIEEEVLQFMRNDASFKIYQMNDINEWGAFDVLKVMSEITILTASRTLQGK 189

            ENFR YV  I +EV +++++DA F   +     +    D+ + MSE+ ILTASRTLQGK

Sbjct: 533 IENFRVYVPQIVDEVREYIKSDARFSALK---TRKTITVDIFQAMSELIILTASRTLQGK 703

Query: 190 EVRANITKDYAQVYNDLDGGFTPLHFMFPNLPLESYRKRDAAHKKISDFYISIIRKRR-- 247

           EVR  + K +AQ+Y+DLD GFTP++F+ PNLPL S  KRD A KK+S FY  I+ KRR  

Sbjct: 704 EVRQGLDKSFAQLYHDLDSGFTPINFVIPNLPLPSNFKRDRAQKKMSQFYQDIVAKRRAA 883

Query: 248 -------------DMIAALMNQKYRVGRPLKDHEIAHIMIALLMAGQHTSSATGSWALLH 294

                        DMIAAL+ QKY+ GR L   EIAH+MIALLMAGQHTSSAT SWA L 

Sbjct: 884 GASTSADDASGENDMIAALIEQKYKNGRALSGVEIAHMMIALLMAGQHTSSATSSWAFLR 1063

Query: 295 IADRPDREHSSEALYEEQVKHFRQSDGSWRTPEYEELK-ELPVLDSVIRETLRIHPPIHS 353

           +A RP+     E LYEEQ+  +    G  R  +YE  K  +P+LD+V++ETLR+HPP+HS

Sbjct: 1064LASRPE---IIEELYEEQLNVYSDGHGGLRELDYETQKTSVPLLDAVVKETLRLHPPLHS 1234

Query: 354 IMRAVREDVVVPPTLAAPSE-----DGRYVIPKGHVVLSSAAISQVDPMLWKNANDWDPS 408

           IMR V+ D+ VPPTL++P+      D  YVIPKGH ++++  +SQVDP +WK+++ +DP 

Sbjct: 1235IMRYVKSDLAVPPTLSSPTSTKSEPDAHYVIPKGHYIMAAPGVSQVDPQIWKSSDQFDPH 1414

Query: 409 RWSDPEGVAAQAYKQYDDAEGAKVDFGFGLVSKGTDSPYQPFGAGRHRCIGEQFAYLQLG 468

           RW D    AA       D+   K DFGFG++S G +SPY PFGAGRHRCIGEQFAYLQ+G

Sbjct: 1415RWLDATTAAAM-----QDSGEDKQDFGFGMISTGANSPYLPFGAGRHRCIGEQFAYLQIG 1579

Query: 469 TIISTFVRHVEMRLPETGVPPPNY 492

            I++TFVR  +  L ++  P P+Y

Sbjct: 1580VILATFVRIFKWHL-DSKFPDPDY 1648

WI*NK*SPRDRSCSQLALAPSL*AAVVLHQAMSLSQYGPIAGLVGQAYDALASMSTSRLVLFLLINIPILSVVCNVIYQLVRMRT*

TSVYACSTSLSCPRTSLCLPWSGIGSRGSALQRHTERILSSSSLTARRRCVIFCNLSCSY*QCTVRQCVHVHPDGTQGYGRAHASW

QQLHHGREAHDLLR*GGVRGAFRSTHAHSA*LTRLTGFDDPRLRQGRRIRLPERAAHGAEEVR*VRSLNRELPPIRRHD*GGGPPI

YAERC*LQDLPDERH*RMGRLRCSEGHVRNHNPHRFPDTARQGSSRKHHQGLRSGLQRLGRWFHSLALHVPQPSSRVVP*ARRRAQ

EDQ*LLH*HHPQA*GEPWPGSYPPECQQQFSD*LFRRKSTT*LRLS*TRSTVSVAHLRITKSPTS*SLFSWLVSTQVPPPAPGHCC

TLPTVRMSREYSH*IRVQFPNANILVRLCMRSRSSTSVNLTAPGALPNTRN*RSFLSSTRSSVRLSVSTRPFTASCVPYVRMSSSR

LHSLLRRRTVATSFPKATSYCRPQPSVRLIRCFGRMPTTGIPRAGQIPRVSLRRRTSSTTTPRAPRLTLALVSSARVPTARISLSA

PVATGASASSSHISSSARSSRPLFAMSRCVCLKLVCLRRTTTYVPIPVY*GWFVLTWHLQTMITLPKAPRNILYRRRNFD*RLVNH

THRTLVLYTHLEYGLILPHLMDPCLLAYPVLLPHSSAENCPMLAQQRRP*RIN*MYV**GIPSRVSVLL*DAVCDIFSLNSLRLWR

WREGQLSSRKER

Ustilago maydis N-term MVASSSSATASLLDQLFALTPLADSSAWIKTITVLVLLPLLAV

LDIK*IVSTR*VVFPACSRPLTLSSRRPAPSHVSQPVRAHRGPRRPGLRRPGIHVHLTSRPLPPHQHSYPFCCVQRHLPAGAYANL

NIRLRVLNVSQLPKDKSLPPVVWHWFPWFGSAAAYGEDPIKFFFDCKEKVCHLL*PFVLVLTMYSTAMCSRSS*WDARLRSRSRQL

ATTSSWAGSTRPSPLRRCTGCVSFNARPFCVTDAFNRV*RPPSSARTSYTTARTSCSWSRRSSLSSVSQQRTSANTSA*LRRRSSN

LCGTMLASRFTR*TTLTNGAPSMF*RSCPKSQSSPLPGHCKARKFAQTSPRTTLRSTTTWTVVSLPCTSCSPTFLSSRTVSATPRT

RRSVTSTLASSASVGRTLARFVSSRMSAAVF*LVV*EEEHDMIAALMNQKYRVGRPLKDHEIAHIMIALLMAGQHTSSATGSWALL

HIADRPDVA*VFSLNTCTVP*REHSSEALYEEQVKHFRQSDGSWRTPEYEELKELPVLDSVIRETLRIHPPIHSIMRAVREDVVVP

PTLAAPSEDGRYVIPKGHVVLSSAAISQVDPMLWKNANDWDPSRWSDPEGVAAQAYKQYDDAEGAKVDFGFGLVSKGTDSPYQPFG

AGRHRCIGEQFAYLQLGTIISTFVRHVEMRLPETGVPPPNYHVRSHTRILRLVCADVASADDDHTPEGASQHSLQAA*LRLEACKS

YSSYISVVYPSRVWTNTAASNGSLLTGISSLATPQQRRELPHVSTTEEALENKLDVCVMRYSEQSICLVMRCGM*YLLTKLTEIME

MERRSTLVQKGKV

SGYKINSLHAIGRVPSLLSPPHSEQPSSCTKPCLSASTGPSRASSARPTTPWHPCPPHVSSSSSSSTFLSFLLCATSSTSWCVCEL

EHPFTRAQRLSVAQGQVSASRGLALVPVVRLCSGIRRGSYQVLL*LQGEGVSSSVTFRARTNNVQYGNVFTFILMGRKVTVALTPA

GNNFIMGGKHTTFSAEEVYGVRFVQRTPILRD*RV*QGLTTPVFGKDVVYDCPNELLMEQKKFVKFGLSTENFRQYVGMIEEEVLQ

FMRNDASFKIYQMNDINEWGAFDVLKVMSEITILTASRTLQGKEVRANITKDYAQVYNDLDGGFTPLHFMFPNLPLESYRKRDAAH

KKISDFYISIIRKRRENPGQVRILQNVSSSFLTSCLGGRARHDCGSHEPEVPCRSPT*GSRNRPHHDRSSHGWSAHKFRHRLLGTA

AHCRPSGCRVSILIEYVYSSLTRTF**GFV*GAGQALPSI*RLLAHSRIRGIEGASCPRLGHP*DSPYPPAHSQHHACRT*GCRRP

AYTRCSVGGRSLRHSQRPRRTVVRSHQSG*SDALEECQRLGSLALVRSRGCRCAGVQAVRRRRGRQG*LWLWSRQQGYRQPVSAFR

RRSPQVHRRAVRISPARHDHLDLCSPCRDASA*NWCASAELPRTFPYPYIEAGLC*RGICRR*SHSRRRLATFSTGGVTSTRGL*I

ILIVH*CCIPI*SMD*YCRI*WILAYWHIQSCYPTAAPRIAPC*HNRGGPRE*IRCMCNEVFRAEYLSCYEMRYVISSH*TH*DYG

DGEKVNSRPERKG

Query: 25    ASGILSLLLLLTFLNVLKQLLFKNPNEPPIVFHWIPIIGSTISYGMNPYKFFHESQAK 82

             A    +L + L  LNV +  L K+ + PP+V+HW P  GS  +YG +P KFF + + K

Sbjct: 93074 AGAYANLNIRLRVLNVSQ--LPKDKSLPPVVWHWFPWFGSAAAYGEDPIKFFFDCKEK 92907

Score =  179 bits (450), Expect(3) = e-101

 Identities = 100/212 (47%), Positives = 125/212 (58%), Gaps = 24/212 (11%)

 Frame = -2

Query: 79    SQAKYGNIFTFILLGKKTTVYLGRQGNNFILNGKLRDVNAEEIYTV-------------- 124

             +  +YGN+FTFIL+G+K TV L   GNNFI+ GK    +AEE+Y V              

Sbjct: 92871 NNVQYGNVFTFILMGRKVTVALTPAGNNFIMGGKHTTFSAEEVYGVRFVQRTPILRD*RV 92692

Query: 125   ---LTTPVFGTDVVYDCPNSKLMEQKKFMKAALTTEAFRSYVPIIQNEVKSFIEKCDDFR 181

                LTTPVFG DVVYDCPN  LMEQKKF+K  L+TE FR YV +I+ EV  F+     F+

Sbjct: 92691 *QGLTTPVFGKDVVYDCPNELLMEQKKFVKFGLSTENFRQYVGMIEEEVLQFMRNDASFK 92512

Query: 182   -------KSKGIINIDAVMAEITIYTASHTLQGKEVRDRFDSSLAVLYHDLDMGFTPINF 234

                       G  ++  VM+EITI TAS TLQGKEVR       A +Y+DLD GFTP++F

Sbjct: 92511 IYQMNDINEWGAFDVLKVMSEITILTASRTLQGKEVRANITKDYAQVYNDLDGGFTPLHF 92332

Query: 235   MLHWAPLPHNRARDHAQRTVAKIYMEIINSRR 266

             M    PL   R RD A + ++  Y+ II  RR

Sbjct: 92331 MFPNLPLESYRKRDAAHKKISDFYISIIRKRR 92236

 Score =  185 bits (466), Expect(3) = e-101

 Identities = 106/244 (43%), Positives = 143/244 (58%), Gaps = 34/244 (13%)

 Frame = -3

Query: 277   DIMWQLMRSSYKDGTPLPDKEIAHMMIALLMAGQHSSSSSSTWIMLWLAARPDI------ 330

             D++  LM   Y+ G PL D EIAH+MIALLMAGQH+SS++ +W +L +A RPD+      

Sbjct: 92159 DMIAALMNQKYRVGRPLKDHEIAHIMIALLMAGQHTSSATGSWALLHIADRPDVA*VFSL 91980

Query: 331   -----------TEELYQEQLELL----GSELPPLKYEDLSKLSLHQNVLKEVLRLHAPIH 375

                        +E LY+EQ++      GS   P +YE+L +L +  +V++E LR+H PIH

Sbjct: 91979 NTCTVP*REHSSEALYEEQVKHFRQSDGSWRTP-EYEELKELPVLDSVIRETLRIHPPIH 91803

Query: 376   SILRKVKNPMPVPGT--------SYVIPKTHSLLAAPGWTSRDASYFPNPLKWDPHRWDT 427

             SI+R V+  + VP T         YVIPK H +L++   +  D   + N   WDP RW  

Sbjct: 91802 SIMRAVREDVVVPPTLAAPSEDGRYVIPKGHVVLSSAAISQVDPMLWKNANDWDPSRWSD 91623

Query: 428   GSGGVIGT-----DMEDEKFDYGYGLISTGAASPYLPFGAGRHRCIGEQFATVQLVTIMA 482

               G          D E  K D+G+GL+S G  SPY PFGAGRHRCIGEQFA +QL TI++

Sbjct: 91622 PEGVAAQAYKQYDDAEGAKVDFGFGLVSKGTDSPYQPFGAGRHRCIGEQFAYLQLGTIIS 91443

Query: 483   TMVR 486

             T VR

Sbjct: 91442 TFVR 91431

>Scaffold_44

ctttcagacctctggcatctcaatggcgcagtcccacggaaCAACTTTCG 

CCGTGCTCAACAGACGATACTTCTTCTCTACTCGCAATTCTCAATGGACA 

AGGGAGCAGCACGTATGATCCACCACCGATACCTTTACTTCCGGCAATAT 

CTCTTTCTCCTAGGGCGCCGCTCAGTAGCCCCTCAGCTTATAATCCGCGC 

AACGATTATCAGGAATTCCTACGCTCCACATTTTCGGATAGCTCTCCGTC 

TCCCCCTGCGGTTTACAACGGTCCTCTCATAGATACCTCATACGACAGAT 

CGCATATACCTTTTGCTCCGGTGGATAGGATTTCCTCGCCTGACGATCCA 

CCCCTCATACGGCGCACTCCCGTTGGTACACGGACACCTCCCCGCAAGCC 

GTGGTATGCTCGTCCTCAGCTATCTTCGACCGAGGTCGCACCGCCTTGGC 

CACCTTTCCTTTCTGGACGAGAGTTGACCTTCTCTCCATCTCCATAATCT 91000

CAGTGAGTTTAGTGAGAAGATATCACATACCGCATCTCATAACAAGACAG 

ATACTCTGCTCGGAATACCTCATTACACATACATCTAATTTATTCTCTAG 91100

GGCCTCCTCTGTTGTGCTAACATGGGGCAATTCTCGGCGCTGCTGTGGGG 

TAGCAAGACTGGATATGCCAGTAAGCAAGGATCCATTAGATGCGGCAGTA 91200

TTAGTCCATACTCTAGATGGGTATACAACACTAATGTACGATGAGTATGA 

TTTACAAGCCTCTAGTCGAAGTTACGCCGCCTGTAGAGAATGTTGCGAGG 91300

CGCCTTCGGGAGTGTGATCATCGTCTGCAGATGCCACGTCAGCACAAACC 

AGCCTCAATATACGGGTATGGGAACGTACGTGGTAGTTCGGCGGAGGCAC 91400

ACCAGTTTCAGGCAGACGCATCTCGACATGGCGAACAAAGGTCGAGATGA 

TCGTGCCGAGCTGGAGATATGCGAACTGCTCGCCGATGCACCTGTGGCGA 91500

CCGGCGCCGAAAGGCTGATACGGGCTGTCGGTACCCTTGCTGACGAGACC 

AAAGCCAAAGTCAACCTTGGCGCCCTCGGCGTCGTCGTACTGCTTGTACG 91600

CCTGCGCAGCGACACCCTCGGGATCTGACCAGCGCGAGGGATCCCAGTCG 

TTGGCATTCTTCCAAAGCATCGGATCAACCTGACTGATGGCTGCGGACGA 91700

CAGTACGACGTGGCCTTTGGGAATGACGTAGCGACCGTCCTCCGACGGAG 

CAGCGAGTGTAGGCGGGACGACGACATCCTCACGTACGGCACGCATGATG 91800

CTGTGAATGGGCGGGTGGATACGGAGAGTCTCACGGATGACCGAGTCGAG 

GACAGGAAGCTCCTTCAATTCCTCGTATTCGGGAGTGCGCCAGGAGCCGT 91900

CAGATTGACGGAAGTGCTTGACCTGCTCCTCATACAAAGCCTCACTAGAA 

TGTTCGCGTTAGGGAACTGTACACGTATTCAATGAGAATACTCACGCGAC 92000

ATCCGGACGGTCGGCAATGTGCAGCAGTGCCCAGGAGCCGGTGGCGGAAC 

TTGTGTGCTGACCAGCCATGAGAAGAGCGATCATGATGTGGGCGATTTCG 92100

TGATCCTTAAGTGGGCGACCGACACGGTACTTCTGGTTCATGAGAGCCGC 

AATCATGTCGTGCTCTTCCTCCTAAACAACTAGTCAGAAAACTGCTGCTG 92200

ACATTCTGGAGGATACGAACCTGGCCAGGGTTCTCCCTACGCTTGCGGAT 

GATGCTAATGTAGAAGTCACTGATCTTCTTGTGCGCGGCGTCGCGCTTAC 92300

GGTACGACTCGAGAGGAAGGTTGGGGAACATGAAGTGCAAGGGAGTGAAA 

CCACCGTCCAAGTCGTTGTAGACCTGAGCGTAGTCCTTGGTGATGTTTGC 92400

GCGAACTTCCTTGCCTTGCAGTGTCCGGGAAGCGGTGAGGATTGTGATTT 

CGGACATGACCTTCAGAACATCGAAGGCGCCCCATTCGTTAATGTCGTTC 92500

ATCTGGTAAATCTTGAAGCTAGCATCGTTCCGCATAAATTGGAGGACCTC 

CTCCTCAATCATGCCGACGTATTGGCGGAAGTTCTCTGTTGAGAGACCGA 92600

ACTTAACGAACTTCTTCTGCTCCATGAGCAGCTCGTTCGGGCAGTCGTAT 

ACGACGTCCTTGCCGAAGACGGGGGTCGTCAAACCCTGTTAAACGCGTCA 92700

GTCACGCAGAATGGGCGTGCGTTGAACGAAACGCACCCCGTACACCTCCT 

CAGCGGAGAAGGTCGTGTGCTTCCCGCCCATGATGAAGTTGTTGCCAGCT 92800

GGCGTGAGCGCGACCGTAACCTTGCGTCCCATCAGGATGAACGTGAACAC 

ATTGCCGTACTGTACATTGTTAGTACGAGCACGAAAGGTTACAGAAGATG 92900

ACACACCTTCTCCTTGCAGTCAAAGAAGAACTTGATAGGATCCTCTCCGT 

ATGCCGCTGCAGAGCCGAACCACGGGAACCAATGCCAGACCACGGGAGGC 93000

AGAGACTTGTCCTTGGGCAACTGAGAGACGTTGAGCACGCGTAAACGGAT 

GTTCAAGTTCGCATACGCACCAGCTGGTAGATGACGTTGCACACAACAGA 93100

AAGGATAGGAATGTTGATGAGGAGGAAGAGGACGAGACGTGAGGTGGACA 

TGGATGCCAGGGCGTCGTAGGCCTGGCCGACGAGGCCCGCGATGGGCCCG 93200

TACTGGCTGAGAGACATGGCTTGGTGCAGGACGACGGCTGCTCAGAGTGA 

GGGGGCGAGAGCAAGCTGGGAACACGACCTATCGCGTGGAGACTATTTAT 

TTTATATCCAGANNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 

Scaffold_75 CYP61

          Length = 105744

 Score = 73.7 bits (178), Expect = 3e-13

 Identities = 72/325 (22%), Positives = 134/325 (41%), Gaps = 13/325 (4%)

 Frame = +1

49% to 61A3 

39304 KHFAKWLADAAKDPSAKPIMMTARELNMETSLRVFCGNHIPEHGAKEISDKYWMITVALE 39483

39484 LVNFPLAIPGTKVYNAIQARKAAMKWLELAARKSKESVAAGNPPECMLEEWVTILND 39654

39655 PAYKGRREFSDHEMAMVVFSFLFASQDAMSSGLIYGFQHLADHPEVLAKVREEQERVRGG 39834

39835 DYEKPLTLEMMDEMPYLRAMVKETLRVKPPVTMVPYKTTKAFPISQDYTVPSGSMVIPSF 40014

40015 YNSLHDPAVFPDPDRFMPERWLDPNGSANTNPRNY 40119

40120 LVFGSGPHKCIGLEYAMMNIALVLA 40194

Scaffold_75 CYP61

38712 YTTAAILLSLLVIEQSVYRYKKRHLPGDKWTIPLIGKFADSMKPTMEGYMKQWNSGALSA 38891

38892 ISVFN (?)

RFIVMASTTEYARKILNSPTYAEPCLVHSAKQIILPDNW 39086 (?)

39142 VFLTGKEHVEYRRGLNLLFTRKALGYVLQYCLVLYAMLTHRRSLYLGIQDVITRKHFAKW 39321

39322 LADAAKDPSAKPIMMTARELNMETSLRVFCGNHIPEHGAKEISDKYWMITVALELVNFPL 39501

39502 AIPGTKVYNAIQARKAAMKWLELAARKSKESVAAGNPPECMLEEWVTILNDPAYKGR 39672

39673 REFSDHEMAMVVFSFLFASQDAMSSGLIYGFQHLADHPEVLAKVREEQER 39822

39823 VRGGDYEKPLTLEMMDEMPYLRAMVKETLRVKPPVTMVPYKTTKAFPISQDYTVPSGSMV 40002

40003 IPSFYNSLHDPAVFPDPDRFMPERWLDPNGSANTNPRNYLVFGSGPHKCIGLEYAMMNIA 40182

40183 LVLANAAVLMNWEHELTPQSDKVQIIATLFPQDGCKLKFSP 40305

Score = 90.9 bits (222), Expect(2) = e-126

 Identities = 47/125 (37%), Positives = 71/125 (56%), Gaps = 28/125 (22%)

 Frame = +3

Query: 14    FTTISYLPWILIMQ-------KGHIPGPRFKIPFMGSFLDSMKPTFEKYNAKWQTGPLSC 66

             +TT + L  +L+++       K H+PG ++ IP +G F DSMKPT E Y  +W +G LS 

Sbjct: 38712 YTTAAILLSLLVIEQSVYRYKKRHLPGDKWTIPLIGKFADSMKPTMEGYMKQWNSGALSA 38891

Query: 67    VSVFH---------------------KFVVIASERDLARKILNSPSYVQPCVVDAGKKIL 105

             +SVF+                     +F+V+AS  + ARKILNSP+Y +PC+V + K+I+

Sbjct: 38892 ISVFNVYVLPFHVAQ*ASAS*LGVLPRFIVMASTTEYARKILNSPTYAEPCLVHSAKQII 39071

Query: 106   KHTNW 110

                NW

Sbjct: 39072 LPDNW 39086

 Score =  382 bits (971), Expect(2) = e-126

 Identities = 190/401 (47%), Positives = 269/401 (66%), Gaps = 21/401 (5%)

 Frame = +1

Query: 111   VFLDGRDHIEYRKGLNGLFTTRAL------------------ASYLPAQEAVYNKYFKEF 152

             VFL G++H+EYR+GLN LFT +AL                  + YL  Q+ +  K+F ++

Sbjct: 39142 VFLTGKEHVEYRRGLNLLFTRKALGYVLQYCLVLYAMLTHRRSLYLGIQDVITRKHFAKW 39321

Query: 153   LAHS-KDDYAQ-YMIPFRDINVATSCRTFCGYYISDDAIKHIADEYWKITAAMELVNFPI 210

             LA + KD  A+  M+  R++N+ TS R FCG +I +   K I+D+YW IT A+ELVNFP+

Sbjct: 39322 LADAAKDPSAKPIMMTARELNMETSLRVFCGNHIPEHGAKEISDKYWMITVALELVNFPL 39501

Query: 211   VLPFTKVWYGIQSRKVVMRYFMKAAAESRKNMEAGNAPACMMEEWIHEMIETRKYKSENK 270

              +P TKV+  IQ+RK  M++   AA +S++++ AGN P CM+EEW+  ++    YK    

Sbjct: 39502 AIPGTKVYNAIQARKAAMKWLELAARKSKESVAAGNPPECMLEEWV-TILNDPAYKGR-- 39672

Query: 271   EGAEKPSVLIREFSDEEISLTFLSFLFASQDATSSAMTWLFQLLADHPDVLQKVREEQLR 330

                       REFSD E+++   SFLFASQDA SS + + FQ LADHP+VL KVREEQ R

Sbjct: 39673 ----------REFSDHEMAMVVFSFLFASQDAMSSGLIYGFQHLADHPEVLAKVREEQER 39822

Query: 331   IRKGDIDVPLSLDLMEKMTYTRAVVKECLRLRPPVLMVPYRVKKAFPITPDYTVPKDAMV 390

             +R GD + PL+L++M++M Y RA+VKE LR++PPV MVPY+  KAFPI+ DYTVP  +MV

Sbjct: 39823 VRGGDYEKPLTLEMMDEMPYLRAMVKETLRVKPPVTMVPYKTTKAFPISQDYTVPSGSMV 40002

Query: 391   IPTLYGALHDSKVYPEPETFNPDRWA-PNGLAEQSPKNWMVFGNGPHVCLGQRYAVNHLI 449

             IP+ Y +LHD  V+P+P+ F P+RW  PNG A  +P+N++VFG+GPH C+G  YA+ ++ 

Sbjct: 40003 IPSFYNSLHDPAVFPDPDRFMPERWLDPNGSANTNPRNYLVFGSGPHKCIGLEYAMMNIA 40182

Query: 450   ACIGKASIMLDWKHKRTPDSDTQMIFATTFPQDMCYLKFSP 490

               +  A+++++W+H+ TP SD   I AT FPQD C LKFSP

Sbjct: 40183 LVLANAAVLMNWEHELTPQSDKVQIIATLFPQDGCKLKFSP 40305

Scaffold_97 

          Length = 91667

 Score = 46.9 bits (109), Expect = 4e-05

 Identities = 29/104 (27%), Positives = 51/104 (48%), Gaps = 8/104 (7%)

 Frame = +2

54509 LSDQDLLNNINTFMFAGTDTTSLALTWTLYVLALYPHVQDRLRAELLSVAPIAPIDTLTP 54688

54689 EEVQSLYAEIAALPFLENVIRETLRLIPPVHSSIREATRDDVVP 54820

Query: 293   LPDKEIAHMMIALLMAGQHSSSSSSTWIMLWLAARPDITEELYQEQLEL--------LGS 344

             L D+++ + +   + AG  ++S + TW +  LA  P + + L  E L +        L  

Sbjct: 54509 LSDQDLLNNINTFMFAGTDTTSLALTWTLYVLALYPHVQDRLRAELLSVAPIAPIDTLTP 54688

Query: 345   ELPPLKYEDLSKLSLHQNVLKEVLRLHAPIHSILRKVKNPMPVP 388

             E     Y +++ L   +NV++E LRL  P+HS +R+      VP

Sbjct: 54689 EEVQSLYAEIAALPFLENVIRETLRLIPPVHSSIREATRDDVVP 54820

Scaffold_164 2 P450s on this sequence

          Length = 57327

 Score = 44.9 bits (104), Expect = 1e-04

 Identities = 54/203 (26%), Positives = 85/203 (41%), Gaps = 24/203 (11%)

 Frame = -1

9282 SLGSSSCAITYYLAKYPDAQRKLQQELDEALGSDDEPVSTFDQVKRLPYLQAVIDEALRI 9103

9102 HSTSGIGLPRLVPKGGMTVCGRFFPEGTVLSVPTYTIHRDEEVWGKDPEVFRPERW 8935

8934 FEQDKNAVQKTYNPFSFGPR (?)

8817 SCIGRNLANMELLIIVSSILRRYDF 8743

Query: 312  SSSSSSTWIMLWLAARPDITEELYQEQLELLGSELPPLK-YEDLSKLSLHQNVLKEVLRL 370

            S  SSS  I  +LA  PD   +L QE  E LGS+  P+  ++ + +L   Q V+ E LR+

Sbjct: 9282 SLGSSSCAITYYLAKYPDAQRKLQQELDEALGSDDEPVSTFDQVKRLPYLQAVIDEALRI 9103

Query: 371  HAPIHSILRKV--KNPMPVPGTSYVIPKTHSLLAAPGWT-SRDASYF-PNPLKWDPHRWD 426

            H+     L ++  K  M V G  +      ++L+ P +T  RD   +  +P  + P RW 

Sbjct: 9102 HSTSGIGLPRLVPKGGMTVCGRFF---PEGTVLSVPTYTIHRDEEVWGKDPEVFRPERW- 8935

Query: 427  TGSGGVIGTDMEDEKFDYGYGLISTGAASPYLPFGAGR------------------HR-C 467

                       E +K               Y PF  G                   HR C

Sbjct: 8934 ----------FEQDK---------NAVQKTYNPFSFGPR*KV*HPA*ACSKDADC*HRSC 8812

Query: 468  IGEQFATVQLVTIMATMVRSFKF 490

            IG   A ++L+ I+++++R + F

Sbjct: 8811 IGRNLANMELLIIVSSILRRYDF 8743

 Score = 36.4 bits (82), Expect = 0.057

 Identities = 24/99 (24%), Positives = 43/99 (43%), Gaps = 2/99 (2%)

 Frame = +3

DPNHYPNPFEFDPTRFLSDEGRTPQPDPRDYCFGFGRR (?)

ICPGLHLADVSVFLSCAMVLATFDISKAVENGKVIEPEVEYTS

Query: 410   DASYFPNPLKWDPHRWDTGSGGVIGTDMEDEKFDYGYGLISTGAASPYLPFGAGRHRCIG 469

             D +++PNP ++DP R+ +  G     D  D  F +G   + TG  + +         C G

Sbjct: 47004 DPNHYPNPFEFDPTRFLSDEGRTPQPDPRDYCFGFGRR*VDTGLFAKHTVTDHHHRICPG 47183

Query: 470   EQFATVQLVTIMATMVRSFKFHNL--DGRNSVAETDYSS 506

                A V +    A ++ +F       +G+    E +Y+S

Sbjct: 47184 LHLADVSVFLSCAMVLATFDISKAVENGKVIEPEVEYTS 47300

Scaffold_7 

          Length = 234876

 Score = 42.2 bits (97), Expect = 0.001

 Identities = 23/83 (27%), Positives = 45/83 (53%)

 Frame = -1

IVAGHETTSTATTWALFSLAQMPEIQRKLRNEMLTIDTDTPSMDQLNSLPYLDAVIR

ETLRFHSPVPVTTREAMADDVIP

Sbjct: 72960 IVAGHETTSTATTWALFSLAQMPEIQRKLRNEML-TIDTDTPSM--DQLNSLPYLDAVIR 72790

Query: 366   EVLRLHAPIHSILRKVKNPMPVP 388

             E LR H+P+    R+      +P

Sbjct: 72789 ETLRFHSPVPVTTREAMADDVIP 72721

Scaffold_4 

          Length = 298316

 Score = 41.8 bits (96), Expect = 0.001

 Identities = 24/83 (28%), Positives = 42/83 (49%), Gaps = 4/83 (4%)

 Frame = -3

46545 GRKLNDEEMVSQMSALTLAGHETTANTISWLLYELAKHPDFQEKMHAEIVAKRAEIVARG 46366

46365 DEDFTMEDLESLEYLQAAIKVCL 46297

Query: 290   GTPLPDKEIAHMMIALLMAGQHSSSSSSTWIMLWLAARPDITEELYQE----QLELLGSE 345

             G  L D+E+   M AL +AG  +++++ +W++  LA  PD  E+++ E    + E++   

Sbjct: 46545 GRKLNDEEMVSQMSALTLAGHETTANTISWLLYELAKHPDFQEKMHAEIVAKRAEIVARG 46366

Query: 346   LPPLKYEDLSKLSLHQNVLKEVL 368

                   EDL  L   Q  +K  L

Sbjct: 46365 DEDFTMEDLESLEYLQAAIKVCL 46297

Score = 32.5 bits (72), Expect = 0.84

 Identities = 25/105 (23%), Positives = 42/105 (39%), Gaps = 3/105 (2%)

 Frame = -1

197585 RDEGLYPDPETFKPERWLDADGSLRDDMRFPVEMFGYGRRICV 197457

197456 GRHFAEDIVWLAIASILSVYKIEPPVDENGTVRALEADFTPRLFR 197322

Query: 409    RDASYFPNPLKWDPHRWDTGSGGVIGTDMEDEKFDYGYGLISTGAASPYLPFGAGRHRCI 468

              RD   +P+P  + P RW    G +     +D +F             P   FG GR  C+

Sbjct: 197585 RDEGLYPDPETFKPERWLDADGSL----RDDMRF-------------PVEMFGYGRRICV 197457

Query: 469    GEQFATVQLVTIMATMVRSFKFH---NLDGRNSVAETDYSSMFSR 510

              G  FA   +   +A+++  +K     + +G     E D++    R

Sbjct: 197456 GRHFAEDIVWLAIASILSVYKIEPPVDENGTVRALEADFTPRLFR 197322

Score = 33.2 bits (74), Expect = 0.49

 Identities = 33/152 (21%), Positives = 63/152 (40%), Gaps = 35/152 (23%)

 Frame = +3

Sbjct: 75378 TTATLSWFTLAMAKYPEVQKKAQAEIDRVIGKDRLPEVGDRDSLPYVWAIMQETFRWH 75551

Sbjct: 75552 PTITMSGY()

             RERRSWPISGACPLRLMF 75731

Sbjct: 75732 EVIYHVHRGILHDEKLYHDADKFIPERFCDEG 75827

Query: 303   TSSAMTWLFQLLADHPDVLQKVREEQLRIRKGDIDVPLSLDLMEKMTYTRAVVKECLRLR 362

             T++ ++W    +A +P+V +K + E  R+  G   +P   D  + + Y  A+++E  R  

Sbjct: 75378 TTATLSWFTLAMAKYPEVQKKAQAEIDRV-IGKDRLPEVGD-RDSLPYVWAIMQETFRWH 75551

Query: 363   PPVLMVPY----------------------------------RVKKAFPITPDYTVPKDA 388

             P + M  Y                                  R ++++PI+    +    

Sbjct: 75552 PTITMSGYMPSTLFRHNDNKLLST*CHTLLYRTTNIAGTSSLRERRSWPISGACPLRLMF 75731

Query: 389   MVIPTLY-GALHDSKVYPEPETFNPDRWAPNG 419

              VI  ++ G LHD K+Y + + F P+R+   G

Sbjct: 75732 EVIYHVHRGILHDEKLYHDADKFIPERFCDEG 75827

Score = 32.1 bits (71), Expect = 1.1

 Identities = 19/65 (29%), Positives = 36/65 (55%)

 Frame = +2

Query: 303   TSSAMTWLFQLLADHPDVLQKVREEQLRIRKGDIDVPLSLDLMEKMTYTRAVVKECLRLR 362

             T++ ++W    +A +PDV +K + E  R+  G   +P   D  + + YT A+++E +R  

Sbjct: 78431 TTATLSWFTMAMAKYPDVQEKAQAEIDRV-VGRDRLPEVGD-RDSLPYTWAILQETMRWH 78604

Query: 363   PPVLM 367

             P V +

Sbjct: 78605 PTVAL 78619

 Score = 30.9 bits (68), Expect(2) = 7e-04

 Identities = 20/71 (28%), Positives = 34/71 (47%)

 Frame = +1

277972 SYSFSMLKSSR*GFTVALYRLATHPEYVQPLREEVEAVIAQDGWTREAFRKMPKVDS 278142

278143 FLKECMRLQGP 278175

Query: 294    SFLFASQDATSSAMTWLFQLLADHPDVLQKVREEQLRIRKGDIDVPLSLDLMEKMTYTRA 353

              S+ F+   ++    T     LA HP+ +Q +REE   +   D     + +   KM    +

Sbjct: 277972 SYSFSMLKSSR*GFTVALYRLATHPEYVQPLREEVEAVIAQD---GWTREAFRKMPKVDS 278142

Query: 354    VVKECLRLRPP 364

               +KEC+RL+ P

Sbjct: 278143 FLKECMRLQGP 278175

 Score = 30.5 bits (67), Expect(2) = 7e-04

 Identities = 21/80 (26%), Positives = 38/80 (47%), Gaps = 9/80 (11%)

 Frame = +2

278240 VLLQRKAMQDFTFSDGTFVPKGSHVATSIVATHCDSAYYSDPLTFNPWRFVGAEDDAQDS 278419

278420 KHRFATTSPEYLLFGYGRH 278476

Query: 366    LMVPYRVKKAFPITPDYTVPKDAMVIPTLYGALHDSKVYPEPETFNPDRW---------A 416

              +++  +  + F  +    VPK + V  ++     DS  Y +P TFNP R+         +

Sbjct: 278240 VLLQRKAMQDFTFSDGTFVPKGSHVATSIVATHCDSAYYSDPLTFNPWRFVGAEDDAQDS 278419

Query: 417    PNGLAEQSPKNWMVFGNGPH 436

               +  A  SP+ +++FG G H

Sbjct: 278420 KHRFATTSPE-YLLFGYGRH 278476

 Score = 29.7 bits (65), Expect = 5.6

 Identities = 21/63 (33%), Positives = 31/63 (48%), Gaps = 2/63 (3%)

 Frame = -1

Sbjct: 200990 LHDEERYPNLETFIPERFLNKDGSLRSDACIPLEPFGFGRRICPGRYFAEDIVWLAIASIL 200808

Query: 398    LHDSKVYPEPETFNPDRW--APNGLAEQSPKNWMVFGNGPHVCLGQRYAVNHLIACIGKA 455

              LHD + YP  ETF P+R+      L   +      FG G  +C G+ +A +  I  +  A

Sbjct: 200990 LHDEERYPNLETFIPERFLNKDGSLRSDACIPLEPFGFGRRICPGRYFAED--IVWLAIA 200817

Query: 456    SIM 458

              SI+

Sbjct: 200816 SIL 200808

Scaffold_88 

          Length = 97470

 Score = 41.8 bits (96), Expect = 0.001

 Identities = 43/154 (27%), Positives = 65/154 (41%), Gaps = 12/154 (7%)

 Frame = +2

45686 SKRTQRKTRPPVLATKRCTPRCGTPHHRHVCASLANQHRSRTSSLAGHET 45835

45836 TAMALSWALLELAQHPEVQSRLREEVRGCKRGEELSAAVLDSMPYLQAVLREVLRVHP 46009

46010 PAIHNFRQAVRDDVLPLAHPITTKSG 46087

Query: 264   SRRTQKETDDSNLDIMWQLMRSSYKDGTPLPDKEIAHMMIALLMAGQHSSSSSS------ 317

             S+RTQ++T    L       R + + GTP       H  +   +A QH S +SS      

Sbjct: 45686 SKRTQRKTRPPVL----ATKRCTPRCGTP------HHRHVCASLANQHRSRTSSLAGHET 45835

Query: 318   -----TWIMLWLAARPDITEELYQEQLELLGSELPPLKYEDLSKLSLHQNVLKEVLRLHA 372

                  +W +L LA  P++   L +E       E   L    L  +   Q VL+EVLR+H 

Sbjct: 45836 TAMALSWALLELAQHPEVQSRLREEVRGCKRGE--ELSAAVLDSMPYLQAVLREVLRVHP 46009

Query: 373   P-IHSILRKVKNPMPVPGTSYVIPKTHSLLAAPG 405

             P IH+  + V++         V+P  H +    G

Sbjct: 46010 PAIHNFRQAVRDD--------VLPLAHPITTKSG 46087

Scaffold_10 

          Length = 218207

 Score = 36.7 bits (83), Expect = 0.043

 Identities = 26/87 (29%), Positives = 40/87 (45%), Gaps = 3/87 (3%)

 Frame = +1

123796 SAVVAVWVMYELASRPTYIPAIREELLAVAELQADGSHYLSYDSLRNARLLDSFIREVMR 123975

123976 LKGDTLGVCRQTVQDTPMGQYVIPK 124050

Query: 313    SSSSSTWIMLWLAARPDITEELYQEQL---ELLGSELPPLKYEDLSKLSLHQNVLKEVLR 369

              S+  + W+M  LA+RP     + +E L   EL       L Y+ L    L  + ++EV+R

Sbjct: 123796 SAVVAVWVMYELASRPTYIPAIREELLAVAELQADGSHYLSYDSLRNARLLDSFIREVMR 123975

Query: 370    LHAPIHSILRKVKNPMPVPGTSYVIPK 396

              L      + R+     P+    YVIPK

Sbjct: 123976 LKGDTLGVCRQTVQDTPM--GQYVIPK 124050

Scaffold_15 

          Length = 187253

 Score = 36.0 bits (81), Expect = 0.074

 Identities = 28/96 (29%), Positives = 44/96 (45%), Gaps = 6/96 (6%)

 Frame = +1

3235 LIVIALPQTSGIIQWFLALIGKHPDIQARAHHELDAVVGRDRWPMAEDEKDLPFIRAII 3411

3412 KEVLRVHAPFWNATPHSSTEDFVYNGMYIPKGAAVI 3519

Query: 305  LLMAGQHSSSSSSTWIMLWLAARPDITEELYQEQLELLGSELPPLKYEDLSKLSLHQNVL 364

            L++     +S    W +  +   PDI    + E   ++G +  P+  ED   L   + ++

Sbjct: 3235 LIVIALPQTSGIIQWFLALIGKHPDIQARAHHELDAVVGRDRWPMA-EDEKDLPFIRAII 3411

Query: 365  KEVLRLHAPI-----HSILRK-VKNPMPVPGTSYVI 394

            KEVLR+HAP      HS     V N M +P  + VI

Sbjct: 3412 KEVLRVHAPFWNATPHSSTEDFVYNGMYIPKGAAVI 3519

 Score = 31.3 bits (69), Expect = 1.9

 Identities = 16/45 (35%), Positives = 23/45 (50%), Gaps = 4/45 (8%)

 Frame = +2

Query: 140    NSKLMEQKKFMKAALTTEAFRSYVPIIQNEVKSFIEKC----DDF 180

              N++L   ++ +K  L+  A RSY P I N    F+E      DDF

Sbjct: 171062 NARLKTSRRLLKQGLSPAAVRSYFPYINNRTALFLEALLKDPDDF 171196

Scaffold_74 

          Length = 108613

 Score = 35.6 bits (80), Expect = 0.097

 Identities = 21/65 (32%), Positives = 37/65 (56%), Gaps = 1/65 (1%)

 Frame = +2

Query: 294   PD-KEIAHMMIALLMAGQHSSSSSSTWIMLWLAARPDITEELYQEQLELLGSELPPLKYE 352

             PD K I   ++ +LMAG+ +++   T++   +A  PDI +++ QE L + G + P   +E

Sbjct: 62261 PDPKVIRDQLLNILMAGRDTTACLLTYVTYVMAMYPDIMQKMRQEVLHVCGHDAP--NFE 62434

Query: 353   DLSKL 357

              L  L

Sbjct: 62435 KLKAL 62449

Scaffold_74 

          Length = 108613

61694 RALARPFFARDRISDFDLFEKYAGATLGILGGLAGRGAAVDVQDLYARFTLDAAAEFLFG 61873

61874 ERLDTLHGALPVAGQAKLGSKGAATD-DAFGAFVRAFEASQDIITTRQVRGYFWPVREL 62047

62048 FQDKVAPHAAVIGAFLEPIVQRTLDRKAKMRAAGVSPTTEHDTFLDYLADHTEG 62227

      DPKVIRDQLLNILMAGRDTTACLLTYVTYVMAMYPDIMQKMRQEVLHV 62407

62408 CGHDAPNFEKLKALRY 62455

62518 AVLNETLRVFPPVPMNVREVRARGVVLPHADPTYAAAPAPLYVPGGTVVMYLPVLTQRNT 62697

62698 ALWGDDADVFDPDRWLDARLRRFTENPMMYTPFSGGPRI 62814

62873 RQCIGQNYARNEATYLLVRLLQQFDAVALAPEAQ 62974

 Score = 85.4 bits (208), Expect(3) = 4e-37

 Identities = 78/262 (29%), Positives = 115/262 (43%), Gaps = 36/262 (13%)

 Frame = +2

Query: 166   RTMLRPQFAREQVSHVKLLEPHMQVLFKHIR--KHHGQTFDIQELFFRLTVDSATEFLLG 223

             R + RP FAR+++S   L E +       +      G   D+Q+L+ R T+D+A EFL G

Sbjct: 61694 RALARPFFARDRISDFDLFEKYAGATLGILGGLAGRGAAVDVQDLYARFTLDAAAEFLFG 61873

Query: 224   ESAESLR-------DESVGLTPTTKDFDGRNEFADAFNYSQTNQAYRFLLQQMYWILNG- 275

             E  ++L           +G      D D    F  AF  SQ     R  ++  +W +   

Sbjct: 61874 ERLDTLHGALPVAGQAKLGSKGAATD-DAFGAFVRAFEASQDIITTR-QVRGYFWPVREL 62047

Query: 276   --SEFRKSIAIVHKFADHYVQ-----KAXXXXXXXXXXXXGYVFLFELAKQTR------- 321

                +     A++  F +  VQ     KA               FL  LA  T        

Sbjct: 62048 FQDKVAPHAAVIGAFLEPIVQRTLDRKAKMRAAGVSPTTEHDTFLDYLADHTEGTLLSSL 62227

Query: 322   ------------DPKVLRDQLLNILVAGRDTTAGLLSFLFFELSRNPEIFAKLREEIENK 369

                         DPKV+RDQLLNIL+AGRDTTA LL+++ + ++  P+I  K+R+E+ + 

Sbjct: 62228 GAREAR*RPWRPDPKVIRDQLLNILMAGRDTTACLLTYVTYVMAMYPDIMQKMRQEVLHV 62407

Query: 370   FGLGQDARVEEISFETLKSCEY 391

                G DA     +FE LK+  Y

Sbjct: 62408 --CGHDAP----NFEKLKALRY 62455

 Score = 74.5 bits (180), Expect(3) = 4e-37

 Identities = 41/99 (41%), Positives = 56/99 (56%), Gaps = 6/99 (6%)

 Frame = +1

Query: 394   AVINETLRIYPSVPHNFR-VATRNTTLPRGGGE--GGLSPIAIKKGQVVMYTILATHRDK 450

             AV+NETLR++P VP N R V  R   LP          +P+ +  G VVMY  + T R+ 

Sbjct: 62518 AVLNETLRVFPPVPMNVREVRARGVVLPHADPTYAAAPAPLYVPGGTVVMYLPVLTQRNT 62697

Query: 451   DIYGEDAYVFRPERWFEPETRKL---GWAYVPFNGGPRI 486

              ++G+DA VF P+RW +   R+       Y PF+GGPRI

Sbjct: 62698 ALWGDDADVFDPDRWLDARLRRFTENPMMYTPFSGGPRI 62814

 Score = 34.8 bits (78), Expect(3) = 4e-37

 Identities = 15/34 (44%), Positives = 22/34 (64%)

 Frame = +2

Query: 485   RICLGQQFALTEASYVTVRLLQEFGNLKQDPNTE 518

             R C+GQ +A  EA+Y+ VRLLQ+F  +   P  +

Sbjct: 62873 RQCIGQNYARNEATYLLVRLLQQFDAVALAPEAQ 62974

Scaffold_154 

          Length = 58019

 Score = 35.6 bits (80), Expect = 0.097

 Identities = 32/114 (28%), Positives = 47/114 (41%), Gaps = 1/114 (0%)

 Frame = -2

25258 RRAAELTPPPRPSFVPEDTKLSVHLFSLMRDAREFAPLPDAFWPERWLAQDTYVLPTGD 25082

25081 AVSKEHVTTNRAAFIPFSVGPQNCAGKALALVELRAVTCALVSKFELH 24938

Query: 379   RKVKNPMPVPGTSYVIPKTHSLLAAPGWTSRDASYF-PNPLKWDPHRWDTGSGGVIGTDM 437

             R+     P P  S+V P+   L        RDA  F P P  + P RW      V+ T  

Sbjct: 25258 RRAAELTPPPRPSFV-PEDTKLSVHLFSLMRDAREFAPLPDAFWPERWLAQDTYVLPTGD 25082

Query: 438   EDEKFDYGYGLISTGAASPYLPFGAGRHRCIGEQFATVQLVTIMATMVRSFKFH 491

                K       ++T  A+ ++PF  G   C G+  A V+L  +   +V  F+ H

Sbjct: 25081 AVSKEH-----VTTNRAA-FIPFSVGPQNCAGKALALVELRAVTCALVSKFELH 24938

Scaffold_232 

          Length = 40863

 Score = 34.8 bits (78), Expect = 0.17

 Identities = 17/51 (33%), Positives = 30/51 (58%)

 Frame = +3

Query: 324   LAARPDITEELYQEQLELLGSELPPLKYEDLSKLSLHQNVLKEVLRLHAPI 374

             LA  PDI + L +E L+ +G+  P   Y+D+  +   +  + EVLR++ P+

Sbjct: 24231 LAEHPDILQRLRKEILDTVGTRRPT--YDDIRDMKYLRAFINEVLRMYPPV 24377

Scaffold_247 

          Length = 37857

 Score = 34.8 bits (78), Expect = 0.17

 Identities = 24/110 (21%), Positives = 45/110 (40%), Gaps = 5/110 (4%)

 Frame = +3

19194 RDPRYFSHPDTFWPERWLIAEGLEPAPAGEKFVHNPNAFIPFSFGPSNCV 19343

19344 GKNLAQMEMRMVFCYLLQNLDFELDKSWNPAERENATEDQFVLLMRSPVQ 19493

Query: 409   RDASYFPNPLKWDPHRWDTGSGGVIGTDMEDEKFDYGYGLISTGAASPYLPFGAGRHRCI 468

             RD  YF +P  + P RW    G  +      EKF +          + ++PF  G   C+

Sbjct: 19194 RDPRYFSHPDTFWPERWLIAEG--LEPAPAGEKFVHN--------PNAFIPFSFGPSNCV 19343

Query: 469   GEQFATVQLVTIMATMVRSFKFH-----NLDGRNSVAETDYSSMFSRPMQ 513

             G+  A +++  +   ++++  F      N   R +  E  +  +   P+Q

Sbjct: 19344 GKNLAQMEMRMVFCYLLQNLDFELDKSWNPAERENATEDQFVLLMRSPVQ 19493

Scaffold_101 

          Length = 91483

 Score = 34.8 bits (78), Expect = 0.17

 Identities = 25/86 (29%), Positives = 42/86 (48%), Gaps = 2/86 (2%)

 Frame = +2

55082 GHETSASALSWALYALARAPACQHTLRRELRALTLPADPSAADLQAVLALPYLDAVVRET 55261

55262 LRVHAPVTSTMRVAAHDAAVPVGTPF 55339

Query: 309   GQHSSSSSSTWIMLWLAARPDITEELYQEQLEL-LGSELPPLKYEDLSKLSLHQNVLKEV 367

             G  +S+S+ +W +  LA  P     L +E   L L ++      + +  L     V++E 

Sbjct: 55082 GHETSASALSWALYALARAPACQHTLRRELRALTLPADPSAADLQAVLALPYLDAVVRET 55261

Query: 368   LRLHAPIHSILRKVKNPMPVP-GTSY 392

             LR+HAP+ S +R   +   VP GT +

Sbjct: 55262 LRVHAPVTSTMRVAAHDAAVPVGTPF 55339

Scaffold_144 

          Length = 60803

 Score = 34.4 bits (77), Expect = 0.22

 Identities = 28/114 (24%), Positives = 49/114 (42%), Gaps = 5/114 (4%)

 Frame = -3

33879 RDPRYFSRPDTFWPERWLIAEGLEPAPAGEPFVHNANAFIPFSFGPANCV 33730

33729 GKNLAYLEMRMVFCHLLQNLDFELDKRWNPAERSRSAEDQFVLYMRCPLPVTV 33571

Query: 409   RDASYFPNPLKWDPHRWDTGSGGVIGTDMEDEKFDYGYGLISTGAASPYLPFGAGRHRCI 468

             RD  YF  P  + P RW    G  +      E F +         A+ ++PF  G   C+

Sbjct: 33879 RDPRYFSRPDTFWPERWLIAEG--LEPAPAGEPFVHN--------ANAFIPFSFGPANCV 33730

Query: 469   GEQFATVQLVTIMATMVRSFKFHNLDGRNSVAETDYSS-----MFSRPMQPATI 517

             G+  A +++  +   ++++  F  LD R + AE   S+     ++ R   P T+

Sbjct: 33729 GKNLAYLEMRMVFCHLLQNLDF-ELDKRWNPAERSRSAEDQFVLYMRCPLPVTV 33571

>Scaffold_144

ACGGCGCGGGACACGAGGTTCCAACGGGCCAACCCGTCTCGGTACGTCTT 33000

GCCGTCCCGGTAGCGTCTGGCATTGCATTCAACGTCCCCGCCACAGGCAT 

ACACATTCTTCCGGGAGTTCGTCCTCGGGAACAACCAGACGGGCCTCGTG 

GTCACCAGCGGAAACACCACAAGCGTGATTGGTGGGGAGAACCCGACCTT 

GGGTCAGACTGCGATCCCTGGCCAGCTCGACATCTACTACGGGTCCGCTA 

CCACCAAGGGTAGCACGCGCTGGCCGAGCGCAACTGTCGCAGCCTTCATG 

AGCTACATTTCACAGGTCGCAATTACCGGCACTGCAGCCATCAAGCCACC 

TACGGCGACACCCACGGCGACGTGAATGGTGACATGGAACCCGCGGGTCA 

AGGGGTATCTAGCTGGCATTGCTGGTTTGCATACGCCATGTGATGAGAAT 

TTTGTCCTGAATTCTGCAATGGCCCGAAGAAAACACGACACGGTTGCGCG 

TAAATGTTATATCCTAGGTCAATTGCTACAATATTCCTGTGTCGTAAGCT 

ACCGCCAGTCAGTACTCTCGGTCAGGGGCTTCTTACGTTGTGCACGTTGA 

GCATCCTACACTCTACGACGAACAGTAACTGGCAGCGGACACCGCATATA 

CAGCACAAACTGGTCCTCTGCAGAACGGGAGCGTTCTGCAGGATTCCATC 

TCTTGTCAAGCTCGAAGTCGAGGTTCTGGAGCAGGTGGCAGAACACCATA 

CGCATCTCGAGGTACGCAAGGTTCTTGCCAACGCAGTTCGCGGGGCCGAA 

CGAGAATGGAATGAACGCGTTCGCGTTGTGCACGAACGGCTCGCCCGCGG 

GTGCAGGCTCTAGCCCTTCTGCAATGAGCCACCGCTCAGGCCAGAAGGTG 

TCCGGCCGCGAGAAATACCTCGGGTCGCGATGTAGAGACCAGGTGTGCAC 

CCGCGCTTGCGTTCCATCGGGAAGATAGCTGCATGGTGATCAGTTGGTGG 

GCTTGAGGATGATAAGAATCAGATACGCACTAGGGCCCTACAACCCTGTC 34000

GCCCTTCCCCGGGACGGGCGAGCGTTGACTGCCACTCGGGAGGACGGGAT 

ACAGACGGAGAGTCTCGTGGCTGGTGGCACAAGTCAGACAGTGGCCACGT 

AGTGCATTTCACCACGCACATTACAGCCTCCAGAAAGGTCATCTTGTTGT 

GATGCTTCGTGTCGAAGGCGCTCTCTCCAGGAGGATAATATTTGTCAACC 

TCGGCCTGCACGCGCTTGTAGTAGTGAGGGTAGCGTAGGATATGCCAGAA 

CGTGTTCGCTATCGTTGTCGACGTGGTGTCGGAGGCTGCGACGGTCGCCA 

GGACACCGTCCCCGATTACCTGAGCAGGGGGCGGAGGTATCTTCTCTGAC 

CCGTCTTCATTGCTCTGCAAACGCTTGCATCAACACATAGCAGGCCGACC 

GAAACTGCGCGACTTACTAGATAGTAGAACAGGTCCTTCGTTACCGCGCC 

TCTCTTGTAGCGCTCCAGAGCGCGACCAAGGGCAAACTCCCGCATCTTCT 

TCAGCGCAGGAGACATGGGGAGTCGCTTGGCATAGTGTGCCAACCATGGG 

ACGTGGTGGTACACCATCTGGCCCCTGGAGCGAGTAAGTAGAGCCAGTGA 

AGTTAGTGAAATGAGCCCACGTACTCTCCGCTCTTCTCGAACATGGCCCA 

AATGCCATCCTGGTCTCCCGTCGCAAGCATCTCGTTGCCACCACCGAACC 

TAGCCGACGGTCAGGAAACAAGTATCACACGAAGGCATAGTCGCACACCT 

ACACCAGGTCTCCCATGACATCGTAAGTGAACCAACTAATCCATGTAGCT 

AGGTTGAGGCTTCCCTTTTGCTGGGCCAGCTGCTCACAGAGTTCGGATAT 

GCGCTTGGCCAGGATGGGTTCGTACTCCTTCAGCGCTGCAGTGCTAAACG 

CACGCGTCCAAGGGCGGCGGCGGCGGGCATGCTCGGCGGGATCTCTGATA 

CTGACAAGGGAAGGGATTGGCTGCTCTAATCCCTGTCCAATGGTGGCTAC 

GTGTGAGAGTTGAGATATCAGGGATTCTCGAGTCAAGTATAAGCTGCTCA 

CAGGGGCCTTTAGTCAGACCGTCCGGGCCCATAAGCGGTAGCACGGCGTC 

CACGTTGCAGATGGAGAGTTCGTTAGGCCCGATGCGCACGACGTCTCCAT 

ACCGTTTGTGTAGGTCTTCGAGATAAAAATGCTGTTTGCAGTCCCGCTCC 

TTCCAGACCATCCACCACTTCGAGAGCTTTGCAGGAAGCGGGCCCGGATA 

CTTGGCGAGTGGGTGCCACGGTGAGATGCGGTATAGTCCGATGGAAGTCA 

AAAGCGATGTATGGTAAGTCGTGAAGGCGATGACTGGAGCCAGGAGCGGC 

CCGAAATGGGGCAGGAGCAACGCAGAGAGATACAGGGGAACCAAGACGAG 

TAGGAAGAGCACGGCCGGGATGTACGTAGGCTCTAAATGCTTAAAGATGA 

GATGGCATACCTGCGTGGCCTCCGTAAATCTAGTGACGTCGAAGACAGCG 

AGGACGAGACGTACGAGTGCGGCCCCGACCACGACGGCAAGGGCATCGTT 

CTGGTCGAGTCTAGGGAACGGCTTCGAGATGTTGGCGCGAAGGAGTTGCA 

TTGCAACTTCACTGCCCATGGTCAAAGCCCGAGCACAATGATGGCTCCAG 

GAGACGGCCCCGCCTATAAAGCAAGCAGCGTCGGCATTGCTGCGCAGCAA 

GGGTTCAGCGCTGTTTCAGCGTCCAGCGCATCGTGAGTCGTGAGATATTT 

GATGATCAGCACGCGGGCGTGTTGGGTCACAAACATACAACCTTCCTATT 

TGTGGCACCGTAGCTTTGAAGTGCAATGTAAACGCATCTCACCTCAGATA 

TGCTAAGTACGAGCGCCGGCGCCCGTCACGGTCTCCGACGGCGTCCGACC 

GGATCGTGTGCACGTGTATTGTCATTCCACTATCGGCGCAGAAGAGGCAT 

CGGTTTCCTATCCACGAGGCCAGAGTGGTGGGTTTGGTATGCACGAAGGC 

CAAGGAAATTGCTGCAACATTCATACTTCAGTCTATGTCCTGCACAAATC 

AACGGACACAGCTTGTGGAAATACATACGAAGAGATCCGCAACGCAGCCG 

ATTCGAGCATTTCTCACCTGCAATAGTCCATGTTCTATACGCTCACCAAG 

GGGAACTCTCCATGAAGTACTTGCATGCCTGATCTTCCGGAGGTTTCAAG 

GATGTCTGATAATGATGGCCCTTGTGATGAGTACCGCAACATAACTTACA 

AGGATGAGCTAAAGATACAGGGGAGTGCTGTGAGTGTAGTACGCGGGGTA 36300

TATATGATAATTTTAAGCTAACTAGTTTTCTCGCCATTGATGACCACATG 

CTGCACATCTGGCAAGCTCTTAGGTCAATTGCAGGGATATCAGTGGATAG 

CATTACGAACCGGAAGACTAGAAGCGCTGTCAGACATTGCCGCAGGAAGC 

AAGGACAAGGACGCACATGTTGTCATAGGTTCATCAGCAGAACGAATCTG 

CAGCATATAGAAGTATGCGCGGCCATGGTCGCACTTTGGACATGATGCTA 

GGTGGTGGCAAGTTAACGGGGACGTCTGGCCGAGAAGGCGATGAGAACAC 

ACCTGCTGTGGAATCCGCGTGTTTCCACATATCGTCGCCTCCGAGCACGT 

CGTCTACCTGCTTTCTCTCCAAGTGGGTTCTGGACGTCATCTGATGCCAG 

GTAAGCATTAGTATTTCTCCAGAACCTGCTGCAAACTGACCTGTTTCGTG 

ATGGGGAACTCGTACGCGCAGGTATTGCACGCCCATTTGTTGTAGCCAGT 

TTCGGTAGATATAATAAGTAGGTTGGCGCAGCTTGGGCAGAACAACATGA 

TGCTCTGTACCAAGAAAGCTTTGAGCAAGAATAACTACGTTGCGAGAGGA 

AGAGTGAACAGATGGAGGACAATTCGCGGTCCTGCACGTCGGGCACTGCC 

GTCCATTCGTGATTGGCTGCCACCTAGGGCGCTTAGTCAATGGAGGCAGC 37000

TTCGCTCATTCGCCCGCCCAGCAGCACTTGATCTCCTCCCCCGCCTGTGG 

CGACCACTCTGGCCAACATGGCAGCCCCTGCTACGTTGGCCTCCCAAGCG 

GAGATACTTGACAGAATCTTTACCGGTCTCAAGGACAAGAATCACGAAGT 

CCGGTTGCAGTCCGCCATCGAACTCCAACGATATGTGCGCACGCCGCTCT 

CTAAACCGCCTCCCCAGACTGACGCGTTATCCCAGGTCTCTAATACAGTC 

CCGGATCTGTCCTCGGACCTGGCTGCAAAACTGTGGGATGATACCGTCAG 

TAGGCTCTCCGAGCTCGTGCACAGCCAGACGAATGTAGAGAAGCTGGGAG 

GCGTGCTTGCTATTGGTGCGTGCCCCGTTACTCTTTCCTGTGGTCCTTGA 

CTGACCCACCATGCGACCTTCAAGACCATCTACTCAACTCCGAGGTTGCG 

>Scaffold_247

ACGCACATACGGCAGACCACACCGTGCAGACAACCACGAAGCCCAAGGCG 

CGCAAGGCCCCCGAGCCCGCGCCCGCGCCGGTGCCCGAGGCGGAGGAGGC 

AGACAGCGACGAGGAGGACACTTTCCAGGCGCTCGGCCGCCTCGGCGACG 

AGGCCGCGGCCCGCGAGGCGGCGCTGAAGGCGGAGGAGCAGGCGAAGAAC 

GAGCGCAAGCGCAAGCGGAAGGAGGCGCGCGAGGCCGCGGCGGACGCGGC 

AGACGACGGGCAAGCGGAGAAGAAGAAAAAGAAGAAGAAGACGTCGTAGC 

CCGGTGCGGTGTTGCATCCCTGGATTCCTCCTCCCTTGGTTCTCTGTTCT 

TGTTTCGGTATTCTGCAAAATATATCCCAGTGCGGGAACTTTCTTACTCT 

TCAGCAGTGTATCTACGGTTGCACCGTCAATCCGATGAACAGTCTGCATC 

CCTCAAGGCCGGGTGTGGTGCCCCTGGCAACAGTTCGACGGTTTGCCCGT 16000

GTGTTCATTACATTTCACTTACGGTTTGTGAGCGGGACCGAGCCGTTGAA 

GATTTGAAGTCCAAAACGATGCAATTATGAGGCGGTACGTCGTACATCGG 

CTCAGTCTCCCGCATGCTCAAGACGGCGGTTTGCAGCACTGCTAGGCTCA 

CATCCTCGTTCCGTCCGCGTCCTTGCTAATATATCACTCGTAGAGGCGTC 

AGCGCGAACGAGGCCACATACGATAGGATCCCCCGACTGCCCTTGCCGAA 

AATATCGTACGCGTCCCAGTGGACCTTGCCTTCGGCTTCGGGCACGGGTG 

AGCTCGGGGACTCGCTCTCGATGAAACTCTCGTCTTCTGATTGCGGTCCC 

TGCGCAGGAGTACCTTGCAAGCCGCCACCCTAGCCCACATGTGCGTTCGG 

ACCGTCGCCGTAGCTGGCATCCGCCCTCGCACCGGGAACGCGATGCAGCT 

GGTGCAAGGCTGCATTCGAAGGACCACCCGCGCATCATGGTGGCGGTGTC 

GAAACGGGGCCGCTCGTGCCCTCTGTTGACACCAGCGAACCGTTGACCAA 

TGGCTACTCGGTCGATGAACTAGGCTGGGTTGCTCTGCATATCCGTGAGA 

TATACTTGCTGCTGGATGGTGAGTTGTCTTGTCGAACAATGGACGCTGTC 

GTCGGTCGCGAATTCAAAAACTTGTTGTTGCTCTTCTAGCACATGTTGCA 

TTTGAGCCCTTCGTAAGTATGCCAAGTCTTGCTTGAAATGTCATCACATA 

TACTCATTGGCCTACGTTGCCTTTCTACCAGGTTCAATGCATCTACTCTT 

GATGCATCGCGAAGCAGTTGCCTGTCGTTCCCGGAGAGTCGCTTCGTCAA 

TCTCTCTCTGAGTCGTCCTCACTGACGCCCGCAAAGTGGTTCGCCGTCGC 

ACGTCATGACAATCTCGCTGCGGCACTGGTATGCTACCGTGTCATGCCCT 

CCTGCCCAACGAGCTCCTCGTGCTCAGCAGCACAGGTGGTGCCTGTCACC 

TCCGAGACACCGAGCGGCGGCTCGGGTAGTGAGATGAGTCTAATCGCCGC 

GGGAGCAGCAACTCCTCGGGTGCGCGTCCCTCGCGGCGCAGCCAGCTGTT 

TTGTCCGGTTCCGTAGTCAGCATGTCAATCCTGCACACCAAGGACCAGCT 

GTGGCGCAGTGTCGTGACGGAGGCGTGACACCTTGCCGCGCCGCACACTG 

TGTGACTGTCACATCAAAAACGCAGGCGCTGCCGCTTTGGGATGTTGAAA 

CAAGACCGAGAGGTGGATGGATTACCCTCCGACAGCGCGATGCGCCTTGC 

GGACGTTTCATGGCGCGAGGCGGTCATGCCAACGTCTCAGATACCACGGT 

CCCCGGCACAAGATTTTCTCCGAACCCGATGTTCTCCTCGCCTTATAATT 

ACAACCTGCAGCTCCGAGAATCTGCATACCGCACGAGCCTCACCACCATG 

GGCACCGAATACGTTCTGCCGCTCTTGCGGACGAACATTCTCAAACTACC 

GACTAACATGACTCGAAACGACGCCTTACTCGCTGTAGGCGGAGCCGCGG 

TGGTACGTGATTACTCCGCGTGCATTCCCCACCTTTTCACAGAGTATACG 

CCATATAGCTCTGCCACCTCATTTTCAAGAAGTGGGAGCCCACATACATA 

CCAGCAGTGGTCACTCTGCTCTTGGTGGTCCCACTTGGCCTCTCCGCCCT 

TCTTGTCCCCCATTACGGACAGCTGCTTGCGCCGCTTGTTGCCCTGGCTA 

CGTACCACACAATCTTGCTGACGTCCATCGCGCTTTACCGTCTCTCGCCG 

TGGCACCCGCTCGCGCAATATCCCGGCCCACTGCCCGCGAAGCTCTCGAA 

ATGGTGGATGGTCTGGCAGGAGCGGGACTGCAAGCAACACCTCTACATCA 

AGCAGCTCCACGACCGGTACGGCGACATCGTGCGCATAGGGCCAAATGAG 

CTCTCTATTCGCAACGTGGATGCTGTGGCGCCTCTCATGGGTACGAACGG 

CTTGCCGAAGGGTCCTTGTAAGTGCTCGTATCTTACCATCTGCCGTCCTG 

CCGCTCACCGCGATTTTCGTGTAGCACTCCGTGGCCAGGGATTAGAGCCC 

CCGATCACAGGTCTCATTGCTATTCGGGACCCGGCAGAGCACGCCCGCCG 

CCGCCGCCCGTGGACTCGCGCGTTCAGCACTGCGGCGCTGAAGGAGTACG 

AGCCGATTCTTGTGAAGCGGATCTCGCAGCTCTGCGAACAACTGGCCAGC 

CAGAAGGGCACTCTCGACCTAGCGACCTGGTTCAGCTGGTTTACGTACGA 

CTTCATGGGCGACATGGTGTACGTGCACAGCACTTACTCCATGCCACGTA 

AGCTGAACATCTTGCAGATTTGGTGGAGGCAGTGAGATGCTCGCGCATGG 

TGACCAGGATGGTATCTGGACCATGTTCAAAGAAGGTGGAGAGTGAGTCT 

CAATCGTCACCATCGCTCCACCATGCCGTCTGACTCACCGAAAGGGGTCA 

AATGATGTACCACCACATCCCCTGGCTCGCCCACTACGCCAAGCGCCTCC 

CTATGTCCCCCGCTTTGAAGAAGATGCGCGGATTTGCGCTCGGTCGTACC 

GCGGAGCGTTACAAGAAGGGCGCGTCTACAAAGGATCTGTTCTACTATCT 

GGTACGTTTCATTCTGCACACCATCTTGACCAATTCTGACGGCGGACGTC 

ACAGAGCAATGAAGATGGAGTGGAGAAGACGCCTCCCCCCGCCGCACAGG 

TAATCTCCGATGGTGTCTTAGCGACAATCGCGGCCTCGGACACGACTTCG 

ACTACATTGTCAAACGCTTTCTGGAATATTTTGCGCCACCCGCACTATTA 

CAAGCGACTTCAGGCCGAGGTCGACAAATTCTACCCCGTTGGTGAGAACG 

CCTTCGATACGAAGCACCATAGCAAGATGACCTTCTTGGATGCCGTACTG 

TCAGTTCGCCCCTCTCTCACCTTGTAGTGTATCCGGTGTCTAATCATTGT 

CCAGGAACGAGACTTTGCGGATGTACCCTGTCCTCCCGAGCGGCAGTCAG 

CGGGCGCCCTTCCCAGGCAACGGTGACAGAGTCGTGGGGCCCTAGTTCGT 

TCTCTCTCTCGGCACGTCAATAGTCGTACTGACTGCGCTGCTAGTTACAT 

CCCCGATGGCACGCAGGCGCGTATCCACTTCTGGTCGCTGCAGCGCGACC 

CGCGGTACTTCTCACACCCAGACACGTTCTGGCCGGAGCGGTGGCTCATC 

GCGGAGGGCCTCGAGCCGGCACCGGCGGGCGAGAAGTTCGTGCACAACCC 

GAACGCGTTCATCCCGTTCTCGTTCGGGCCCTCGAACTGCGTTGGCAAGA 

ACCTGGCGCAGATGGAGATGCGCATGGTTTTCTGCTATCTCCTGCAGAAC 

CTCGACTTCGAGCTCGATAAGAGCTGGAACCCCGCTGAGCGCGAGAACGC 

GACGGAAGATCAGTTCGTCTTGCTCATGCGGAGTCCCGTGCAGGTGACGG 

TGCGCCGGAGGGTATAGATGGTCGATCTTTGGTGAGCAGGAGTATCAGCT 

GTGGTGACAAACCTACCTCTGTATCTTGTATCCTGCACATGCACATTATG 

TTGATGTTCTCGCATTCATAAGGTCACGATGATCCGAGGGCCGTGGCGTT 

CGTTCGTTCTGTTCAGGATCGCACTTCGTCAGGAATGACGGGATTCCTTT 

ACGTCGTTCGGACGTGGATATGTCGCATCGTGTGAAGAATCGTGACTAGC 

CCCCGAGCTCGTGGCCACATCTTGAATGTGTGCGCCGGTACATGATTAAC 

CTCATAAAGCCAGCGACAGCGTCATGACCTCGGTTTTCATGATGGCGCTC 

GTCCATCATGCATTCATGCATCAAGCGCATGTGTGCGGCGGTGGTGTATC 

ATTGCAATTGTTGATGACCCAATCGGCAACCGTCATGCTGCATCTCGCCG 

AGTCGGGGGCCTCAGTTAGAGGATGGGATCAGCCCTGCAATATTGCCCTG 20000

Scaffold_112 2 different P450s on this sequence 

          Length = 78496

 Score = 34.4 bits (77), Expect = 0.22

 Identities = 12/47 (25%), Positives = 23/47 (48%)

 Frame = -2

33720 AKYWTDPYTFSPSRFMAPDWPRDA

33648 FLPFSGGPRACLGRRFAEIESIAVLVLFVSQYTIHLKEDPKYAGETE 33508

36747 VRPPRPAPAPFARTHAPRAARYWPDPHTFRPERF 36646

36645 LAADWPRDAFLPFSAGPRACLGRRFSETESVAAAAMLVLRYR 36520

Score = 34.4 bits (77), Expect = 0.22

 Identities = 18/53 (33%), Positives = 31/53 (57%), Gaps = 1/53 (1%)

 Frame = -2

Query: 401   SKVYPEPETFNPDRWAPNGLAEQSPKN-WMVFGNGPHVCLGQRYAVNHLIACI 452

             +K + +P TF+P R+    +A   P++ ++ F  GP  CLG+R+A    IA +

Sbjct: 33720 AKYWTDPYTFSPSRF----MAPDWPRDAFLPFSGGPRACLGRRFAEIESIAVL 33574

Query: 457   YLPFGAGRHRCIGEQFATVQLVTIMATMVRSFKFHNLDGRNSVAETD 503

             +LPF  G   C+G +FA ++ + ++   V  +  H  +      ET+

Sbjct: 33648 FLPFSGGPRACLGRRFAEIESIAVLVLFVSQYTIHLKEDPKYAGETE 33508

 Score = 31.7 bits (70), Expect = 1.4

 Identities = 25/109 (22%), Positives = 41/109 (36%)

 Frame = -2

Query: 381   VKNPMPVPGTSYVIPKTHSLLAAPGWTSRDASYFPNPLKWDPHRWDTGSGGVIGTDMEDE 440

             V+ P P P       +TH+         R A Y+P+P  + P R+               

Sbjct: 36747 VRPPRPAPAP---FARTHA--------PRAARYWPDPHTFRPERF--------------- 36646

Query: 441   KFDYGYGLISTGAASPYLPFGAGRHRCIGEQFATVQLVTIMATMVRSFK 489

                    L +      +LPF AG   C+G +F+  + V   A +V  ++

Sbjct: 36645 -------LAADWPRDAFLPFSAGPRACLGRRFSETESVAAAAMLVLRYR 36520

Score = 42.6 bits (98), Expect = 8e-04

 Identities = 26/82 (31%), Positives = 41/82 (49%), Gaps = 11/82 (13%)

 Frame = -1

58267 TLLFAGFETTTYAISRILWVLASHPDAQARIRSEVKAAKNKYLEDGRSTASTWEDVSLSY 58088

58087 DDLMALPYLDAVIKETLRVYPP 58022

Query: 294   SFLFASQDATSSAMTWLFQLLADHPDVLQKVREEQLRIRKGDI-----------DVPLSL 342

             + LFA  + T+ A++ +  +LA HPD   ++R E    +   +           DV LS 

Sbjct: 58267 TLLFAGFETTTYAISRILWVLASHPDAQARIRSEVKAAKNKYLEDGRSTASTWEDVSLSY 58088

Query: 343   DLMEKMTYTRAVVKECLRLRPP 364

             D +  + Y  AV+KE LR+ PP

Sbjct: 58087 DDLMALPYLDAVIKETLRVYPP 58022

 Score = 36.7 bits (83), Expect = 0.043

 Identities = 17/51 (33%), Positives = 31/51 (60%), Gaps = 1/51 (1%)

 Frame = -2

Query: 401   SKVYPEPETFNPDRWAPNGLAEQSPKN-WMVFGNGPHVCLGQRYAVNHLIA 450

             ++ +P+P TF P+R+    LA   P++ ++ F  GP  CLG+R++    +A

Sbjct: 36690 ARYWPDPHTFRPERF----LAADWPRDAFLPFSAGPRACLGRRFSETESVA 36550

Scaffold_99 

          Length = 89625

 Score = 33.6 bits (75), Expect = 0.37

 Identities = 20/62 (32%), Positives = 28/62 (44%)

 Frame = +2

 4124 LLSLYDTLDRSTTPLSVLLPWLPSPSMLAKLRASKQVYDIVDGAIRARVASGVSRDDTLQIL 4309

14612 PFGFGMRACIGRPFAWQEAIIALAVLLQKFDF 14517

Query: 218  LAVLYHDLDMGFTPINFMLHWAPLPHNRARDHAQRTVAKIYMEIINSRRTQKETDDSNLD 277

            L  LY  LD   TP++ +L W P P   A+  A + V  I    I +R     + D  L 

Sbjct: 4124 LLSLYDTLDRSTTPLSVLLPWLPSPSMLAKLRASKQVYDIVDGAIRARVASGVSRDDTLQ 4303

Query: 278  IM 279

            I+

Sbjct: 4304 IL 4309

 Score = 30.9 bits (68), Expect = 2.5

 Identities = 12/32 (37%), Positives = 18/32 (55%)

 Frame = -2

Query: 459   PFGAGRHRCIGEQFATVQLVTIMATMVRSFKF 490

             PFG G   CIG  FA  + +  +A +++ F F

Sbjct: 14612 PFGFGMRACIGRPFAWQEAIIALAVLLQKFDF 14517
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          Length = 37364

 Score = 33.2 bits (74), Expect = 0.49

 Identities = 27/115 (23%), Positives = 46/115 (39%), Gaps = 1/115 (0%)

 Frame = -2

16756 RDPRNFSHPEMFWPDRWLIAEGLQECVGEKLVHNPNAWLPFSFGPSNCV 16610

16609 GKNLAMQEMRMLVCHLVQRFNFRFADGYDPAQYERDWQDRFVVMIGQLPVTIERR 16445

Query: 409   RDASYFPNPLKWDPHRWDTGSGGVIGTDMEDEKFDYGYGLISTGAASPYLPFGAGRHRCI 468

             RD   F +P  + P RW    G     +   EK  +          + +LPF  G   C+

Sbjct: 16756 RDPRNFSHPEMFWPDRWLIAEGL---QECVGEKLVHN--------PNAWLPFSFGPSNCV 16610

Query: 469   GEQFATVQLVTIMATMVRSFKFHNLDGRNSVA-ETDYSSMFSRPMQPATIAWEKR 522

             G+  A  ++  ++  +V+ F F   DG +    E D+   F   +    +  E+R

Sbjct: 16609 GKNLAMQEMRMLVCHLVQRFNFRFADGYDPAQYERDWQDRFVVMIGQLPVTIERR 16445

Scaffold_205 3 different P450s on this sequence

          Length = 46081

 Score = 32.8 bits (73), Expect = 0.64

 Identities = 28/103 (27%), Positives = 41/103 (39%), Gaps = 3/103 (2%)

 Frame = -2

12691 RDEDLFPDGDSFKPERWLNEAGALRDDLPYPMETFGFGRRICP 12819

12820 GRHFANDVLWLAIANILTVFSIERALGEDGQPIVPEAKFSPRLIR 12954

33102 RDPNTYPDPDTFKPERFLAKDGSLRDDVPYPTEAFGHGRRICV 32974

32973 GRHFAQDVLWIAIAHILTVFRIERAVDEDGREIVPVPDYTPHF 32845

38586 PTFGTHVSSIAPSRHPHRAAQPRAMFRDEERYPDPEAFRPERFLTAEG 38729

38730 TLDPAVPDPVEVFGFGRRMCAGRHYVDAALFLAIAHVLHA 38849

Query: 409   RDASYFPNPLKWDPHRWDTGSGGVIGTDMEDEKFDYGYGLISTGAASPYLPFGAGRHRCI 468

             RD + +P+P  + P R+    G +        + D  Y         P   FG GR  C+

Sbjct: 33102 RDPNTYPDPDTFKPERFLAKDGSL--------RDDVPY---------PTEAFGHGRRICV 32974

Query: 469   GEQFATVQLVTIMATMVRSFKFHNL---DGRNSVAETDYSSMF 508

             G  FA   L   +A ++  F+       DGR  V   DY+  F

Sbjct: 32973 GRHFAQDVLWIAIAHILTVFRIERAVDEDGREIVPVPDYTPHF 32845

 Score = 30.5 bits (67), Expect = 3.2

 Identities = 28/105 (26%), Positives = 38/105 (35%), Gaps = 3/105 (2%)

 Frame = +1

12691 RDEDLFPDGDSFKPERWLNEAGALRDDLPYPMETFGFGRRICP 12819

12820 GRHFANDVLWLAIANILTVFSIERALGEDGQPIVPEAKFSPRLIR 12954

Query: 409   RDASYFPNPLKWDPHRWDTGSGGVIGTDMEDEKFDYGYGLISTGAASPYLPFGAGRHRCI 468

             RD   FP+   + P RW   +G +        + D  Y         P   FG GR  C 

Sbjct: 12691 RDEDLFPDGDSFKPERWLNEAGAL--------RDDLPY---------PMETFGFGRRICP 12819

Query: 469   GEQFATVQLVTIMATMVRSFKFHNL---DGRNSVAETDYSSMFSR 510

             G  FA   L   +A ++  F        DG+  V E  +S    R

Sbjct: 12820 GRHFANDVLWLAIANILTVFSIERALGEDGQPIVPEAKFSPRLIR 12954

 Score = 29.0 bits (63), Expect = 9.6

 Identities = 26/105 (24%), Positives = 37/105 (34%), Gaps = 3/105 (2%)

 Frame = +3

Query: 386   PVPGT--SYVIPKTHSLLAA-PGWTSRDASYFPNPLKWDPHRWDTGSGGVIGTDMEDEKF 442

             P  GT  S + P  H   AA P    RD   +P+P  + P R+ T  G            

Sbjct: 38586 PTFGTHVSSIAPSRHPHRAAQPRAMFRDEERYPDPEAFRPERFLTAEG------------ 38729

Query: 443   DYGYGLISTGAASPYLPFGAGRHRCIGEQFATVQLVTIMATMVRS 487

                   +      P   FG GR  C G  +    L   +A ++ +

Sbjct: 38730 -----TLDPAVPDPVEVFGFGRRMCAGRHYVDAALFLAIAHVLHA 38849

Scaffold_205 

          Length = 46081

 Score = 46.1 bits (107), Expect = 7e-05

 Identities = 30/82 (36%), Positives = 41/82 (49%), Gaps = 2/82 (2%)

 Frame = +3

18990 LHDETTYPDPEPFKPQRFLNEDGTLNADVPYPTDVFGHGRRMCPGRHFAHDMLWLTIA 19163

19164 SILTVYKVERDVDEDGQEITPT 19229

Query: 398   LHDSKVYPEPETFNPDRW--APNGLAEQSPKNWMVFGNGPHVCLGQRYAVNHLIACIGKA 455

             LHD   YP+PE F P R+      L    P    VFG+G  +C G+ +A  H +  +  A

Sbjct: 18990 LHDETTYPDPEPFKPQRFLNEDGTLNADVPYPTDVFGHGRRMCPGRHFA--HDMLWLTIA 19163

Query: 456   SIMLDWKHKRTPDSDTQMIFAT 477

             SI+  +K +R  D D Q I  T

Sbjct: 19164 SILTVYKVERDVDEDGQEITPT 19229

 Score = 46.1 bits (107), Expect = 7e-05

 Identities = 28/92 (30%), Positives = 47/92 (50%), Gaps = 2/92 (2%)

 Frame = -2

Query: 385   PKDAMVIPTLYGALHDSKVYPEPETFNPDRW-APNG-LAEQSPKNWMVFGNGPHVCLGQR 442

             P D   +      L D   YP+P+TF P+R+ A +G L +  P     FG+G  +C+G+ 

Sbjct: 33144 PPDDCALTACRAMLRDPNTYPDPDTFKPERFLAKDGSLRDDVPYPTEAFGHGRRICVGRH 32965

Query: 443   YAVNHLIACIGKASIMLDWKHKRTPDSDTQMI 474

             +A +  +  I  A I+  ++ +R  D D + I

Sbjct: 32964 FAQD--VLWIAIAHILTVFRIERAVDEDGREI 32875

 Score = 41.0 bits (94), Expect = 0.002

 Identities = 28/87 (32%), Positives = 44/87 (50%), Gaps = 1/87 (1%)

 Frame = -3

Sbjct: 25589 PHSTSFIVVRRAILHDDKTYTNPHTFDPRRFVGPNAQPFPEVVFGHGRRECPGRHF 25422

Sbjct: 25421 ALDILFLAVAHVLSVFAIERVDNSD 25347

Query: 385   PKDAMVIPTLYGALHDSKVYPEPETFNPDRW-APNGLAEQSPKNWMVFGNGPHVCLGQRY 443

             P     I      LHD K Y  P TF+P R+  PN  A+  P+  +VFG+G   C G+ +

Sbjct: 25589 PHSTSFIVVRRAILHDDKTYTNPHTFDPRRFVGPN--AQPFPE--VVFGHGRRECPGRHF 25422

Query: 444   AVNHLIACIGKASIMLDWKHKRTPDSD 470

             A++ L   +  A ++  +  +R  +SD

Sbjct: 25421 ALDILFLAV--AHVLSVFAIERVDNSD 25347

 Score = 39.5 bits (90), Expect = 0.007

 Identities = 20/49 (40%), Positives = 29/49 (58%), Gaps = 2/49 (4%)

 Frame = -3

Query: 398   LHDSKVYPEPETFNPDRW-APNGLAEQS-PKNWMVFGNGPHVCLGQRYA 444

             LHD + YP+PE F P+R+ + +G  + S P     FG G  +C G+ YA

Sbjct: 39728 LHDEERYPDPEAFRPERFLSDDGKLDPSVPDPVEAFGYGRRICPGRHYA 39582

 Score = 38.3 bits (87), Expect = 0.015

 Identities = 23/79 (29%), Positives = 40/79 (50%), Gaps = 2/79 (2%)

 Frame = +2

24524 LHNENVYPDPASFKSERFLTPDGKLRDDVPFPIEAFGFGRRICPGRHFALDSLFLLVSHI 24703

24704 LAVFTIEHAVDADGHII 24754

Query: 398   LHDSKVYPEPETFNPDRW-APNG-LAEQSPKNWMVFGNGPHVCLGQRYAVNHLIACIGKA 455

             LH+  VYP+P +F  +R+  P+G L +  P     FG G  +C G+ +A++ L   +   

Sbjct: 24524 LHNENVYPDPASFKSERFLTPDGKLRDDVPFPIEAFGFGRRICPGRHFALDSLFLLVSHI 24703

Query: 456   SIMLDWKHKRTPDSDTQMI 474

               +   +H    D+D  +I

Sbjct: 24704 LAVFTIEH--AVDADGHII 24754

 Score = 36.7 bits (83), Expect = 0.043

 Identities = 22/73 (30%), Positives = 37/73 (50%), Gaps = 2/73 (2%)

 Frame = +1

21835 LHDEAIYPDPGSFKPERFLTEDSTLRSDVPYPIEAFGFGRRICPGRYFAHDLLWLTIA 22008

22009 GILAVFRIERARD 22047

Query: 398   LHDSKVYPEPETFNPDRW--APNGLAEQSPKNWMVFGNGPHVCLGQRYAVNHLIACIGKA 455

             LHD  +YP+P +F P+R+    + L    P     FG G  +C G+ +A  H +  +  A

Sbjct: 21835 LHDEAIYPDPGSFKPERFLTEDSTLRSDVPYPIEAFGFGRRICPGRYFA--HDLLWLTIA 22008

Query: 456   SIMLDWKHKRTPD 468

              I+  ++ +R  D

Sbjct: 22009 GILAVFRIERARD 22047

 Score = 36.4 bits (82), Expect = 0.056

 Identities = 23/79 (29%), Positives = 38/79 (47%), Gaps = 2/79 (2%)

 Frame = +1

Query: 398   LHDSKVYPEPETFNPDRW--APNGLAEQSPKNWMVFGNGPHVCLGQRYAVNHLIACIGKA 455

             L D  ++P+ ++F P+RW      L +  P     FG G  +C G+ +A + L   I  A

Sbjct: 12688 LRDEDLFPDGDSFKPERWLNEAGALRDDLPYPMETFGFGRRICPGRHFANDVLWLAI--A 12861

Query: 456   SIMLDWKHKRTPDSDTQMI 474

             +I+  +  +R    D Q I

Sbjct: 12862 NILTVFSIERALGEDGQPI 12918

 Score = 34.8 bits (78), Expect = 0.17

 Identities = 18/46 (39%), Positives = 24/46 (52%), Gaps = 2/46 (4%)

 Frame = +3

Query: 400   DSKVYPEPETFNPDRW--APNGLAEQSPKNWMVFGNGPHVCLGQRY 443

             D + YP+PE F P+R+  A   L    P    VFG G  +C G+ Y

Sbjct: 38667 DEERYPDPEAFRPERFLTAEGTLDPAVPDPVEVFGFGRRMCAGRHY 38804

 Score = 34.4 bits (77), Expect = 0.22

 Identities = 17/51 (33%), Positives = 27/51 (52%), Gaps = 2/51 (3%)

 Frame = -3

Query: 396   GALHDSKVYPEPETFNPDRW--APNGLAEQSPKNWMVFGNGPHVCLGQRYA 444

             G LHD  ++P+P+ F P+R+  A   L   +      FG G  +C G+ +A

Sbjct: 28853 GMLHDDDLFPDPDIFRPERFLNADGTLNSDAHFPIETFGFGRRICPGRYFA 28701

Scaffold_210 

          Length = 44956

 Score = 32.8 bits (73), Expect = 0.64

 Identities = 33/123 (26%), Positives = 53/123 (42%), Gaps = 20/123 (16%)

 Frame = -1

Sbjct: 25870 VIPEGTFVGVAVLATQHDPQYYDDPDTFNPWRFSDLREESDESGRHLLVST 25718

Sbjct: 25717 GIEYFPFGHGRHA(WFVRILI*RASLLTTITYSP)GRFFAAIELKLMLAHIVMNYDVKAE 25544

Sbjct: 25543 LDG 25535

Query: 393   VIPKTHSLLAAPGWTSRDASYFPNPLKWDPHRWDTGSGGVIGTDMEDEKFDYG-YGLIST 451

             VIP+   +  A   T  D  Y+ +P  ++P R+         +D+ +E  + G + L+ST

Sbjct: 25870 VIPEGTFVGVAVLATQHDPQYYDDPDTFNPWRF---------SDLREESDESGRHLLVST 25718

Query: 452   GAASPYLPFGAGRHRCI------------------GEQFATVQLVTIMATMVRSFKFH-N 492

             G    Y PFG GRH                     G  FA ++L  ++A +V ++     

Sbjct: 25717 GIE--YFPFGHGRHAWFVRILI*RASLLTTITYSPGRFFAAIELKLMLAHIVMNYDVKAE 25544

Query: 493   LDG 495

             LDG

Sbjct: 25543 LDG 25535

Scaffold_252 

          Length = 37415

 Score = 32.8 bits (73), Expect = 0.64

 Identities = 25/93 (26%), Positives = 38/93 (39%), Gaps = 1/93 (1%)

 Frame = -3

Sbjct: 25431 DEARYPNPEEFDPSRFLNTDGSIDHTVPEPVEPFGHGRRLCPG 25303

Sbjct: 25302 RHFAMDVIWLTIANILHVYSIEKAVDQSGNVVE 25204

Sbjct: 28021 DAERYPDPEPFKPERFLTADGQLDSQVPDPVEVFGYGRRVCAG 27893

Sbjct: 27892 RHFAQTALFLYIAHVLALFTIDN 27824

Query: 410   DASYFPNPLKWDPHRWDTGSGGVIGTDMEDEKFDYGYGLISTGAASPYLPFGAGRHRCIG 469

             D + +PNP ++DP R+       + TD          G I      P  PFG GR  C G

Sbjct: 25431 DEARYPNPEEFDPSRF-------LNTD----------GSIDHTVPEPVEPFGHGRRLCPG 25303

Query: 470   EQFATVQLVTIMATMVRSFKFHN-LDGRNSVAE 501

               FA   +   +A ++  +     +D   +V E

Sbjct: 25302 RHFAMDVIWLTIANILHVYSIEKAVDQSGNVVE 25204

 Score = 30.1 bits (66), Expect = 4.3

 Identities = 21/83 (25%), Positives = 30/83 (35%)

 Frame = -2

Query: 410   DASYFPNPLKWDPHRWDTGSGGVIGTDMEDEKFDYGYGLISTGAASPYLPFGAGRHRCIG 469

             DA  +P+P  + P R+ T  G                  + +    P   FG GR  C G

Sbjct: 28021 DAERYPDPEPFKPERFLTADGQ-----------------LDSQVPDPVEVFGYGRRVCAG 27893

Query: 470   EQFATVQLVTIMATMVRSFKFHN 492

               FA   L   +A ++  F   N

Sbjct: 27892 RHFAQTALFLYIAHVLALFTIDN 27824

Scaffold_252 

          Length = 37415

 Score = 42.2 bits (97), Expect = 0.001

 Identities = 24/63 (38%), Positives = 32/63 (50%), Gaps = 2/63 (3%)

 Frame = -2

Query: 392   PTLYGALHDSKVYPEPETFNPDRW--APNGLAEQSPKNWMVFGNGPHVCLGQRYAVNHLI 449

             P     L+D++ YP+PE F P+R+  A   L  Q P    VFG G  VC G+ +A   L 

Sbjct: 28045 PRQRAVLNDAERYPDPEPFKPERFLTADGQLDSQVPDPVEVFGYGRRVCAGRHFAQTALF 27866

Query: 450   ACI 452

               I

Sbjct: 27865 LYI 27857

 Score = 41.8 bits (96), Expect = 0.001

 Identities = 25/79 (31%), Positives = 40/79 (49%), Gaps = 2/79 (2%)

 Frame = -3

36984 LHDESVYPEPDIFRPERYLDSDGRLRTDMPYPVEGFGAGRRLCPGRHFAHDMLWLAIA 36811

36810 HVLTVFRIERAVDEDGREI 36754

Query: 398   LHDSKVYPEPETFNPDRW--APNGLAEQSPKNWMVFGNGPHVCLGQRYAVNHLIACIGKA 455

             LHD  VYPEP+ F P+R+  +   L    P     FG G  +C G+ +A  H +  +  A

Sbjct: 36984 LHDESVYPEPDIFRPERYLDSDGRLRTDMPYPVEGFGAGRRLCPGRHFA--HDMLWLAIA 36811

Query: 456   SIMLDWKHKRTPDSDTQMI 474

              ++  ++ +R  D D + I

Sbjct: 36810 HVLTVFRIERAVDEDGREI 36754

 Score = 40.2 bits (92), Expect = 0.004

 Identities = 18/43 (41%), Positives = 25/43 (57%), Gaps = 1/43 (2%)

 Frame = -1

Query: 403   VYPEPETFNPDRWAPNGLAEQSPKNWMV-FGNGPHVCLGQRYA 444

             ++P+P  F P+RW   G   +S   W+V F  GP  CLG +YA

Sbjct: 12230 LFPDPHAFRPERWLEPG--AESLDTWLVAFSKGPRSCLGIKYA 12108

 Score = 38.7 bits (88), Expect = 0.011

 Identities = 48/180 (26%), Positives = 69/180 (37%), Gaps = 53/180 (29%)

 Frame = -1

34304 PDVQRKAQEELDRVVGRERLPSADDRDSLPYISAVIKELLR*IPWLIIRVPY (?)

      YFIPAGSIVIG (?)

      PPPRAMLHNEERYPDPEAFKPERFLTPEGTLDPHVPDPAEGFGFGRRICPGRHFA 33771

Query: 318   PDVLQKVREEQLRIRKGDIDVPLSLDLMEKMTYTRAVVKECLRLRP-PVLMVPYR----- 371

             PDV +K +EE  R+  G   +P S D  + + Y  AV+KE LR  P  ++ VPY      

Sbjct: 34304 PDVQRKAQEELDRV-VGRERLP-SADDRDSLPYISAVIKELLR*IPWLIIRVPYADCRTD 34131

Query: 372   -----------VKKAFPITPD----------------YTVPKDAMVI------------- 391

                          +    T D                Y +P  ++VI             

Sbjct: 34130 GIRLHLQVRTSAARNLVCTDDTAAAPHKSIADDYYNGYFIPAGSIVIGNTW*VHRRESSV 33951

Query: 392   -----PTLYGALHDSKVYPEPETFNPDRW-APNG-LAEQSPKNWMVFGNGPHVCLGQRYA 444

                  P     LH+ + YP+PE F P+R+  P G L    P     FG G  +C G+ +A

Sbjct: 33950 YIC*GPPPRAMLHNEERYPDPEAFKPERFLTPEGTLDPHVPDPAEGFGFGRRICPGRHFA 33771

 Score = 37.9 bits (86), Expect = 0.019

 Identities = 28/104 (26%), Positives = 45/104 (42%), Gaps = 9/104 (8%)

 Frame = -1

      LHEESRYAEPDVLRPERFLTPAGTLDPAVPDPDEVFGYG 30864

30863 RRICPGRYFVQDALFLYASHLLAAFTLSKFVDDEGHVEEPSRET 30732

Query: 377   PITPDYTVPKDAMVIPTLYGALHDSKVYPEPETFNPDRW-APNGLAEQS-PKNWMVFGNG 434

             P+ P  TV + A+        LH+   Y EP+   P+R+  P G  + + P    VFG G

Sbjct: 31019 PVAPH*TVKRRAI--------LHEESRYAEPDVLRPERFLTPAGTLDPAVPDPDEVFGYG 30864

Query: 435   PHVCLGQRYA-------VNHLIACIGKASIMLDWKHKRTPDSDT 471

               +C G+ +         +HL+A    +  + D  H   P  +T

Sbjct: 30863 RRICPGRYFVQDALFLYASHLLAAFTLSKFVDDEGHVEEPSRET 30732

 Score = 36.4 bits (82), Expect = 0.056

 Identities = 18/55 (32%), Positives = 28/55 (50%), Gaps = 2/55 (3%)

 Frame = -3

Query: 394   LYGALHDSKVYPEPETFNPDRW--APNGLAEQSPKNWMVFGNGPHVCLGQRYAVN 446

             L   LHD   YP PE F+P R+      +    P+    FG+G  +C G+ +A++

Sbjct: 25449 LRAILHDEARYPNPEEFDPSRFLNTDGSIDHTVPEPVEPFGHGRRLCPGRHFAMD 25285

Scaffold_59 

          Length = 119984

 Score = 32.8 bits (73), Expect = 0.64

 Identities = 27/102 (26%), Positives = 43/102 (41%), Gaps = 1/102 (0%)

 Frame = -2

6964 PGTSLSPRSSTPIAHPGRAILFDPDQYPNPEPFAPERFLAPSGE6833

6832 LAPDVPEPTAAFGYGRRACAGTAMALDTLWIVVASLLWAF 6713

Query: 388  PGTSYVIPKTHSLLAAPGWTSR-DASYFPNPLKWDPHRWDTGSGGVIGTDMEDEKFDYGY 446

            PGTS + P++ + +A PG     D   +PNP  + P R+   SG                

Sbjct: 6964 PGTS-LSPRSSTPIAHPGRAILFDPDQYPNPEPFAPERFLAPSGE--------------- 6833

Query: 447  GLISTGAASPYLPFGAGRHRCIGEQFATVQLVTIMATMVRSF 488

              ++     P   FG GR  C G   A   L  ++A+++ +F

Sbjct: 6832 --LAPDVPEPTAAFGYGRRACAGTAMALDTLWIVVASLLWAF 6713

Scaffold_82 

          Length = 101249

 Score = 32.5 bits (72), Expect = 0.84

 Identities = 25/108 (23%), Positives = 41/108 (37%), Gaps = 6/108 (5%)

 Frame = -2

92944 IPENTSVRVHFWSVHRDPRNFSQPESFLPERWLAAEGLEAPPAGLSGAPQDADSAAARGT 92765

92764 FVHNANAYMPFSFGPWNCVGKALALLELRCVATHMMQRLDVRFADG 92627

Query: 394   IPKTHSLLAAPGWTSRDASYFPNPLKWDPHRWDTGSG------GVIGTDMEDEKFDYGYG 447

             IP+  S+        RD   F  P  + P RW    G      G+ G   + +       

Sbjct: 92944 IPENTSVRVHFWSVHRDPRNFSQPESFLPERWLAAEGLEAPPAGLSGAPQDADSAAARGT 92765

Query: 448   LISTGAASPYLPFGAGRHRCIGEQFATVQLVTIMATMVRSFKFHNLDG 495

              +    A+ Y+PF  G   C+G+  A ++L  +   M++       DG

Sbjct: 92764 FVHN--ANAYMPFSFGPWNCVGKALALLELRCVATHMMQRLDVRFADG 92627

Scaffold_311 

          Length = 27007

 Score = 32.5 bits (72), Expect = 0.84

 Identities = 21/79 (26%), Positives = 30/79 (37%)

 Frame = +2

18695 DPARYRDPAAFDPARWLTPDGALRADAGDAMLAFGFGRRICPG 18823

18824 RHYAVANMWINMAYMLAAF 18880

Query: 410   DASYFPNPLKWDPHRWDTGSGGVIGTDMEDEKFDYGYGLISTGAASPYLPFGAGRHRCIG 469

             D + + +P  +DP RW T  G                  +   A    L FG GR  C G

Sbjct: 18695 DPARYRDPAAFDPARWLTPDGA-----------------LRADAGDAMLAFGFGRRICPG 18823

Query: 470   EQFATVQLVTIMATMVRSF 488

               +A   +   MA M+ +F

Sbjct: 18824 RHYAVANMWINMAYMLAAF 18880

Scaffold_95 

          Length = 92595

 Score = 31.7 bits (70), Expect = 1.4

 Identities = 24/107 (22%), Positives = 45/107 (41%), Gaps = 1/107 (0%)

 Frame = -2

Query: 385   MPVPGTSYVIPKTHSLLAAPGWT-SRDASYFPNPLKWDPHRWDTGSGGVIGTDMEDEKFD 443

             +P P  SY+   T + +    W+  RD   F  P  + P RW    G       +DE  +

Sbjct: 65846 IPNPQDSYIPEGTQTRIHF--WSVHRDPRNFSRPETFWPDRWLIADGL-----QKDEGVE 65688

Query: 444   YGYGLISTGAASPYLPFGAGRHRCIGEQFATVQLVTIMATMVRSFKF 490

             + +        + ++PF  G   C+G+  A  ++  ++  ++  F F

Sbjct: 65687 FVHN------PNAWIPFSLGPANCVGKNLALQEMRMVLVHLLHRFSF 65565

Scaffold_141 

          Length = 64102

 Score = 31.7 bits (70), Expect = 1.4

 Identities = 21/89 (23%), Positives = 35/89 (38%)

 Frame = +2

13634 RDSRNFSHPETFWPDRWLIAEGLQESPEKITHNANAFVPFSFGPANCV 13777

13778 GKNLAIQEMRLAVTHLMHKLNFRFADGFN 13864

Query: 409   RDASYFPNPLKWDPHRWDTGSGGVIGTDMEDEKFDYGYGLISTGAASPYLPFGAGRHRCI 468

             RD+  F +P  + P RW    G         EK  +         A+ ++PF  G   C+

Sbjct: 13634 RDSRNFSHPETFWPDRWLIAEG----LQESPEKITHN--------ANAFVPFSFGPANCV 13777

Query: 469   GEQFATVQLVTIMATMVRSFKFHNLDGRN 497

             G+  A  ++   +  ++    F   DG N

Sbjct: 13778 GKNLAIQEMRLAVTHLMHKLNFRFADGFN 13864

Scaffold_297 

          Length = 30618

 Score = 30.9 bits (68), Expect = 2.5

 Identities = 28/116 (24%), Positives = 49/116 (42%)

 Frame = +2

29066 RYEGLGMRTLPLSPFRSIY*PCSPVFLTRKAVKDFTFSDGTFIPKGSYVSTSRAATHG 29239

29240 QSEYYRDPYVFDPWRFANLRDETGE-GVKHQMVNTSIEYLPFGLGKH 29377

Query: 350   KYEDLSKLSLHQNVLKEVLRLHAPIHSILRKVKNPMPVPGTSYVIPKTHSLLAAPGWTSR 409

             +YE L   +L  +  + +    +P+    + VK+     GT   IPK   +  +   T  

Sbjct: 29066 RYEGLGMRTLPLSPFRSIY*PCSPVFLTRKAVKDFTFSDGT--FIPKGSYVSTSRAATHG 29239

Query: 410   DASYFPNPLKWDPHRWDTGSGGVIGTDMEDEKFDYGYGLISTGAASPYLPFGAGRH 465

              + Y+ +P  +DP R+          ++ DE  + G        +  YLPFG G+H

Sbjct: 29240 QSEYYRDPYVFDPWRF---------ANLRDETGE-GVKHQMVNTSIEYLPFGLGKH 29377

Scaffold_293 

          Length = 30818

 Score = 30.5 bits (67), Expect = 3.2

 Identities = 11/33 (33%), Positives = 22/33 (66%)

 Frame = +3

Query: 457   YLPFGAGRHRCIGEQFATVQLVTIMATMVRSFK 489

             +LPF AG   C+G+QFA  ++   +  ++++F+

Sbjct: 29322 FLPFNAGPRICLGQQFAYNEMSFFLVKLLQTFE 29420

Scaffold_57 

          Length = 127761

 Score = 56.2 bits (133), Expect = 6e-08

 Identities = 32/76 (42%), Positives = 45/76 (59%), Gaps = 1/76 (1%)

 Frame = -3

127162 ATAVPTVYLAYWSLLSTFVVAYRISPFHPLARYPGPLLCKISKGWLAYVAGKGGKAHL 126989

126988 YVQDLHMRYGEVVRIG 126941

126101 GGDTTATTLSHIVYFLLRYPIYLDRLRKEIDETFPDGADSTLDFTKQTNMPFLNA 125937

125731 FVPEETQVSLFAYSIHRDPQHFSPLTNTFWPDRWLSQEKYTLPSGDVISADEVVTNRDVF 125552

125551 IPFSQGPMVCAGKNVALTEMRSVMCALLQHFDLKIADQSFLDSW 125420

Score = 41.0 bits (94), Expect = 0.002

 Identities = 19/55 (34%), Positives = 33/55 (59%)

 Frame = -2

Query: 316    GGDTLAGFLSIIIFYILKHQPVYQKLRAELEQAFPLGEIAQDQYASLTEIPYLVA 370

              GGDT A  LS I++++L++     +LR E+++ FP G  +   +   T +P+L A

Sbjct: 126101 GGDTTATTLSHIVYFLLRYPIYLDRLRKEIDETFPDGADSTLDFTKQTNMPFLNA 125937

 Score = 46.5 bits (108), Expect = 5e-05

 Identities = 33/109 (30%), Positives = 49/109 (44%), Gaps = 10/109 (9%)

 Frame = -3

Query: 400    FIPAGTVVGVPAHLQHIHPDNFWPTPLEFRPERWF---KDGLGPG-------TITRQSAF 449

              F+P  T V + A+  H  P +F P    F P+RW    K  L  G        +T +  F

Sbjct: 125731 FVPEETQVSLFAYSIHRDPQHFSPLTNTFWPDRWLSQEKYTLPSGDVISADEVVTNRDVF 125552

Query: 450    MAFQFGGPFGCVGKTFAYRQLNVVLSRLLLAYDLTFALDFDSKAFVEGW 498

              + F   GP  C GK  A  ++  V+  LL  +DL  A     ++F++ W

Sbjct: 125551 IPFS-QGPMVCAGKNVALTEMRSVMCALLQHFDLKIA----DQSFLDSW 125420

Scaffold_69 

          Length = 111254

 Score = 30.1 bits (66), Expect = 4.3

 Identities = 22/87 (25%), Positives = 33/87 (37%)

 Frame = -2

4612 RDARNFSFPETFWPERWLIAEGIEPAPAGEKLVHNPNAFTPFSFGPYNCV 4463

4462 GKNIALAEMKQLLCHLVHKLDVRFADG 4382

Query: 409  RDASYFPNPLKWDPHRWDTGSGGVIGTDMEDEKFDYGYGLISTGAASPYLPFGAGRHRCI 468

            RDA  F  P  + P RW    G         E    G  L+    A  + PF  G + C+

Sbjct: 4612 RDARNFSFPETFWPERWLIAEG--------IEPAPAGEKLVHNPNA--FTPFSFGPYNCV 4463

Query: 469  GEQFATVQLVTIMATMVRSFKFHNLDG 495

            G+  A  ++  ++  +V        DG

Sbjct: 4462 GKNIALAEMKQLLCHLVHKLDVRFADG 4382

Scaffold_55 

          Length = 124827

 Score = 29.7 bits (65), Expect = 5.6

 Identities = 19/87 (21%), Positives = 37/87 (41%)

 Frame = +1

89848 RDPRYFSDPDRFWPERWLIADDRQPSSEKIVHDDRAFIPFSYGPSNCV 89991

89992 GKGLALQQMKSTVCHVMAKLEMRFADG 90072

Query: 409   RDASYFPNPLKWDPHRWDTGSGGVIGTDMEDEKFDYGYGLISTGAASPYLPFGAGRHRCI 468

             RD  YF +P ++ P RW           + D++      ++    A  ++PF  G   C+

Sbjct: 89848 RDPRYFSDPDRFWPERWL----------IADDRQPSSEKIVHDDRA--FIPFSYGPSNCV 89991

Query: 469   GEQFATVQLVTIMATMVRSFKFHNLDG 495

             G+  A  Q+ + +  ++   +    DG

Sbjct: 89992 GKGLALQQMKSTVCHVMAKLEMRFADG 90072

Scaffold_431 

          Length = 11241

 Score = 29.7 bits (65), Expect = 5.6

 Identities = 29/127 (22%), Positives = 46/127 (35%), Gaps = 3/127 (2%)

 Frame = +2

2369 YFIPKGSLVLANSWAILHDEAAYADPLRFHPDRFMAGDALDG 2494

2495 RVREPDAAFGFGRRICPGRYMAYDAIWIAVACMLAVFRIDKAKDAQGREITPSGEYNVGF 2674

2675 AWCVAPS 2695

Query: 392  YVIPKTHSLLAAPGWTSRDASYFPNPLKWDPHRWDTGSGGVIGTDMEDEKFDYGYGLIST 451

            Y IPK   +LA       D + + +PL++ P R+  G                    +  

Sbjct: 2369 YFIPKGSLVLANSWAILHDEAAYADPLRFHPDRFMAGDA------------------LDG 2494

Query: 452  GAASPYLPFGAGRHRCIGEQFATVQLVTIMATMVRSF---KFHNLDGRNSVAETDYSSMF 508

                P   FG GR  C G   A   +   +A M+  F   K  +  GR      +Y+  F

Sbjct: 2495 RVREPDAAFGFGRRICPGRYMAYDAIWIAVACMLAVFRIDKAKDAQGREITPSGEYNVGF 2674

Query: 509  SRPMQPA 515

            +  + P+

Sbjct: 2675 AWCVAPS 2695

Scaffold_115 

          Length = 79661

 Score = 29.3 bits (64), Expect = 7.3

 Identities = 23/93 (24%), Positives = 41/93 (43%)

 Frame = -3

19359 PVVSVKRKALKPLTLSDGTFIPKGTVLVTPTVATHFDDDNYKNPTVFDPFRY 19204

19203 YREKEQDMSAVKHQFVTTSPDYVSFGHGKH 19114

Query: 373   PIHSILRKVKNPMPVPGTSYVIPKTHSLLAAPGWTSRDASYFPNPLKWDPHRWDTGSGGV 432

             P+ S+ RK   P+ +   ++ IPK   L+     T  D   + NP  +DP R+       

Sbjct: 19359 PVVSVKRKALKPLTLSDGTF-IPKGTVLVTPTVATHFDDDNYKNPTVFDPFRY------- 19204

Query: 433   IGTDMEDEKFDYGYGLISTGAASPYLPFGAGRH 465

                + E +     +  ++T  +  Y+ FG G+H

Sbjct: 19203 -YREKEQDMSAVKHQFVTT--SPDYVSFGHGKH 19114

Scaffold_9 

          Length = 214255

 Score = 29.3 bits (64), Expect = 7.3

 Identities = 21/88 (23%), Positives = 37/88 (41%)

 Frame = +2

58592 RDPRNFSHPDTFWPERWLVAEGLEHADEPLTHNANAFVPFSFGPYNCV 58735

58736 GKNVAMQEMRMLLCHLMHTLDLR 58804

Query: 409   RDASYFPNPLKWDPHRWDTGSGGVIGTDMEDEKFDYGYGLISTGAASPYLPFGAGRHRCI 468

             RD   F +P  + P RW    G     +  DE   +         A+ ++PF  G + C+

Sbjct: 58592 RDPRNFSHPDTFWPERWLVAEG----LEHADEPLTHN--------ANAFVPFSFGPYNCV 58735

Query: 469   GEQFATVQLVTIMATMVRSFKFHNLDGR 496

             G+  A  ++  ++  ++     H LD R

Sbjct: 58736 GKNVAMQEMRMLLCHLM-----HTLDLR 58804

Scaffold_219 

          Length = 47718

 Score = 29.0 bits (63), Expect = 9.6

 Identities = 13/33 (39%), Positives = 18/33 (54%), Gaps = 1/33 (3%)

 Frame = -3

Query: 382   KNPMPVPGTSYVIPKTHSL-LAAPGWTSRDASY 413

             K+P  VPG+    P+TH +  A   W +RD  Y

Sbjct: 14119 KSPSSVPGSHMAPPETHEIHTAGSAWRARDYRY 14021

Scaffold_60 

          Length = 118889

 Score = 29.0 bits (63), Expect = 9.6

 Identities = 11/24 (45%), Positives = 17/24 (70%)

 Frame = +1

Query: 379  RKVKNPMPVPGTSYVIPKTHSLLA 402

            R++ +P+P+P  SYV P   +LLA

Sbjct: 7597 REIHHPLPLPSRSYVPPSPRALLA 7668

Scaffold_519 

          Length = 3985

 Score = 39.1 bits (89), Expect(2) = 3e-08

 Identities = 27/92 (29%), Positives = 45/92 (48%)

 Frame = +3

204 TNAMVATFILLMLHYPEVQKKAQEEIDSVTGGTWVPGMRDRERFPYINCLVKELFRFSP 380

381 AVPLVPHSLHEDDVVEGYLIPKGSWVMANMW 473

538 MHDEARYPDPETFTPERFEARPGVEPQDDPLDIVFGFGRRCVVSRFISCL 687

Query: 304 SSAMTWLFQLLADHPDVLQKVREEQLRIRKGDIDVPLSLDLMEKMTYTRAVVKECLRLRP 363

           ++AM   F LL  H   +QK  +E++    G   VP   D  E+  Y   +VKE  R  P

Sbjct: 204 TNAMVATFILLMLHYPEVQKKAQEEIDSVTGGTWVPGMRD-RERFPYINCLVKELFRFSP 380

Query: 364 PVLMVPYRVKKAFPITPDYTVPKDAMVIPTLY 395

            V +VP+ + +   +   Y +PK + V+  ++

Sbjct: 381 AVPLVPHSLHED-DVVEGYLIPKGSWVMANMW 473

 Score = 37.9 bits (86), Expect(2) = 3e-08

 Identities = 21/56 (37%), Positives = 31/56 (54%), Gaps = 1/56 (1%)

 Frame = +1

Query: 398 LHDSKVYPEPETFNPDRW-APNGLAEQSPKNWMVFGNGPHVCLGQRYAVNHLIACI 452

           +HD   YP+PETF P+R+ A  G+  Q     +VFG       G+R  V+  I+C+

Sbjct: 538 MHDEARYPDPETFTPERFEARPGVEPQDDPLDIVFG------FGRRCVVSRFISCL 687

Scaffold_187 

          Length = 52894

 Score = 50.8 bits (119), Expect = 3e-06

 Identities = 28/71 (39%), Positives = 41/71 (57%)

 Frame = +1

Sbjct: 22732 TLVFAATDTTSNALARIFQLLAEHPDVQDRLRAELTDAAPDGADIPYDALVVLPYLDA 22905

Sbjct: 22906 VCRETLRL*VP 22938

Query: 294   SFLFASQDATSSAMTWLFQLLADHPDVLQKVREEQLRIRKGDIDVPLSLDLMEKMTYTRA 353

             + +FA+ D TS+A+  +FQLLA+HPDV  ++R E         D+P   D +  + Y  A

Sbjct: 22732 TLVFAATDTTSNALARIFQLLAEHPDVQDRLRAELTDAAPDGADIP--YDALVVLPYLDA 22905

Query: 354   VVKECLRLRPP 364

             V +E LRL  P

Sbjct: 22906 VCRETLRL*VP 22938

Scaffold_173 

          Length = 53877

 Score = 49.2 bits (115), Expect = 8e-06

 Identities = 26/68 (38%), Positives = 38/68 (55%)

 Frame = +1

Sbjct: 4318 TFIFAGTDTTSNALARILHLLCLHPDVQEKLRAEIIEARAQNGGGDLDYDALVALPYLEAVCRETLRL 4521

Query: 294  SFLFASQDATSSAMTWLFQLLADHPDVLQKVREEQLRIRKGDIDVPLSLDLMEKMTYTRA 353

            +F+FA  D TS+A+  +  LL  HPDV +K+R E +  R  +    L  D +  + Y  A

Sbjct: 4318 TFIFAGTDTTSNALARILHLLCLHPDVQEKLRAEIIEARAQNGGGDLDYDALVALPYLEA 4497

Query: 354  VVKECLRL 361

            V +E LRL

Sbjct: 4498 VCRETLRL 4521

Scaffold_12 

          Length = 191257

 Score = 47.3 bits (110), Expect = 3e-05

 Identities = 30/87 (34%), Positives = 49/87 (55%)

 Frame = +3

54552 TILFAGHETTSTTISWVLLELARHLPVQERLREEILAHKRGGELSATDLDGMPFLQA 54722

54723 VVREALRLHPVLNQTFRQAEQNDVLP 54800

Query: 294   SFLFASQDATSSAMTWLFQLLADHPDVLQKVREEQLRIRKGDIDVPLSLDLMEKMTYTRA 353

             + LFA  + TS+ ++W+   LA H  V +++REE L  ++G     LS   ++ M + +A

Sbjct: 54552 TILFAGHETTSTTISWVLLELARHLPVQERLREEILAHKRGG---ELSATDLDGMPFLQA 54722

Query: 354   VVKECLRLRPPVLMVPYRVKKAFPITP 380

             VV+E LRL  PVL   +R  +   + P

Sbjct: 54723 VVREALRLH-PVLNQTFRQAEQNDVLP 54800

Scaffold_104 

          Length = 86327

 Score = 46.1 bits (107), Expect = 7e-05

 Identities = 26/85 (30%), Positives = 45/85 (52%)

 Frame = +3

65118 ILAATDTTSSALARILHILAERQDIQDKVRAELVEAAGEGEDIP--YDQLVNLPWLDAIC 65291

65292 RETMRLQVPSVMTIYAVLKSSARSP 65366

Query: 296   LFASQDATSSAMTWLFQLLADHPDVLQKVREEQLRIRKGDIDVPLSLDLMEKMTYTRAVV 355

             + A+ D TSSA+  +  +LA+  D+  KVR E +       D+P   D +  + +  A+ 

Sbjct: 65118 ILAATDTTSSALARILHILAERQDIQDKVRAELVEAAGEGEDIP--YDQLVNLPWLDAIC 65291

Query: 356   KECLRLRPPVLMVPYRVKKAFPITP 380

             +E +RL+ P +M  Y V K+   +P

Sbjct: 65292 RETMRLQVPSVMTIYAVLKSSARSP 65366

Scaffold_206 

          Length = 45833

 Score = 42.6 bits (98), Expect = 8e-04

 Identities = 24/68 (35%), Positives = 39/68 (57%)

 Frame = -2

35680 TLVFAATDTTSNALSRILELLAKNQDVQDKMRTELIAASPDGEDIPYDTLVALPYMDA 35507

35506 VCRETLRL 35483

Query: 294   SFLFASQDATSSAMTWLFQLLADHPDVLQKVREEQLRIRKGDIDVPLSLDLMEKMTYTRA 353

             + +FA+ D TS+A++ + +LLA + DV  K+R E +       D+P   D +  + Y  A

Sbjct: 35680 TLVFAATDTTSNALSRILELLAKNQDVQDKMRTELIAASPDGEDIP--YDTLVALPYMDA 35507

Query: 354   VVKECLRL 361

             V +E LRL

Sbjct: 35506 VCRETLRL 35483

Scaffold_86 6 different sequences

          Length = 98643

 Score = 42.2 bits (97), Expect = 0.001

 Identities = 33/103 (32%), Positives = 47/103 (45%), Gaps = 6/103 (5%)

 Frame = -1

76443 LIADRTRQTAVVKESLRCSHGVVHPMTRIVPRGGARISGAHIPAGTIVAESNIFVHWNAD 76264

76263 VFPEPHEFRPERWLEGKTPSGESLDNWLVPFSKGPRSCIG 76144

Query: 344   LMEKMTYTRAVVKECLRLRPPVLMVPYR-VKKAFPITPDYTVPKDAMVIPTLYGALHDSK 402

             L+   T   AVVKE LR    V+    R V +         +P   +V  +      ++ 

Sbjct: 76443 LIADRTRQTAVVKESLRCSHGVVHPMTRIVPRGGARISGAHIPAGTIVAESNIFVHWNAD 76264

Query: 403   VYPEPETFNPDRW----APNGLAEQSPKNWMV-FGNGPHVCLG 440

             V+PEP  F P+RW     P+G   +S  NW+V F  GP  C+G

Sbjct: 76263 VFPEPHEFRPERWLEGKTPSG---ESLDNWLVPFSKGPRSCIG 76144

 Score = 36.4 bits (82), Expect = 0.056

 Identities = 19/52 (36%), Positives = 29/52 (55%), Gaps = 3/52 (5%)

 Frame = +2

Query: 398   LHDSKVYPEPETFNPDRW-APNGLAEQSPKNWM--VFGNGPHVCLGQRYAVN 446

             LHD   YP PE F+P R+  P+G    S  + +   FG G  +C G+ +A++

Sbjct: 72446 LHDETRYPNPEAFDPTRFLTPDGKLNPSAPDPVEAAFGFGRRICPGRHFAMD 72601

 Score = 35.6 bits (80), Expect = 0.097

 Identities = 20/70 (28%), Positives = 35/70 (49%), Gaps = 6/70 (8%)

 Frame = +1

75133 LLTPPPGAVLHDEARYANPDAFDPTRFLTPAGTLDKDAPDALEAAFGYGRRVCAGLHFAL 75312

75313 DSMWVNVACV 75342

Query: 389   MVIPTLYGALHDSKVYPEPETFNPDRW-APNGLAEQSPKNWM--VFGNGPHVCLGQRYAV 445

             ++ P     LHD   Y  P+ F+P R+  P G  ++   + +   FG G  VC G  +A+

Sbjct: 75133 LLTPPPGAVLHDEARYANPDAFDPTRFLTPAGTLDKDAPDALEAAFGYGRRVCAGLHFAL 75312

Query: 446   NHL---IACI 452

             + +   +AC+

Sbjct: 75313 DSMWVNVACV 75342

 Score = 33.2 bits (74), Expect = 0.49

 Identities = 20/61 (32%), Positives = 32/61 (51%), Gaps = 6/61 (9%)

 Frame = +1

Query: 398   LHDSKVYPEPETFNPDRW--APNGLAEQSP-KNWMVFGNGPHVCLGQRYAVNHL---IAC 451

             LHD   YP P+ F+P R+  +   L   +P      FG G  +C G+ +A++ +   +AC

Sbjct: 66487 LHDETRYPNPDVFDPTRFLTSDGQLDNNAPDPAEACFGFGRRICAGRYFALDAVWLSVAC 66666

Query: 452   I 452

             I

Sbjct: 66667 I 66669

 Score = 32.8 bits (73), Expect = 0.64

 Identities = 22/64 (34%), Positives = 33/64 (51%), Gaps = 3/64 (4%)

 Frame = +2

69503 LHDPDRYPNPESFEPSRYLTSDGLLDPAAPDPTEACFGFGRRICPGRHLAYDTIWTGIASIL 69688

Query: 398   LHDSKVYPEPETFNPDRW-APNGLAEQSPKN--WMVFGNGPHVCLGQRYAVNHLIACIGK 454

             LHD   YP PE+F P R+   +GL + +  +     FG G  +C G+  A + +    G 

Sbjct: 69503 LHDPDRYPNPESFEPSRYLTSDGLLDPAAPDPTEACFGFGRRICPGRHLAYDTI--WTGI 69676

Query: 455   ASIM 458

             ASI+

Sbjct: 69677 ASIL 69688

 Score = 30.9 bits (68), Expect = 2.5

 Identities = 14/45 (31%), Positives = 22/45 (48%), Gaps = 1/45 (2%)

 Frame = +2

Query: 400   DSKVYPEPETFNPDRWAPNGLAEQSPKNWMV-FGNGPHVCLGQRY 443

             + +++ +   F P+RW      E     W+V F  GP  CLG +Y

Sbjct: 61949 NEEIFADARAFKPERWLD---PEADLDPWLVAFSKGPRSCLGVKY 62074

Scaffold_203 

          Length = 46631

 Score = 41.8 bits (96), Expect = 0.001

 Identities = 25/65 (38%), Positives = 35/65 (53%)

 Frame = -1

38261 FAATDTTSNAMARILHLLAEHQHVQDKMRLELFEAGMDGEDIPYDRLVELPYLDAVCRETLRL 38073

Query: 297   FASQDATSSAMTWLFQLLADHPDVLQKVREEQLRIRKGDIDVPLSLDLMEKMTYTRAVVK 356

             FA+ D TS+AM  +  LLA+H  V  K+R E         D+P   D + ++ Y  AV +

Sbjct: 38261 FAATDTTSNAMARILHLLAEHQHVQDKMRLELFEAGMDGEDIP--YDRLVELPYLDAVCR 38088

Query: 357   ECLRL 361

             E LRL

Sbjct: 38087 ETLRL 38073

Scaffold_169 

          Length = 55689

 Score = 41.8 bits (96), Expect = 0.001

 Identities = 25/87 (28%), Positives = 42/87 (47%), Gaps = 3/87 (3%)

 Frame = +1

31741 LHDARVYPDPDVFRPGRFLAAGGDAPRADVPLPAEAFGFGRRICPGRHFALDSLFLFVAH 31920

31921 LLAAFRIEHAVDAEGNVVPVVAAFEPQ 32001

Query: 398   LHDSKVYPEPETFNPDRW-APNGLAEQS--PKNWMVFGNGPHVCLGQRYAVNHLIACIGK 454

             LHD++VYP+P+ F P R+ A  G A ++  P     FG G  +C G+ +A++ L   +  

Sbjct: 31741 LHDARVYPDPDVFRPGRFLAAGGDAPRADVPLPAEAFGFGRRICPGRHFALDSLFLFVAH 31920

Query: 455   ASIMLDWKHKRTPDSDTQMIFATTFPQ 481

                    +H    + +   + A   PQ

Sbjct: 31921 LLAAFRIEHAVDAEGNVVPVVAAFEPQ 32001

 Score = 37.9 bits (86), Expect = 0.019

 Identities = 25/75 (33%), Positives = 36/75 (47%), Gaps = 2/75 (2%)

 Frame = -3

34876 LHDEALYPEPHLFRPERFLNEDGSLHAHARDPIEAFGYGRRICPGRHFAHDALWLAI--A 34703

34702 HILAVFKIERALDVD 34658

Query: 398   LHDSKVYPEPETFNPDRW--APNGLAEQSPKNWMVFGNGPHVCLGQRYAVNHLIACIGKA 455

             LHD  +YPEP  F P+R+      L   +      FG G  +C G+ +A + L   I  A

Sbjct: 34876 LHDEALYPEPHLFRPERFLNEDGSLHAHARDPIEAFGYGRRICPGRHFAHDALWLAI--A 34703

Query: 456   SIMLDWKHKRTPDSD 470

              I+  +K +R  D D

Sbjct: 34702 HILAVFKIERALDVD 34658

 Score = 37.5 bits (85), Expect = 0.025

 Identities = 24/82 (29%), Positives = 42/82 (50%), Gaps = 2/82 (2%)

 Frame = -3

37894 LQDETLFPEPQLFKPERYLNGDGSLNSSAHYPIETFGFGRRICPGRYFAQDAVWLAI--A 37721

37720 HILAVFKIERARDGDGKEIVPT 37655

Query: 398   LHDSKVYPEPETFNPDRWAPNGLAEQSPKNWMV--FGNGPHVCLGQRYAVNHLIACIGKA 455

             L D  ++PEP+ F P+R+     +  S  ++ +  FG G  +C G+ +A + +   I  A

Sbjct: 37894 LQDETLFPEPQLFKPERYLNGDGSLNSSAHYPIETFGFGRRICPGRYFAQDAVWLAI--A 37721

Query: 456   SIMLDWKHKRTPDSDTQMIFAT 477

              I+  +K +R  D D + I  T

Sbjct: 37720 HILAVFKIERARDGDGKEIVPT 37655

 Score = 37.5 bits (85), Expect = 0.025

 Identities = 21/54 (38%), Positives = 32/54 (58%), Gaps = 3/54 (5%)

 Frame = -1

Query: 398   LHDSKVYPEPETFNPDRW-APNGLAEQSPKNWM--VFGNGPHVCLGQRYAVNHL 448

             L+D K YP PE+F P+R+   +G  + S  + M   FG G  +CLG+ +A + L

Sbjct: 12597 LNDEKRYPHPESFIPERYLTTDGTLDSSAPDPMEACFGFGRRMCLGRYFAFDSL 12436

 Score = 31.7 bits (70), Expect = 1.4

 Identities = 19/58 (32%), Positives = 31/58 (52%), Gaps = 3/58 (5%)

 Frame = -3

Query: 394   LYGALHDSKVYPEPETFNPDRW-APNG-LAEQSP-KNWMVFGNGPHVCLGQRYAVNHL 448

             L   LHD + YP  + F+P R+  P+G L   +P      FG G  +C G+ +A++ +

Sbjct: 25123 LRAMLHDEERYPNSDLFDPTRFLTPDGELDPDAPGPELAAFGFGRRICPGRYFAMDSM 24950

Scaffold_76 

          Length = 108098

 Score = 39.5 bits (90), Expect = 0.007

 Identities = 24/66 (36%), Positives = 34/66 (51%)

 Frame = -3

39822 ILGATDTTSNALARTFQLLAEHQDVQDKMRAELADAAPDGEDIPYDQLVHLPLLDAVC 39649

39648 RETLRL 39631

Query: 296   LFASQDATSSAMTWLFQLLADHPDVLQKVREEQLRIRKGDIDVPLSLDLMEKMTYTRAVV 355

             +  + D TS+A+   FQLLA+H DV  K+R E         D+P   D +  +    AV 

Sbjct: 39822 ILGATDTTSNALARTFQLLAEHQDVQDKMRAELADAAPDGEDIP--YDQLVHLPLLDAVC 39649

Query: 356   KECLRL 361

             +E LRL

Sbjct: 39648 RETLRL 39631

Scaffold_33 

          Length = 156930

 Score = 39.1 bits (89), Expect = 0.009

 Identities = 39/152 (25%), Positives = 57/152 (36%), Gaps = 24/152 (15%)

 Frame = -3

Sbjct: 51364 LAELPYLGAVINEGLRLGAAFPSFPRVVPKGGAMLAGEFIPEGTMVGVPIYTQHYSPDNF 51185

Sbjct: 51184 WPEPREFRPERWFEDGLGPGTITRQAAFMPFQFG (?)

Probable end

GPFGCPGKALGLRLMSVVISNL (frameshift) LVLSYDLSFPPDFDPEAFLNGWINTRTNIFRIPLRVEAKRRPW*

Query: 345   MEKMTYTRAVVKECLRLRPPVLMVPYRVKKAFPITPDYTVPKDAMV-IPTLYGALHDSKV 403

             + ++ Y  AV+ E LRL       P  V K   +     +P+  MV +P           

Sbjct: 51364 LAELPYLGAVINEGLRLGAAFPSFPRVVPKGGAMLAGEFIPEGTMVGVPIYTQHYSPDNF 51185

Query: 404   YPEPETFNPDRWAPNGLAEQSPKN-----------WMVF--------GNGPHVCLGQRYA 444

             +PEP  F P+RW  +GL   +              W+ F        GNG    LG   A

Sbjct: 51184 WPEPREFRPERWFEDGLGPGTITRQAAFMPFQFGAWISFWGYPSR*SGNGAQDLLG---A 51014

Query: 445   VNHLIACIGKAS----IMLDWKHKRTPDSDTQ 472

                L  C+  AS    ++L +     PD D +

Sbjct: 51013 PERLSVCVS*ASSSRTLVLSYDLSFPPDFDPE 50918

 Score = 36.4 bits (82), Expect = 0.056

 Identities = 31/122 (25%), Positives = 50/122 (40%), Gaps = 2/122 (1%)

 Frame = -1

48741 GGDTLAGFLSIIIFYILKHQPVYQKLRAELEQAFPLGEIAQDQYASLTEIPYLVAVINEGL 48565

48564 RLGANFAGFQRVVPQGGAVLAGQFIPAGTVVGVPAHLQHIHPDNFWPTPLEFRPERWFKDGL 48379

probable exon end by tblastx vs second gene on this scaffold

FIPAGTVVGVPAHLQHIHPDNFWPTPLEFRPERWFKDGLGPGTITRQSAFMAFQFG (?)

Probable end of gene 

GPFGCVGKTFAYRQLNVVLSRLLLAYDLTFALDFDSKAFVEGWLN

IRTTIFNYPLKVQASRRQW*

Query: 301   DATSSAMTWLFQLLADHPDVLQKVREE-QLRIRKGDIDVPLSLDLMEKMTYTRAVVKECL 359

             D  +  ++ +   +  H  V QK+R E +     G+I       L E + Y  AV+ E L

Sbjct: 48741 DTLAGFLSIIIFYILKHQPVYQKLRAELEQAFPLGEIAQDQYASLTE-IPYLVAVINEGL 48565

Query: 360   RLRPPVLMVPYRVKKAFPITPDYTVPKDAMV-IPTLYGALHDSKVYPEPETFNPDRWAPN 418

             RL          V +   +     +P   +V +P     +H    +P P  F P+RW  +

Sbjct: 48564 RLGANFAGFQRVVPQGGAVLAGQFIPAGTVVGVPAHLQHIHPDNFWPTPLEFRPERWFKD 48385

Query: 419   GL 420

             GL

Sbjct: 48384 GL 48379

RRSCRP*LLPAGMYGQAS**LSYSRLSNRINPARVSSLRVALRSLRATTPMRPPCK*LPLDTHHARVERPPGQYMVILIFWGRVPR

RWSKM*DAPPVREILC*RSNAQNHLATRLREDWPELNFFVLSDVWLDHPGTMQGLKKALR*LRREPIYSTPRRIMRKFQPAWHCAR

ERKGNQEISR*CPTVLAHCIH*S*IADGFDSLAELIASYPVFTRQTHFVLVPGPRDITINSILPRKPLLSSFTGKLKTKVPKLHLG

SNPCRIKFCEQEIVIFREDLMARMLRNLVGVKPDVREDDLKRYVSPHFMSASELPLTSYFQARTIHIGSESSRSSHGLHPTDTSRV

*PHASPIPATYSSTSCAPESGARSYLSQVVLADKYDRYQMTYEGCHVFNPGSFLGNSFGFSSYIPARRESEEWCAPKYRQHGCYC*

HGAPVCSASMMTTEYIQPCLHDSGV*VRGC*TYIVFWHTICSIMVPLRFASVSLPRSWTD*APHRNGRPVSSRLGP*TSQILCLIL

SLQRVQQVSVYVIAVLQILRSRNCLLI*LTIGVCRDSRETFRSLGIYKSEGLRVSRHSMLPP*AT*LRPTSCCPHWYVLSCLPFLH

VH*HSSQAACIYFYHCEPRGHKVALAALSIFCLLVIQDYAYTGRILLAFVHALVIQAKQIILIILATISYRLSPLHPLARYPGPIL

DKSTSLRLAYLAFIGQRAQYVTELHERYGKIVRIGKSQSVLSSARRVANLYVVQVPTSSRSIRLTLCILYTALRKRTTSRRAIGQA

SVLKDPSSSRARR

NNNNNNNNNNNNN

SFDFTASEFPFLTTVVSRHVARGSGF*GKALTMWCTKCSLPT*IGN*PSEQELMRDGDPEGVVESGHKAILMFETYVTQLCAPGLR

S*VAIALAKYQRSLTFCRFSLRERLTSWWKNVPRLISRIESKFILTTAGTCARSLWVAFLYRSLGLAHATDVLATG*LAQREGHNY

PPMNEVDLNANTVVAFEAGERVSYHRIDYSLVAKYEVATLLQGSSSLLCSIFCAIGKRTINSKKSWTELSRRAVSLWKSTRTWLSC

PIWVQSSTRVYVLAQPSLASLASFQKAGPCLQGSSFPRAPWLACRYTRSTTVPITFGPSLESSGQSDGSKMGSDQGQSHVRQRLCH

SNSVRGSVSGAIHRANLATVLRTFWVPRKGSRSASHERRHLEPWFCPMISVSLPTLTLKHFSMGGSILGRTSLGSLSAWKR

SADPGRVMYCVHVPL*A*SFCFKTAFTRVSTARIDICTPASSIHGFKSGLP*AILSGGS*YRLSITAQVAGWRIY*TRVR*EFVLS

RLFPELGPTSMIDRLLRANPTRGYMPRRPQCLELCMLLLAELRCIEFSM*PDVPW*TLARSKRLLPSCHTGQGSLAMIRRSPEPEC

GRVWLSHKTRLLGEVSLLFFFH*LVMFNSFGPAHVLLPPLVRIGFQGCHSPCSPSANIWQVGCTCLYRSNDPRGNVIMLAMLAIWA

ALVGQHYFSSGQAAHILASVIQASFLVFAQALSVIIAVAAYRLSPLHPLAHFPGSWVDKVTSLRVAYFALTGHRAEHVTSLHDKYG

VVVRIGKSVMLNLDISLNMSPWDLLGPNRVSINSSDVIYPIYASPQAFDRAASYRPGLIHDGSLLFSRKRVEHGHRKRIWAGALTS

HA*EIVQYPNWRLQYS*FRAYRIQHWDGALKDRVDQLIDCIARRQDLRGVVDLGVCIEHWGFDFIVSAFSCPERLP*LD*LV*RNI

WHQLQYSCKLSQ*TSGTA**LVSTVGIHA*R*SSQHMPQRQRLDRLI*SVRFPRSYS**ILIVFQSRRDTSPL*HCIGSARHRRVQ

ES*KALPEAHQ*AYADQVPQ*LGLLLLLCE*YNHRNCCFIVTRVVLPCRWRSVKMLNIHPLANPI*MQMPWLLSKQVRCPARLPFH

ATTLPILMHIDHSGGDTLAGFLSIIIFYILKHQPVYQKLRAELEQAFPLGEIAQDQYASLTEIPYLVAVINEGLRLGANFAGFQRV

VPQGGAVLAGQFIPAGTVVGVPAHLQHIHPDNFWPTPLEFRPERWFKDGLGPGTITRQSAFMAFQFGEYRRS*QI*EVLTCISV*D

HSDA*ARRLPTASLTSSSRAFCSRMTSPSRLTSIRRPLSKVGSISEQPYSITP*KCRHRGGSGRHLRRNEGHVRLYKICRSFQIIS

NYELSPRAAFTKSAHRSATMTTGACGCADGTTGKTLASAMRKLRTPCTRSSSSTTPISSSGAMRHVEL*WYVDATWRRTNASRSAS

SSLLGTSAGRIA*P*ARHCRASASPRRSAFRKTA*SDGSRRYARSHAGRSCALRDVRRTLPADAGFSSMQASVSAPSCLLSGRSGH

MLNGQAVSSMSGIFAGEWLFVESSCAIVRDSSSSSLLWAKTTICGFGESSHPVPATM*RMSSHATRSGFCSSSCSESPLGILKTRG

VYG*SCYLIGFSREL*SHQMEVPYQVSTNPGQVFDNFNSEFF*MISWSKPTAMVPWSETHTRCGRRPHTSA*APAGSRLHQRT**S

PC*LRHNTPS

DGAVDLDFSQLVCTAKPHSDYRIHASATGSTQRGSLH*GLLCAR*GRLHR*GHPASDCHWTPTMRESRGRQVNIWSY*FSGEGCHD

AGRRCRMPLLSGKFCADGAMHRTT*RRV*EKIGLS*TSSCSQTSG*TTQVQCKG*KKLFDNCVENQFIPRLVVLCGNFSQRGIAQG

NAREIRRYQGNVLRCWPIASTDPKLQTVSTLWRSSLPHIPSSLVKRISYWFRDLVI*R*TPSCPANPCYRRLPAN*RLKFPNYI*G

LIRVG*SSASKRSLFFGKISWRAC*ETLLV*SLMCVRMT*NAM*VLTLCPLRSCL*HRIFKLVQSILDQSHLVPLTASIQPTLPEF

DHTLRLYPLPTAVRHALPSLEHALTYLRSSSRISTIDTR*HTKAAMFSILEASWEILSGSHLIFRPVENPKNGARPNIVNMAVIAD

MEPQCARLR**RLNIFSLACMTVVSKSVVVEHILSFGIRSAPSWYR*DSRPSHFPDPGLTRHPIGMAGR*VRDWDHRHLRSSASYF

RYSVFNKSLYTLSPSCKSFEVEIAY*FD*LSAFVATAVRRSAA*EFISQKGCGYPDIPCFRHERLDYGPRPVALIGTYCPAFPFSM

STDIHRRQLAFIFITANLEDTKLHLPRLASFAS*LFRTTHTLAGSYLPLFTPWSFKRSRSFSLFLLPYRTGCHRYTL*RDILDLSW

TRARV*GSLTSRSLGKGRSTSQSFTKGMGK*FALVSPNLSSPARDESLICMWSRSQQALDQFA*RCASYIRLFASVRQVGEL*ARP

QC*RIHLLRAQE

NNNNNNNNNNNNN

LSTSLQVNFPS*LPLSHDMLLGGVGSRARHSPCGAQNAVFQRK*ETDRANRNLCGMGIQKASSKADTKLFLCLRRTLLNYVRQAFA

HKLR*LWRSTSAL*HFVGSPYGRGLPAGGKTCRDSSQGSNQSSSSRRLGHVLVLCGLPSYIGRLVWPMQLMCWRLGSWRNVKVITI

LR*TKSISMRTL**PSRQVSESLITG*TTA*LPNTRWRHYCRVHHHYYVPSSALSASVR*TQRRVGRSFPDGQCLCGRVLALG*VA

LFGCSHQRGFTSWRSLP*LPSRRSKRRGHACRGVHSRGHHGWRADIHAALQSR*LLARASRVQARAMVRRWARTRDNHTSGSVYAI

PIRCVDQFLGLSIALIWQRCSGPFGCPGKALGLRLMSVVISNLGSVL*SQFPSRL*P*SISQWVDQY*DEHL*DPSPRGSE

AQTLVGSCIACMFLCKRDPSASKPHSQELAQPVSISVHLLLQYTVSSQVYHERS*AAEADIG*VLPRKSQGGGYIRLVSGESSCYQ

GFFQS*VLRL**TVCSAQIQRGGICPAAPNVLNSACCY*QNYDASSFPCDLMSRGRP*RVQSGCCQAVTQGRARWP**GVAPNLNV

AVCGFHIKRGCSARYLSYSSSTDSSCSIRSAQPMSCFPLSYVSAFKAVTRHAHLVRTFGRLAVPVCTALTIPEETL*C*PCWPSGP

PLLDSTISPRARLPTSLHPLFKRLSSSSRRHYQSSSQWQPTDCPHCIPWRTFQAHGSTK*LASGSHILP*PATGPST*QAFTTNTG

S*CA*ASLSC*I*TYH*TCLRGIY*GPTEYPSTPPTLFILYMHHRRLLIGQRVTGRVSFMMGLSCSPVSE*NMGIVNAYGLEP*RA

MRERLFNIRIGGSNIANFEHTGYSTGTGP*RIAWISSSTVLQEDKTYAVLLIWVSASSTGASISL*VPFRVQNASHNSIN*YDVIF

GINCNTPVSYHSERVVLPDDWLAL*EFMRNGDPHNICRSAKDSIVLFEVYVFLDLTVNEFS*SSSLGEIPALFDIASVLPVTAEYR

KVERHFQKHINERMQIKSHSDWDFCSFFVSDTTIETAVSL*LESFCHVDGAA*RCSISTP*QTRSECRCHGCFRSR*DALLGCRFT

PPRCPY*CISTTQEEILLRDF*VS*SSISSSTNLCIRSFEPNWNKRFPLARLRKTNTHL*PRSRT*LL*LTRASASVQTSLVSSGW

SHRAGQY*QDNLSQRVLLLACPHTFSTYIQTISGPRPSSLGPSDGSRTDSALGPSRASLRSWHSNLVSIGDHDRSRKC*HVSPSRT

IRMRRQDVCLPPA*RRPLAPSARV*PHLRA*LRFEGLCRRLAQYQNNHIQLPPKSAGIAEAVVDICEGTRGMLGCTRYVDHSR*YR

TTSFPREQPSQSPRTAPQP*RQEPADVQTAQRGRHSRPRCVNCAHHAPAVRHRRRPSPPRAPCGTSSYSGTWTRHGGARTRRGPRR

PRS*ARARGALRSPERGTAVRARARGAAPSGRPHSPMVRAGTRGRMRGGHARCAT*GVRFQLTQASAACRRALVRLLAC*VGGPGT

C*MGRL*AQCQGYSRVNGCLWSLPVLSYVILRQVAYFGRRRPFVGLARAAIRYRPRCSG*APMQREADFARARAVSRPLES*RQGA

CTDDLAI**ALVGNCDRTRWKSLTR*APTPGKSLITSIPSSSK*SLGPSPLPWCRGQKHTLDVAVDRIPQHEHLRGRDCTSAHDNL

LVDSDITLH

TEL*TLTSPSWYVRPSLIVTIVFTPQQQDQPSEGLFTEGCFALVEGDYTDEATLQVIAIGHPPCESREAARSIYGHIDFLGKGATT

LVEDVGCPSCPGNSVLTEQCTEPPSDASKRRLA*AELLRALRRLARPPRYNARAEKSSSITA*RTNLFHASSYYAEISASVALRKG

TQGKSGDIKVMSYGVGPLHPLILNCRRFRLFGGAHCLISRLHSSNAFRTGSGTS*YNDKLHPAPQTLAIVVYRQTED*SSQTTSRV

*SVSDKVLRARDRYFSGRSHGAHVEKPCWCEA*CA*G*PETLCKSSLYVRFGAAFDIVFSSSYNPYWIRVISFLSRPPSNRHFQSL

TTRFAYTRYLQQYVMRSRVWSTLLPISGRPRG*VRSIPDDIRRLPCFQSWKLPGKFFRVLILYSGPSRIRRMVRAQISSTWLLLLT

WSPSVLGFDDDD*IYSALPA*QWCLSPWLLNIYCLLAYDLLHHGTVEIRVRLTSQILD*LGTPSEWQAGEFEIGTIDISDPLPHTF

ATACSTSLCIRYRRLANPSK*KLLIDLIDYRRLSRQP*DVPQPRNL*VRRAAGIQTFHASAMSDLITAHVLLPSLVRIVLPSLSPC

PLTFIAGSLHLFLSLRTSRTQSCTCRA*HLLPPSYSGLRIHWPDPTCLCSRLGHSSEADHSHYSCYHIVQAVTVTPSSEISWTYLG

QEHEFEARLPRVHWAKGAVRHRASRKVWENSSHW*VPICPLQRETSR*SVCGPGPNKLSINSLDVVHPIYGSSQAYDKSESYRPGL

SAEGSIFFARKK

NNNNNNNNNNNNN

FRLHCK*ISLLDYRCLTTCC*GEWVLGQGTHHVVHKMQSSNVNRKLTERTGTYAGWGSRRRRRKRTQSYSYV*DVRYSIMCARPSL

ISCDSFGEVPALFDILSVLPTGEAYQLVEKRAATHLKDRIKVHPHDGWDMCSFFVGCLPISVAWSGPCN*CVGDWVVGAT*RS*LS

SDERSRSQCEHCSSLRGR*ASLLSQDRLQLSCQIRGGDTTAGFIIITMFHLLRYRQAYDKLKEELDGAFPTGSVSVEEYSHLAELP

YLGAVINEGLRLGAAFPSFPRVVPKGGAMLAGEFIPEGTMVGVPIYTQHYSPDNFWPEPREFRPERWFEDGLGPGTITRQAAFMPF

QFGAWISFWGYPSR*SGNGAQDLLGAPERLSVCVS*ASSSRTLVLSYDLSFPPDFDPEAFLNGWINTRTNIFRIPLRVEAK

RRPW*GHVLRACSFVSVILLLQNRIHKS*HSPYRYLYTCFFNTRFQVRSTMSDLERRKLISVKYYRASRRVADILDSCQVRVRAIK

AFSRARSYVYDRPFAPRKSNAGVYAPPPPMS*TLHVATSRTTMHRVFHVT*CPVVDPSAFKAAVAKLSHRAGLAGHDKA*PRT*MW

PCVAFT*NEAARRGISLILLPLTRHVQFVRPSPCPASPSRTYRLSRLSLAMLT*CEHLAGWLYLFVPL*RSQRKRYNASHAGHLGR

PCWTALFLLGPGCPHPCIRYSSVFPRLRAGTISHHRSGSLQTVPTASPGALSRLMGRQSD*PQGRIFCPDRPQGRARNKPSRQIRG

RSAHRQVCHAKFRHITEHVSVGFTRAQQSIHQLLRRYLSYICITAGF**GSELQAGSHS*WVSLVLP*ASRTWAS*THMGWSPDEP

CVRDCSISELEAPI*LISSIQDTALGRGLKGSRGSAHRLYCKKTRLTRCC*SGCLHRALGLRFHCKCLFVSRTPPITRLTSMT*YL

ASTAILL*AITVNEWYCLMTG*HCRNSCVTVILTTYAAAPKTRSSYLKCTFSSILQLMNSHSLPV*ARYQPSLTLHRFCPSPQSTG

KLKGTSRSTSMSVCRSSPTVTGTFAPSL*VIQP*KLLFHCDSSRSAM*MAQREDAQYPPLSKPDLNADAMVAFEAGEMPC*AAVSR

HHVAHIDAYRPLRRRYSCGIFKYHNLLYPQAPTCVSEASSRTGTSVSPWRDCARPIRISDRDPVLSCCD*RGPPPRCKLRWFPAGG

PTGRGSTSRTIYPSGYCCWRARTPSAHTSRQFLAHAPRV*ARAMVQGRTRPWDHHAPVCVHGIPIW*VSEIMTDLGSVNMYLRLGP

FGCVGKTFAYRQLNVVLSRLLLAYDLTFALDFDSKAFVEGWLNIRTTIFNYPLKVQASRRQW*TFAKERGAC*AVQDM*IIPDNIE

LRAFPASSLHKVRAPLRNHDDRSLRMCRRHNGEDTRVRDA*IAHTMHPQFVIDDAHLLLGRHAARRAIVVRGRDMAAHERVEVRVV

LALRHERGAHCVALSAALPCEREPEAQRLPEDRIVRWFAQVREVACGAVMRAARREAYASS*RRLQQHAGER*CAFLLAEWEVRAH

VEWAGCELNVRDIRG*MAVCGVFLCYRT*FFVK*LTLGEDDHLWVWREQPSGTGHDVADELPCNAKRILLELVQ*VAPWNLEDKGR

VRMILLFDRL*SGIVIAPDGSPLPGEHQPRASL**LQFRVLLNDLLVQAHCHGAVVRNTH*MWP*TAYLSMSTCGVAIAPAHMIIS

LLTPT*HSI

>Scaffold_33

CGATGGAGTGTTATGTCGGAGTCAACAAGGAGATTATCATGTGCGCTGGT 47000

GCAATCGCGACCCCGCAGGTGCTCATGCTGAGGTATGCGGTCTACGGCCA 

CATCTAGTGTGTGTTTCTGACCACGGCACCATGGCAGTGGGCTTGGACCA 47100

AGAGATCATTTAGAAGAACTCGGAATTGAAGTTATCAAAGACTTGCCCGG 

GGTTGGTGCTCACCTGGTAAGGGACTTCCATCTGGTGCGATCACAATTCC 

CGACTAAAGCCTATCAAATAGCAAGATCATCCGTACACGCCCCTTGTCTT 

CAAGATTCCAAGGGGCGACTCACTGCACGAGCTCGAGCAAAATCCGCTTC 

GCGTTGCATGGGAGCTCATCCGCTACATCGTGGCCGGTACCGGATGGCTG 

CTCTCGCCAAACCCACAAATGGTCGTCTTCGCCCAAAGTAAGCTACTTGA 

CGAAGAATCACGTACGATAGCACAGGAAGACTCCACAAACAGCCATTCAC 

CCGCGAATATCCCTGACATTGAGCTCACAGCCTGCCCATTCAACATGTGC 

CCGGACCTCCCACTCAGCAAGCAAGAAGGCGCACTAACGCTCGCCTGCAT 

GCTGCTGAAGCCTGCGTCAGCTGGAAGCGTACGCCTCACGTCGCGCAGCG 

CGCATGACCGCCCCGCATGCGACCTCGCGTACCTGCGCGAACCATCGGAC 

TATGCGGTCTTCCGGAAGGCGCTGCGCCTCGGGCTCGCGCTCGCACGGCA 

GTGCCGCGCTCAGGGCTACGCAATGCGCCCCGCGCTCGTGCCTAAGAGCG 

AGGACGACGCGGACCTCGACGCGTTCGTGCGCCGCCATGTCGCGTCCACG 

TACCACTATAGCTCGACGTGCCGCATGGCGCCCGAGGAGGAGATGGGCGT 

CGTCGATGACGAACTGCGGGTGCATGGTGTGCGCAATTTACGCATCGCGG 

ACGCGAGTGTCTTCCCCGTTGTGCCGTCTGCACATCCGCAGGCTCCTGTC 

GTCATGGTTGCGGAGCGGTGCGCGGACTTTGTGAAGGCTGCTCGCGGGGA 48000

AAGCTCGTAGTTCGATATTATCTGGAATGATCTACATATCTTGTACAGCC 

TAACATGCCCCTCGTTCCTTCGCAAATGTCTACCACTGCCTCCGCGATGC 

CTGCACTTTTAGGGGGTAATTGAATATGGTTGTTCTGATATTGAGCCAAC 

CTTCGACAAAGGCCTTCGAATCGAAGTCAAGCGCGAAGGTGAGGTCATAC 

GCGAGCAGAAGGCGCGAGAGGACGACGTTAAGCTGGCGGTAGGCAAACGT 

CTTGCCTACGCATCCGAATGGTCCTAGACGGAGATACATGTTAACACTTC 

CTAGATCTGTCATGATCTCCGATACTCACCAAATTGGAATGCCATGAACG 

CAGACTGGCGCGTGATGGTCCCAGGGCCGAGTCCGTCCTTGAACCATCGC 

TCGGGCCTAAACTCGAGGGGCGTGGGCCAGAAATTGTCTGGATGTATGTG 

CTGAAGGTGTGCGGGCACGCCAACAACAGTACCCGCTGGGATAAATTGTC 48500

CTGCTAGTACTGCCCCGCCCTGTGGGACCACCCGCTGGAAACCAGCGAAG 

TTTGCACCGAGGCGGAGGCCCTCGTTAATCACAGCAACTAAGTACGGGAT 

CTCGGTCAGAGATGCGTATTGGTCTTGCGCAATCTCGCCAAGGGGAAACG 

CTTGTTCCAGTTCGGCTCGAAGCTTCTGATACACAGGTTGGTGCTTGAGG 

ATATAGAAGATTATGATACTTAAAAATCCCGCAAGAGTATCTCCTCCTGA 

GTGGTCGATATGCATCAATATGGGCAACGTGGTGGCGTGAAACGGCAGCC 

TAGCAGGGCATCTCACCTGCTTCGAAAGCAACCATGGCATCTGCATTCAG 

ATCGGGTTTGCTAAGGGGTGGATATTGAGCATCTTCACGCTGCGCCATCT 

ACATGGCAGAACGACTCGAGTCACAATGAAACAGCAGTTTCTATGGTTGT 

ATCACTCACAAAGAAGGAGCAAAAGTCCCAGTCACTGTGGGACTTGATCT 

GCATACGCTCATTGATGTGCTTCTGGAAGTGCCTTTCAACTTTCCTGTAC 

TCTGCGGTGACGGGCAGAACCGATGCAATGTCAAAGAGGGCTGGTATCTC 

GCCTAGACTGGAAGACTATGAGAATTCATTAACTGTAAGATCGAGGAAAA 

CGTACACTTCAAATAAGACGATCGAGTCTTTGGCGCTGCGGCATATGTTG 

TGAGGATCACCGTTACGCATGAATTCCTACAGTGCTAACCAGTCATCAGG 

CAGTACCACTCGTTCACTGTGATAGCTTACAGGAGTATTGCAGTTGATGC 

CAAATATTACGTCATACTAGTTAATCGAGTTATGGGAGGCGTTCTGGACA 

CGAAAAGGCACTTACAATGAAATCGAAGCCCCAGTGCTCGATGCAGACAC 

CCAGATCAACAACACCGCGTAAGTCTTGTCTTCTTGCAATACAGTCGATG 

AGCTGATCCACGCGATCCTTTAAGGCCCCGTCCCAGTGCTGTATCCTGTA 

TGCTCGAAATTAGCTATATTGGAGCCTCCAATTCGGATATTGAACAATCT 

CTCACGCATGGCTCGTCAGGGCTCCAGCCCATATGCGTTTACGATGCCCA 

TGTTCTACTCGCTTACGGGAGAACAAGAGAGACCCATCATGAATGAGACC 

CGGCCTGTAACTCGCTGCCCTATCAAAAGCCTGCGGTGATGCATATATAG 

GATAAATAACGTCGGAGGAGTTGATGGATACTCTGTTGGGCCCTAGTAAA 

TCCCACGGAGACATGTTCAGTGATATGTCTAAATTTAGCATGACAGACTT 

GCCTATGCGCACTACGACCCCGTATTTGTCGTGAAGGCTTGTTACGTGCT 

CGGCCCTGTGGCCGGTCAGGGCAAAATATGCGACCCTGAGGCTAGTCACT 

TTGTCGACCCATGAGCCTGGAAAGTGCGCCAGGGGATGCAGTGGGGACAG 

TCTGTAGGCTGCCACTGCGATGATGACTGATAGTGCCTGCGCGAAGACGA 

GGAAAGACGCTTGAATAACGGATGCAAGGATGTGGGCAGCCTGGCCCGAG 

GAGAAATAGTGCTGTCCAACAAGGGCGGCCCAGATGGCCAGCATGGCTAG 

CATTATAACGTTTCCTCTGGGATCGTTAGAGCGGTACAAACAGGTACAGC 

CAACCTGCCAAATGTTCGCACTAGGTGAGCATGGCGAGTGACAGCCTTGA 

AAGCCGATACGTACGAGAGGGGGAAGCAGGACATGGGCTGGGCCGAACGA 

ATTGAACATGACGAGTCAGTGGAAGAAGAATAAGAGAGATACCTCGCCGA 

GCAGCCTCGTTTTATGTGAAAGCCACACACGGCCACATTCAGGTTCGGGG 

CTACGCCTTATCATGGCCAGCGAGCCCTGCCCTGTGTGACAGCTTGGCAA 

CAGCCGCTTTGAACGCGCTAGGGTCTACCACGGGACATCAGGTCACATGG 

AAAACTCGATGCATCGTAGTTCTGCTAGTAGCAACATGCAGAGTTCAAGA 

CATTGGGGGCGGCGGGGCATATACCCCCGCGTTGGATTTGCGCGGAGCAA 

ACGGTCTATCATAGACGTAGGACCTAGCTCTGGAAAAAGCCTTGATAGCA 

CGAACTCTCACCTGACACGAGTCTAATATATCCGCCACCCTGCGACTTGC 

GCGGTAATACTTAACCGATATCAGCTTCCGCCGCTCAAGATCGCTCATGG 

TAGACCTGACTTGAAACCGTGTATTGAAGAAGCAGGTGTACAGATATCGA 

TACGGGCTGTGCTAACTCTTGTGAATGCGGTTTTGAAGCAGAAGGATCAC 

GCTTACAAAGGAACATGCACGCAATACATGACCCTACCAGGGTCTGCGCT 

TCGCTTCCACGCGGAGAGGGATCCTAAAGATGTTCGTCCTAGTATTGATC 

CACCCATTGAGAAATGCTTCAGGGTCAAAGTCGGGAGGGAAACTGAGATC 

ATAGGACAGAACCAAGGTTCGAGATGACGACGCTCATGAGACGCAGACCG 51000

AGAGCCTTTCCGGGGCACCCAAAAGGTCCTGAGCACCGTTGCCAGATTAG 

CGCGATGGATAGCCCCAGAAACTGATCCACGCACCGAATTGGAATGGCAT 

AAACGCTGCCTGACGTGTGATTGTCCCTGGTCCGAGCCCATCTTCGAACC 

ATCGCTCTGGCCTGAACTCTCGAGGCTCGGGCCAAAAGTTATCGGGACTG 

TAGTGCTGCGTGTATATCGGCACGCCAACCATGGTGCCCTCGGGAATGAA 

CTCCCCTGCAAGCATGGCCCCGCCTTTTGGAACGACGCGAGGGAAGCTAG 

GGAAGGCTGCGCCAAGACGTAAACCCTCGTTGATGACTGCACCCAAATAG 

GGCAACTCAGCCAAGTGCGAGTACTCTTCCACAGAGACACTGCCCGTCGG 

GAAAGCTCCGTCCAACTCTTCTTTGAGTTTATCGTACGCTTGCCGATAGC 

GCAGAAGATGGAACATAGTAATGATGATGAACCCTGCAGTAGTGTCGCCA 

CCTCGTATTTGGCAACTAAGCTGTAGTCTATCCTGTGATAAGAGACTCGC 

TCACCTGCCTCGAAGGCTACTACAGTGTTCGCATTGAGATCGACTTCGTT 

CATCGGAGGATAGTTATGACCTTCACGTTGCGCCAACTACCCAGTCGCCA 

ACACATCAGTTGCATGGGCCAGACCAAGCGACCGATATAGGAAGGCAACC 

CACAAAGAACGAGCACATGTCCCAGCCGTCGTGAGGATGAACTTTGATTC 

GATCCTTGAGATGAGTCGCGGCACGTTTTTCCACCAGCTGGTAAGCCTCT 

CCCGTAGGGAGAACCGACAAAATGTCAAAGAGCGCTGGTACTTCGCCAAA 

GCTATCGCAACTTATGAGCGAAGGCCTGGCGCACATAATTGAGTAACGTA 

CGTCTCAAACATAAGAATAGCTTTGTGTCCGCTTTCGACGACGCCTTCTG 

GATCCCCATCCCGCATAAGTTCCTGTTCGCTCGGTCAGTTTCCTATTTAC 52000

GTTGGAAGACTGCATTTTGTGCACCACATGGTGAGTGCCTTGCCCTAGAA 

CCCACTCCCCCTAGCAACATGTCGTGAGACAACGGTAGTCAAGAAGGGAA 52100

ATTCACTTGCAGTGAAGTCGAAAGANNNNNNNNNNNNNNNNNNNNNNNNN 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNCCTTCTTGCGC 52650

GCGAAGAAGATGGATCCTTCAGCACTGAGGCCTGGCCTATAGCTCTCCGA 

CTTGTCGTACGCTTGCGAAGAGCCGTATATAGGATGCACAACGTCAAGCG 

AATTGATCGAGAGCTTGTTGGGACCTGGACCACATACAGATTAGCGACTC 

GTCTCGCGCTGGAGAGGACAGATTGGGACTTACCAATGCGAACTATTTTC 

CCATACCTTTCGTGAAGCTCTGTGACGTACTGCGCCCTTTGCCCAATGAA 

CGCGAGGTAAGCGAGCCTCAAACTCGTGCTCTTGTCCAAGATAGGTCCAG 

GATATCTCGCTAGAGGGTGTAACGGTGACAGCCTGTACGATATGGTAGCA 

AGAATAATGAGAATGATCTGCTTCGCTTGAATGACCAAGGCGTGAACAAA 

GGCAAGTAGGATCCGGCCAGTGTATGCGTAGTCCTGAATAACTAGGAGGC 

AAAAGATGCTAAGCGCGGCAAGTGCAACTTTGTGTCCTCGAGGTTCGCAG 

TGATAAAAATAAATGCAAGCTGCCTGCGATGAATGTCAGTGGACATGGAG 

AAAGGGAAGGCAGGACAATACGTACCAATGAGGGCAACAGGACGTGGGCC 

GTAATCAAGTCGCTCATGGCGGAAGCATGGAATGTCTGGATACCCGCAGC 

CCTTCTGACTTATAAATTCCTAGGCTGCGGAACGTCTCACGGCTGTCGCG 

ACAAACGCCGATAGTCAATCAAATCAATAAGCAATTTCTACTTCGAAGGA 

TTTGCAAGACGGCGATAACGTATACAGAGACTTGTTGAACACGCTGTAGC 

GAAAGTATGAGGCAGAGGATCTGAGATGTCTATGGTCCCAATCTCGAACT 

CACCGGCCTGCCATTCCGATGGGGTGCCTAGTCAGTCCAGGATCTGGGAA 

GTGAGACGGACGCGAATCTCAACGGTACCATGATGGAGCAGATCGTATGC 

CAAAAGACAATATATGTTCAACAACCACGGACTTAGACACCACTGTCATG 

CAGGCAAGGCTGAATATATTCAGTCGTCATCATCGAAGCCGAGCACACTG 

GGGCTCCATGTCAGCAATAACAGCCATGTTGACGATATTTGGGCGCGCAC 

CATTCTTCGGATTCTCGACGGGCCGGAATATAAGATGAGAACCCGAAAGA 

ATTTCCCAGGAAGCTTCCAGGATTGAAAACATGGCAGCCTTCGTATGTCA 

TCTGGTATCGATCGTACTTATCCGCGAGGACGACCTGAGATAGGTAAGAG 

CGTGCTCCAGACTCGGGAGCGCATGACGTACTGCTGTAGGTAGCGGGTAT 

AGGCGAAGCGTGTGGTCAAACTCTGGAAGTGTCGGTTGGATGGAGGCCGT 

GAGAGGAACGAGATGACTCTGATCCAATATGGATTGTACGAGCTTGAAAA 

TACGATGTCAAAGGCAGCTCCGAAGCGGACATAAAGTGAGGACTTACATA 

GCGTTTCAGGTCATCCTCACGCACATCAGGCTTCACACCAACAAGGTTTC 

TCAACATGCGCGCCATGAGATCTTCCCGAAAAATAACGATCTCTTGCTCG 

CAGAACTTTATCCGACACGGATTAGACCCTAGATGTAGTTTGGGAACTTT 

AGTCTTCAGTTTGCCGGTAAACGACGATAGCAAGGGTTTGCGGGGCAGGA 

TGGAGTTTATCGTTATATCACGAGGTCCCGGAACCAGTACGAAATGCGTT 

TGACGAGTGAAGACGGGATATGAGGCAATGAGCTCCGCCAAAGAGTCGAA 

ACCGTCTGCAATTTAGGATCAGTGGATGCAATGGGCCAACACCGTAGGAC 

ATTACCTTGATATCTCCTGATTTCCCTTGCGTTCCCTTGCGCAATGCCAC 

GCTGGCTGAAATTTCCGCATAATACGACGAGGCGTGGAATAAATTGGTTC 

TCTACGCAGTTATCGAAGAGCTTTTTTCAGCCCTTGCATTGTACCTGGGT 

GGTCTAGCCAGACGTCTGAGAGCACGAAGAAGTTCAGCTCAGGCCAATCT 

TCTCTTAGACGCGTCGCTAGGTGGTTCTGTGCATTGCTCCGTCAGCACAG 

AATTTCCCGGACAGGAGGGGCATCCTACATCTTCGACCAGCGTCGTGGCA 

CCCTTCCCCAGAAAATCAATATGACCATATATTGACCTGGCGGCCTCTCG 

ACTCTCGCATGGTGGGTGTCCAATGGCAATCACTTGCAGGGTGGCCTCAT 

CGGTGTAGTCGCCCTCAACGAGCGCAAAGCAACCCTCAGTGAAGAGACCC 

TCGCTGGGTTGATCCTGTTGCTGAGGCGTGAATACGATAGTCACTATGAG 

GCTTGGCCGTACATACCAGCTGGGAGAAGTCAAGGTCTACAGCTCCGTCT 55000

Scaffold_182 

          Length = 52448

 Score = 38.7 bits (88), Expect = 0.011

 Identities = 41/162 (25%), Positives = 71/162 (43%), Gaps = 27/162 (16%)

 Frame = +1

808 TAAALSFTVYLLALHPEVVEKLRAEV--VQAYGSDGRPSVEDMKSLKY (?)

    VRAVLNETMRLFPPVPLNIRTSDDTPRVFPASAGAPKYYVPPRTPVVYSSVIIQR 1161

1162RKDLWGADALDFRPERWLEPETARRLAENPFMFMPFHAGPRL 1287

Query: 303 TSSAMTWLFQLLADHPDVLQKVREEQLRIRKGDIDVPLSLDLMEKMTY------------ 350

           T++A+++   LLA HP+V++K+R E   ++    D   S++ M+ + Y            

Sbjct: 808 TAAALSFTVYLLALHPEVVEKLRAEV--VQAYGSDGRPSVEDMKSLKYRARSSPLPTS*Y 981

Query: 351 -----TRAVVKECLRLRPPV---LMVPYRVKKAFPIT---PDYTVPKDAMVIPTLYGALH 399

                 RAV+ E +RL PPV   +       + FP +   P Y VP    V+ +      

Sbjct: 982 *CLRTVRAVLNETMRLFPPVPLNIRTSDDTPRVFPASAGAPKYYVPPRTPVVYSSVIIQR 1161

Query: 400 DSKVY-PEPETFNPDRWAPNGLAE---QSPKNWMVFGNGPHV 437

              ++  +   F P+RW     A    ++P  +M F  GP +

Sbjct: 1162RKDLWGADALDFRPERWLEPETARRLAENPFMFMPFHAGPRL 1287

Scaffold_193 

          Length = 50212

 Score = 36.7 bits (83), Expect = 0.043

 Identities = 16/38 (42%), Positives = 20/38 (52%)

 Frame = +1

Query: 403   VYPEPETFNPDRWAPNGLAEQSPKNWMVFGNGPHVCLG 440

             ++PEP TF P+RW   G       N + F  GP  CLG

Sbjct: 38233 LFPEPHTFRPERWLEPGAEALDTWN-VAFSKGPRSCLG 38343

 Score = 36.0 bits (81), Expect = 0.074

 Identities = 18/52 (34%), Positives = 27/52 (51%), Gaps = 1/52 (1%)

 Frame = +3

Query: 403   VYPEPETFNPDRWAPNGLAEQSPKNWMV-FGNGPHVCLGQRYAVNHLIACIG 453

             ++P+P  F P+RW   G   +S   W+V F  GP  C+G +  V     C+G

Sbjct: 35049 LFPDPHVFRPERWPEPG--AESLDTWLVAFSKGPRSCIGIK*VVRS--RCLG 35192

Scaffold_301 

          Length = 28807

 Score = 35.6 bits (80), Expect = 0.097

 Identities = 16/47 (34%), Positives = 26/47 (55%), Gaps = 3/47 (6%)

 Frame = -2

Query: 405   PEPETFNPDRWAPNGLAEQSPKN---WMVFGNGPHVCLGQRYAVNHL 448

             P+ E F+PDR+    +      N   ++ F  GP +CLGQ++A N +

Sbjct: 24210 PDAEAFDPDRFLDARVQRYLTPNPFIFLPFNAGPRICLGQQFAYNEM 24070

 Score = 35.6 bits (80), Expect = 0.097

 Identities = 16/47 (34%), Positives = 26/47 (55%), Gaps = 3/47 (6%)

 Frame = -1

Query: 405   PEPETFNPDRWAPNGLAEQSPKN---WMVFGNGPHVCLGQRYAVNHL 448

             P+ E F+PDR+    +      N   ++ F  GP +CLGQ++A N +

Sbjct: 27220 PDAEAFDPDRFLDARVQRYLTPNPFIFLPFNAGPRICLGQQFAYNEM 27080

Scaffold_223 

          Length = 42084

 Score = 35.2 bits (79), Expect = 0.13

 Identities = 38/161 (23%), Positives = 66/161 (40%), Gaps = 26/161 (16%)

 Frame = +3

Sbjct: 10227 TASVLSFVVYFLALHPHVTEKLRAEILQAYGPDGRPSVEDMKDLKYRADHPLPRTFCPI* 10406

Sbjct: 10407 PAATVRAVLNETMRLFPPVPMNLRLSDAHPRIFPASGSAPKYYVAPRTVILYSIFLVQRR 10586

Sbjct: 10587 TDLWGADALEFRPERWLEPATARLLADHPFAFTPFHAGPRL 10709

Query: 303   TSSAMTWLFQLLADHPDVLQKVREEQLRIR----------------KGDIDVPLSLDLME 346

             T+S ++++   LA HP V +K+R E L+                  + D  +P +   + 

Sbjct: 10227 TASVLSFVVYFLALHPHVTEKLRAEILQAYGPDGRPSVEDMKDLKYRADHPLPRTFCPI* 10406

Query: 347   KMTYTRAVVKECLRLRPPVLM------VPYRVKKAFPITPDYTVPKDAMVIPTLYGALHD 400

                  RAV+ E +RL PPV M         R+  A    P Y V    +++ +++     

Sbjct: 10407 PAATVRAVLNETMRLFPPVPMNLRLSDAHPRIFPASGSAPKYYVAPRTVILYSIFLVQRR 10586

Query: 401   SKVY-PEPETFNPDRW---APNGLAEQSPKNWMVFGNGPHV 437

             + ++  +   F P+RW   A   L    P  +  F  GP +

Sbjct: 10587 TDLWGADALEFRPERWLEPATARLLADHPFAFTPFHAGPRL 10709

Scaffold_51 

          Length = 127833

 Score = 35.2 bits (79), Expect = 0.13

 Identities = 25/84 (29%), Positives = 41/84 (48%), Gaps = 5/84 (5%)

 Frame = -2

58283 SDEELIAQMGTLVLAGHVTTATTLSWMLYELARRQDYQDKMREEIVAARARLQERGQQD 58107

58106 FSMEDLENMHYVSSCLKVR 58050

Query: 284   SDEEISLTFLSFLFASQDATSSAMTWLFQLLADHPDVLQKVREEQLRIR-----KGDIDV 338

             SDEE+     + + A    T++ ++W+   LA   D   K+REE +  R     +G  D 

Sbjct: 58283 SDEELIAQMGTLVLAGHVTTATTLSWMLYELARRQDYQDKMREEIVAARARLQERGQQD- 58107

Query: 339   PLSLDLMEKMTYTRAVVKECLRLR 362

               S++ +E M Y    V  CL++R

Sbjct: 58106 -FSMEDLENMHY----VSSCLKVR 58050

Scaffold_490 

          Length = 6199

 Score = 34.0 bits (76), Expect = 0.29

 Identities = 18/51 (35%), Positives = 24/51 (46%), Gaps = 1/51 (1%)

 Frame = -1

Query: 399  HDSKVYPEPETFNPDRW-APNGLAEQSPKNWMVFGNGPHVCLGQRYAVNHL 448

            HD   Y  P+ F+P RW   +G         + FG G  VC G+ YA+  L

Sbjct: 3040 HDPVRYLNPDAFDPTRWLTTDGQLGDVTDALVAFGFGRRVCPGRHYALEAL 2888

Scaffold_152 

          Length = 56863

 Score = 33.6 bits (75), Expect = 0.37

 Identities = 39/157 (24%), Positives = 59/157 (36%), Gaps = 28/157 (17%)

 Frame = -3

Query: 360   RLRPPVLMVPYRVKKAFPITPDYTVPKDAMVIPTLYGALHDSKVYPEPETFNPDRW---- 415

             RLR  ++M   R   AF     + VP+ A+V         D + YP+  TF P R+    

Sbjct: 54656 RLRTALVMKIARTDYAF--ADGHVVPRGALVTAPATTVHRDDEHYPDAHTFRPWRFVGTP 54483

Query: 416   ------APNGLAEQSPKNWMVFGNGPH---VCL---------------GQRYAVNHLIAC 451

                   +    A  +   ++ +G+G H   VC+               G+ +AV  L   

Sbjct: 54482 DESEADSARRKATSTSPTFLAWGHGKHSWYVCMLFHG*CFLLNSYASPGRFFAVRELKML 54303

Query: 452   IGKASIMLDWKHKRTPDSDTQMIFATTFPQDMCYLKF 488

             +G   +  D + K TP            PQD  YL F

Sbjct: 54302 LGSVLLRYDVRLK-TPG---------VLPQDQWYLTF 54222

Scaffold_45 

          Length = 133105

 Score = 33.6 bits (75), Expect = 0.37

 Identities = 18/50 (36%), Positives = 27/50 (54%), Gaps = 3/50 (6%)

 Frame = -2

Query: 398    LHDSKVYPEPETFNPDRWAPN---GLAEQSPKNWMVFGNGPHVCLGQRYA 444

              LHD   +P+P+TFNP R+  +    L E +      FG G  +C G+ +A

Sbjct: 105897 LHDEGSFPDPDTFNPRRFLDSEGQQLEELTGIVSAAFGFGRRICPGRYFA 105748

Scaffold_78 

          Length = 103547

 Score = 32.5 bits (72), Expect = 0.84

 Identities = 24/85 (28%), Positives = 35/85 (40%), Gaps = 16/85 (18%)

 Frame = +1

63577 IPEDTQVSLVAYTVHRNPDCFSPFPDTFWPDRWLTQETYTLPTGEVIPSSDVLTRRDA 63750

63751 FMAFSQGPMACAGKNVALAEMRAAV 63825

Query: 384   VPKDAMVIPTLYGALHDSKVY-PEPETFNPDRW-------APNGLAEQSPKN-------- 427

             +P+D  V    Y    +   + P P+TF PDRW        P G  E  P +        

Sbjct: 63577 IPEDTQVSLVAYTVHRNPDCFSPFPDTFWPDRWLTQETYTLPTG--EVIPSSDVLTRRDA 63750

Query: 428   WMVFGNGPHVCLGQRYAVNHLIACI 452

             +M F  GP  C G+  A+  + A +

Sbjct: 63751 FMAFSQGPMACAGKNVALAEMRAAV 63825

Scaffold_313 

          Length = 25930

 Score = 31.3 bits (69), Expect = 1.9

 Identities = 31/122 (25%), Positives = 50/122 (40%), Gaps = 18/122 (14%)

 Frame = -1

3814 SAGMLTFILYYLLKNPEAMRKLREEVDTMIGSRTMTVDDVHKLPYLIGGKTPFLSS*RRG 3635

3634 ADFSPAVMRETLRLGPPAPARGTAPFEDTLLKGKYPVAKDGRIYCGIYMVHRDPKVW 3464

3463 GE 3458

Query: 303  TSSAMTWLFQLLADHPDVLQKVREE---QLRIRKGDID------------VPLSLDLMEK 347

            ++  +T++   L  +P+ ++K+REE    +  R   +D             P        

Sbjct: 3814 SAGMLTFILYYLLKNPEAMRKLREEVDTMIGSRTMTVDDVHKLPYLIGGKTPFLSS*RRG 3635

Query: 348  MTYTRAVVKECLRLRPPVLMVPYRVKKAFPIT---PDYTVPKDAMVIPTLYGALHDSKVY 404

              ++ AV++E LRL PP    P R    F  T     Y V KD  +   +Y    D KV+

Sbjct: 3634 ADFSPAVMRETLRLGPP---APARGTAPFEDTLLKGKYPVAKDGRIYCGIYMVHRDPKVW 3464

Query: 405  PE 406

             E

Sbjct: 3463 GE 3458

Scaffold_603 

          Length = 1361

 Score = 30.9 bits (68), Expect = 2.5

 Identities = 12/34 (35%), Positives = 17/34 (49%)

 Frame = +3

Query: 382 YTVPKDAMVIPTLYGALHDSKVYPEPETFNPDRW 415

           Y +P   +V    +    D  V+P  ETF P+RW

Sbjct: 681 YALPPGTIVATQAWSMHRDEDVFPSAETFLPERW 782

Scaffold_258 

          Length = 35558

 Score = 30.9 bits (68), Expect = 2.5

 Identities = 8/17 (47%), Positives = 14/17 (82%)

 Frame = -2

Query: 399   HDSKVYPEPETFNPDRW 415

             H+ +++P+PE F P+RW

Sbjct: 20098 HNPRIFPDPEAFKPERW 20048

Scaffold_242 

          Length = 38300

 Score = 30.5 bits (67), Expect = 3.2

 Identities = 20/60 (33%), Positives = 29/60 (48%), Gaps = 6/60 (10%)

 Frame = -2

Query: 353   AVVKECLRLRPPVLMVPYRVKKAFPITPD------YTVPKDAMVIPTLYGALHDSKVYPE 406

             AV++E LRL PP        + A P          + VPKD  ++ +LY    D+KV+ E

Sbjct: 33958 AVMREALRLGPPA-----SARGASPYEDTTIGGGRFAVPKDTFIMCSLYNIHRDTKVWGE 33794

 Score = 29.7 bits (65), Expect = 5.6

 Identities = 22/64 (34%), Positives = 30/64 (46%), Gaps = 3/64 (4%)

 Frame = +1

Query: 346   EKMTYTRAVVKECLRLRPPVLMVPYRVKKAFPIT---PDYTVPKDAMVIPTLYGALHDSK 402

             + +  T AV++E LRL PP    P R   +F  T     Y V KD  +   +Y    D K

Sbjct: 18658 DSIDLTSAVMREALRLGPP---APMRGAASFEDTLLKGKYPVAKDVPIYCGVYMVHRDPK 18828

Query: 403   VYPE 406

             V+ E

Sbjct: 18829 VWGE 18840

Scaffold_3 

          Length = 326555

 Score = 77.6 bits (188), Expect = 2e-14

 Identities = 45/116 (38%), Positives = 60/116 (50%), Gaps = 15/116 (12%)

 Frame = +1

Query: 54     QAAHILASVIQASFLVFAQALSVIIAVAAYRLSPLHPLAHFPGSWVDKVTSLRVAYFALT 113

              QA H ++   +  + +F   L +  A   YR+SP HPLA++PG    K++ L +AY    

Sbjct: 263662 QAIHRISVAQECGYALFYW-LVMASATVVYRISPFHPLANYPGPLAAKISKLYLAYLTAK 263838

Query: 114    GHRAEHVTSLHDKYGVVVRIGK---------------SGPNRVSINSSDVIYPIYA 154

              G   E V +LH KYG VVRIGK               +GPN +S N SD I  IYA

Sbjct: 263839 GRAHEDVRALHSKYGDVVRIGKYLARASPLRFILILHTGPNELSFNRSDAIQTIYA 264006

 Score = 59.3 bits (141), Expect = 7e-09

 Identities = 66/274 (24%), Positives = 112/274 (40%), Gaps = 46/274 (16%)

 Frame = +3

263662 QAIHRISVAQECGYALFYWLVMASATVVYRISPFHPLANYPGPLAAKISKLYLAYLTAK 263838

GRAHEDVRALHSKYGDVVRIGKY (?)

GPNELSFNRSDAIQTIYA

264792 DDSSKSELTRDECISEGVLAIVAGSDTAATALTHLCYYLLTHPDSLQRLRQEIEEAYP 264965

       TLGSELDDLSRQAEMPYLNACM (?)

       TVGHRWI

265146 WSYHRGIVSPSMRDQSQCESDQLPSFVPEGVDVSVHHYSVHRNLQDFSPIPDTFWPDRWL 265325

265326 EQDAYVLPDGDVIGKGEVRTNRGAFMPFSVGPQQCAGKNLAMVELRAVACGLFRRFDLS 265502

265503 LSERMNICDYEKGLRDAYTTVRGPLYVKLKPRK 265601

Query: 291    EDAQYPPLSKPDLNADAMVAFEAGEGGDTLAGFLSIIIFYILKHQPVYQKLRAELEQAFP 350

              +D+    L++ +  ++ ++A  AG   DT A  L+ + +Y+L H    Q+LR E+E+A+P

Sbjct: 264792 DDSSKSELTRDECISEGVLAIVAGS--DTAATALTHLCYYLLTHPDSLQRLRQEIEEAYP 264965

Query: 351    LGEIAQDQYASLTEIPYLVAVI-------------------------------NEGLR-L 378

                    D  +   E+PYL A +                                 G R +

Sbjct: 264966 TLGSELDDLSRQAEMPYLNACM*VCYFEATCLR*SKI*KRDSALVAPRPHWPTTVGHRWI 265145

Query: 379    GANFAGFQRVVPQGGAVLAGQFIPAGTVVGVPAHLQH--IHPD--NFWPTPLEFRPERWF 434

               +   G      +  +      +P+    GV   + H  +H +  +F P P  F P+RW 

Sbjct: 265146 WSYHRGIVSPSMRDQSQCESDQLPSFVPEGVDVSVHHYSVHRNLQDFSPIPDTFWPDRWL 265325

Query: 435    K---------DGLGPGTI-TRQSAFMAFQFGGPFGCVGKTFAYRQLNVVLSRLLLAYDLT 484

              +         D +G G + T + AFM F   GP  C GK  A  +L  V   L   +DL+

Sbjct: 265326 EQDAYVLPDGDVIGKGEVRTNRGAFMPFSV-GPQQCAGKNLAMVELRAVACGLFRRFDLS 265502

Query: 485    FALDFDSKAFVEGWLNIRTTIFNYPLKVQASRRQ 518

               +   +   + +G  +  TT+   PL V+   R+

Sbjct: 265503 LSERMNICDYEKGLRDAYTTV-RGPLYVKLKPRK 265601

Scaffold_271 

          Length = 33736

 Score = 54.7 bits (129), Expect = 2e-07

 Identities = 29/92 (31%), Positives = 49/92 (52%)

 Frame = -3

28115 SLVAPFITLFLYHAILLASIALYRISPWHDLYHYPGPLPAKPSKWWMVWKERHGKQHLYV 27936

27935 KALHDRYGDVVRTGPNEISIRDVAAVVPL 27849

27065 DTIATVLSNVFWSILRFPRYYEQLQAEVDKFYPARADAFD

SVIPAGTNARVHTWSLQRDPRCFSRPDAFWPERWL

ARAFEPYFVGPLDCIGRALAQLELRMVLCALL 26421

Scaffold_271 

          Length = 33736

 Score =  289 bits (731), Expect(4) = e-159

 Identities = 165/351 (47%), Positives = 195/351 (55%), Gaps = 65/351 (18%)

 Frame = -3

Query: 287   RGQMMYHHIPWLAHYAKRLPMSPALKKMRGFALGRTAERYKKGASTKDLFYYL------- 339

             RGQM  HH+PWLA Y   LP SP L+KMR  AL RT  RYK G   KDLFY+L       

Sbjct: 27356 RGQMTCHHLPWLAKYKDLLPASPGLQKMRSVALQRTMARYKNGGLGKDLFYHLVSI*PPV 27177

Query: 340   ---------SNEDGVEKTPPPAAQVISDGVLATIAASDTTSTTLSNAFWNILRHPHYYKR 390

                      SNED  EKT PP  Q++SDGVLA   ASDT +T LSN FW+ILR P YY++

Sbjct: 27176 P*TIRP*NQSNEDSAEKTSPPTEQLVSDGVLAVFTASDTIATVLSNVFWSILRFPRYYEQ 26997

Query: 391   LQAEVDKFYPVGENAFDTKHHSKMTFLDA------RNETL--RMYPVLPSGS-------- 434

             LQAEVDKFYP   +AFDT H+ +M +LDA      R  T+  R+ P    GS        

Sbjct: 26996 LQAEVDKFYPARADAFDTAHYGEMVWLDAITCVLPRTHTVVRRLTPAQKRGSTALPDRP* 26817

Query: 435   --------------QRAPFPGNGDRVVGP--------SYIPDGTQARIHFWSLQRDPRYF 472

                           +RA       R   P        S IP GT AR+H WSLQRDPR F

Sbjct: 26816 RQPARTRAGRRRAGRRAIVSRRSPRPFAPLVLTQDPDSVIPAGTNARVHTWSLQRDPRCF 26637

Query: 473   SHPDTFWPERWLIAEGL-----------EPAPAGEKFVHNPNAFIPFSFGPSNCVGKNLA 521

             S PD FWPERWL A GL             A A E FVH+  AF P+  GP +C+G+ LA

Sbjct: 26636 SRPDAFWPERWLAAAGLGDSEATCEGPEGAAGAAEDFVHDARAFEPYFVGPLDCIGRALA 26457

Query: 522   QMEMRMVFCYLLQNLDFELDKSWNPAERENATEDQFVLLMRSPVQVTVRRR 572

             Q+E+RMV C LLQ L F   +  +P ERE   +DQFV++MR PV V+V  R

Sbjct: 26456 QLELRMVLCALLQRLAFAPARG*DPLERERTLQDQFVVMMRGPVMVSVSWR 26304

 Score =  202 bits (508), Expect(4) = e-159

 Identities = 94/137 (68%), Positives = 106/137 (76%), Gaps = 2/137 (1%)

 Frame = -3

Query: 38    LCHLIFKKWEPTYIPAVVTLLLVVPLGLSALLVP--HYGQLLAPLVALATYHTILLTSIA 95

             + HL FK+WEP  +P V+ L LV PLGLSAL  P   YG L+AP + L  YH ILL SIA

Sbjct: 28232 ITHLNFKRWEPLNLPIVIFLPLVAPLGLSALFAPGPSYGSLVAPFITLFLYHAILLASIA 28053

Query: 96    LYRLSPWHPLAQYPGPLPAKLSKWWMVWQERDCKQHLYIKQLHDRYGDIVRIGPNELSIR 155

             LYR+SPWH L  YPGPLPAK SKWWMVW+ER  KQHLY+K LHDRYGD+VR GPNE+SIR

Sbjct: 28052 LYRISPWHDLYHYPGPLPAKPSKWWMVWKERHGKQHLYVKALHDRYGDVVRTGPNEISIR 27873

Query: 156   NVDAVAPLMGTNGLPKG 172

             +V AV PLMGT GLPKG

Sbjct: 27872 DVAAVVPLMGTKGLPKG 27822

 Score = 93.6 bits (229), Expect(4) = e-159

 Identities = 47/87 (54%), Positives = 57/87 (65%), Gaps = 5/87 (5%)

 Frame = -2

Query: 180   GQGLEPPITGLIAIRDPAEHARRRRPWTRAFSTAALKEYEPILVKRISQLCEQLASQKGT 239

             G+ + P +  LI IRD  EHAR RR W RAF+  ALK YEP+L  RI+QL  +L SQ G 

Sbjct: 27756 GEPIVPSVVPLIGIRDSVEHARLRRSWARAFTAGALKGYEPVLTARITQLIAKLGSQTGE 27577

Query: 240   LDLATWFSWFTYDFMGDM-----TSCR 261

             +DLA   S+F+YDFMGDM     T CR

Sbjct: 27576 IDLALVLSYFSYDFMGDML*VCHTVCR 27496

 Score = 41.8 bits (96), Expect(4) = e-159

 Identities = 14/23 (60%), Positives = 19/23 (81%)

 Frame = -1

Query: 260   CRFGGGSEMLAHGDQDGIWTMFK 282

             C +GGGSE+LA GD DG+W +F+

Sbjct: 27475 CSYGGGSELLAEGDNDGVWALFR 27407

Query: 61    SVIQASFLVFAQALSVIIAVAAYRLSPLHPLAHFPGSWVDKVTSLRVAYFALTGHRAEHV 120

             S++     +F     ++ ++A YR+SP H L H+PG    K +   + +    G +  +V

Sbjct: 28115 SLVAPFITLFLYHAILLASIALYRISPWHDLYHYPGPLPAKPSKWWMVWKERHGKQHLYV 27936

Query: 121   TSLHDKYGVVVRIGKSGPNRVSINSSDVIYPI 152

              +LHD+YG VVR   +GPN +SI     + P+

Sbjct: 27935 KALHDRYGDVVR---TGPNEISIRDVAAVVPL 27849

 Score = 37.1 bits (84), Expect = 0.033

 Identities = 55/216 (25%), Positives = 78/216 (35%), Gaps = 55/216 (25%)

 Frame = -3

27065 DTIATVLSNVFWSILRFPRYYEQLQAEVDKFYPARADAFD

SVIPAGTNARVHTWSLQRDPRCFSRPDAFWPERWL

ARAFEPYFVGPLDCIGRALAQLELRMVLCALL 26421

Query: 318   DTLAGFLSIIIFYILKHQPVYQKLRAELEQAFPLGEIAQD--QYASLTEIPYLVAVINEG 375

             DT+A  LS + + IL+    Y++L+AE+++ +P    A D   Y  +  +  +  V+   

Sbjct: 27065 DTIATVLSNVFWSILRFPRYYEQLQAEVDKFYPARADAFDTAHYGEMVWLDAITCVLPRT 26886

Query: 376   ----------------------------LRLGANFAGFQRVV------PQGGAVLA---G 398

                                          R G   AG + +V      P    VL     

Sbjct: 26885 HTVVRRLTPAQKRGSTALPDRP*RQPARTRAGRRRAGRRAIVSRRSPRPFAPLVLTQDPD 26706

Query: 399   QFIPAGTVVGVPAHLQHIHPDNFWPTPLEFRPERWFKD-GLGPGTITRQSA--------- 448

               IPAGT   V        P  F   P  F PERW    GLG    T +           

Sbjct: 26705 SVIPAGTNARVHTWSLQRDPRCF-SRPDAFWPERWLAAAGLGDSEATCEGPEGAAGAAED 26529

Query: 449   ----FMAFQ--FGGPFGCVGKTFAYRQLNVVLSRLL 478

                   AF+  F GP  C+G+  A  +L +VL  LL

Sbjct: 26528 FVHDARAFEPYFVGPLDCIGRALAQLELRMVLCALL 26421

Scaffold_284 

          Length = 32214

 Score = 54.7 bits (129), Expect = 2e-07

 Identities = 30/77 (38%), Positives = 47/77 (60%), Gaps = 2/77 (2%)

 Frame = -1

21837 SVIAHIFTVYVSYWALLVTYTIAYRLSPFHPLARYPGPLLCRISKAWLAYIVATSGKMHL 21658

21657 YIQNLHMRYGDVVRIGE 21607

20817 KPDINVVAIDGQLAIIAGGDTTATALSHLFYCLLRHPQYLERLRKEIDDAVPIACGSF 20644

20643 KLDFSKLPAMPFLNA 20599

20393 FIPEQTQVSFSAYTIHRDPRYFSPLTDTFWPDRWLVQEQYVLPSGGVIPAAEVVTDRDVF 20214

20213 FPFSQGPTVCAGKTLALTEIRSVACALLQTFDISNADEASFDAWEDNLEEMFTT 20052

Query: 61    SVIQASFLVFAQALSVIIAVA-AYRLSPLHPLAHFPGSWVDKVTSLRVAYF-ALTGHRAE 118

             SVI   F V+    ++++    AYRLSP HPLA +PG  + +++   +AY  A +G    

Sbjct: 21837 SVIAHIFTVYVSYWALLVTYTIAYRLSPFHPLARYPGPLLCRISKAWLAYIVATSGKMHL 21658

Query: 119   HVTSLHDKYGVVVRIGK 135

             ++ +LH +YG VVRIG+

Sbjct: 21657 YIQNLHMRYGDVVRIGE 21607

Score = 40.2 bits (92), Expect = 0.004

 Identities = 27/76 (35%), Positives = 42/76 (54%), Gaps = 5/76 (6%)

 Frame = -1

Query: 300   KPDLNA---DAMVAFEAGEGGDTLAGFLSIIIFYILKHQPVYQKLRAELEQAFPL--GEI 354

             KPD+N    D  +A  AG  GDT A  LS + + +L+H    ++LR E++ A P+  G  

Sbjct: 20817 KPDINVVAIDGQLAIIAG--GDTTATALSHLFYCLLRHPQYLERLRKEIDDAVPIACGSF 20644

Query: 355   AQDQYASLTEIPYLVA 370

               D ++ L  +P+L A

Sbjct: 20643 KLD-FSKLPAMPFLNA 20599

 Score = 42.6 bits (98), Expect = 8e-04

 Identities = 34/115 (29%), Positives = 48/115 (41%), Gaps = 10/115 (8%)

 Frame = -2

Query: 400   FIPAGTVVGVPAHLQHIHPDNFWPTPLEFRPERWF--------KDGLGPG--TITRQSAF 449

             FIP  T V   A+  H  P  F P    F P+RW           G+ P    +T +  F

Sbjct: 20393 FIPEQTQVSFSAYTIHRDPRYFSPLTDTFWPDRWLVQEQYVLPSGGVIPAAEVVTDRDVF 20214

Query: 450   MAFQFGGPFGCVGKTFAYRQLNVVLSRLLLAYDLTFALDFDSKAFVEGWLNIRTT 504

               F   GP  C GKT A  ++  V   LL  +D++ A +    A+ +    + TT

Sbjct: 20213 FPFS-QGPTVCAGKTLALTEIRSVACALLQTFDISNADEASFDAWEDNLEEMFTT 20052

Scaffold_356 

          Length = 21704

 Score = 35.6 bits (80), Expect = 0.097

 Identities = 21/62 (33%), Positives = 31/62 (49%), Gaps = 2/62 (3%)

 Frame = +1

HPLAKFPGPKLAAATHWYSAYYEVWRDGALVEHLQELHKQYG 7683

QAVVGMGATFMHYNPEVFPQPYTFDPDRWLQPDDFRRGLG 9040

Query: 69   VFAQALSVIIAVAAYRLSPLHPLAHFPGSWVDKVTSLRVAYFAL--TGHRAEHVTSLHDK 126

            V A  ++  + +  YR+   HPLA FPG  +   T    AY+ +   G   EH+  LH +

Sbjct: 7501 VAAAVVAAALLLVVYRVY-FHPLAKFPGPKLAAATHWYSAYYEVWRDGALVEHLQELHKQ 7677

Query: 127  YG 128

            YG

Sbjct: 7678 YG 7683

 Score = 31.7 bits (70), Expect = 1.4

 Identities = 18/43 (41%), Positives = 23/43 (52%), Gaps = 5/43 (11%)

 Frame = +2

Query: 402  PAGTVVGVPAHLQHIHPDNFWPTPLEFRPERW-----FKDGLG 439

            P   VVG+ A   H +P+ F P P  F P+RW     F+ GLG

Sbjct: 8915 P*QAVVGMGATFMHYNPEVF-PQPYTFDPDRWLQPDDFRRGLG 9040

Scaffold_137 

          Length = 65931

 Score = 33.2 bits (74), Expect = 0.49

 Identities = 30/114 (26%), Positives = 48/114 (41%), Gaps = 25/114 (21%)

 Frame = +3

44077 GTFIPEGTVVAAPAYPTHFDDENYVGGDTFDPWRY44253

      GRFFAANELKAMLAYLVVNYDVKF 44412

46572 GTFIPKGTLMVTPAHATHLDEANYEHASVFDPWRF

      GRFFASNELKAMMAYIILNYDVKFA 46910

Query: 398   GQFIPAGTVVGVPAHLQHIHPDNFWPTPLEFRPERWF---KDGLGPGT---ITRQSAFMA 451

             G FIP GT++  PAH  H+   N+    + F P R+    ++ L P     IT    F+A

Sbjct: 46572 GTFIPKGTLMVTPAHATHLDEANYEHASV-FDPWRFVHQKEEDLSPTKHQFITTSPEFVA 46748

Query: 452   FQFG-------------------GPFGCVGKTFAYRQLNVVLSRLLLAYDLTFA 486

             +  G                         G+ FA  +L  +++ ++L YD+ FA

Sbjct: 46749 WGHGKHAWYAAFDSFRIMDSERADSRDSPGRFFASNELKAMMAYIILNYDVKFA 46910

 Score = 32.1 bits (71), Expect = 1.1

 Identities = 29/113 (25%), Positives = 45/113 (39%), Gaps = 25/113 (22%)

 Frame = +1

Query: 398   GQFIPAGTVVGVPAHLQHIHPDNFWPTPLEFRPERWFKD---GLGPGT---ITRQSAFMA 451

             G FIP GTVV  PA+  H   +N+      F P R+ ++    L P     +T    ++ 

Sbjct: 44077 GTFIPEGTVVAAPAYPTHFDDENYVGGD-TFDPWRYVREKEQDLSPSKHQYVTLSPEYVP 44253

Query: 452   FQFGG-------------------PFGCVGKTFAYRQLNVVLSRLLLAYDLTF 485

             F  G                         G+ FA  +L  +L+ L++ YD+ F

Sbjct: 44254 FGLGKRAW*VSHMNSPPERKVLNLVLSSPGRFFAANELKAMLAYLVVNYDVKF 44412

  Database: 2351363

    Posted date:  May 9, 2001  9:11 AM

  Number of letters in database: 28,400,321

  Number of sequences in database:  996

Lambda     K      H

   0.321    0.137    0.413 

Gapped

Lambda     K      H

   0.270   0.0470    0.230 

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1

Number of Hits to DB: 17971589

Number of Sequences: 996

Number of extensions: 304206

Number of successful extensions: 1666

Number of sequences better than 10.0: 76

Number of HSP's better than 10.0 without gapping: 18

Number of HSP's successfully gapped in prelim test: 29

Number of HSP's that attempted gapping in prelim test: 1593

Number of HSP's gapped (non-prelim): 194

length of query: 522

length of database: 9,466,773

effective HSP length: 48

effective length of query: 474

effective length of database: 9,418,965

effective search space: 4464589410

effective search space used: 4464589410

frameshift window, decay const: 50,  0.1

T: 13

A: 40

X1: 16 ( 7.4 bits)

X2: 38 (14.8 bits)

X3: 64 (24.9 bits)

S1: 41 (21.9 bits)

S2: 63 (29.0 bits)

