[bookmark: _Hlk138533461]Revised DNA and protein sequences of 71 PSC pseudogene in Fusarium graminearum.
The PSC editing premature-stop codon TAG and the edited amino acid residue Trp (W) are indicated by red color in DNA and protein sequences, respectively.

>PSC01-FG2G05850
ATGGAGGGTTATGACGATGTACGATGCCTCCCTAGAATCCCGAAGCTCTTCCCTACCTCTGACTCGCAACCGGAGCTCGTTCTGTTTTCCGCATCCTCTGATACCGGAAGCTCGACGAATAGCGCTCCCCACGCTCTTGATACTTGCAACGATAGTAATAAAGATGGCAGACGAGAGGAAGACCAAGAACAAACCGAGTCTCTGCCCAGTAACGCCCCTCACTCGACGCTCATAACCTTTGGAGATGAAAAGGCTATGTTTTAGAAGAACAATGATGCGGAAGAATACCCAAAGCCTTCAAGAGTGTTCACGACAGAGATCACACAGTCTTCACAGGACGACACGGCTTCACTTAACCCCTGCACCAGTTCCGCGCACTCAGACGGTGACCGTCAAGAGGACGCCACAGAAGACTGGAGAAATTTGGGCAACGAAGCTCTCAACCCGGATGACCACTCCGATGGTACCAATCCTGGCAGTTCGGGTGAAACAACACCAAACGCACGCTTCTTTGAGACATGCATAGCTTCGATTGGCGCTCAAGAACAAGCTCCGCAGCCCTTGACAAGACACCGCTTGCAATCAATACCGGATACACGACTCTACAAGCTAGGTTCAGTATACAACAAGCTGAAAGGGATGGCGGAAGATTCACAGGCTGCCACTGCCGGTAGTGATACGCCTCGGCGGGACCTAGACGCTGATCCTGATGGCACTTTGGAGGGCCCTGACGTTGCCTCGGAGCCAGACTATCCAGCTTACTACATCTTCGACCCTCGGTCAGCTGGCTCTGCATACTATATGTATCAAGATTCTGATACACAAGAAGGTTACAAGATCGAGAAAGTTTCCTTCAAGCCCATGCTGCCAGAGCCAGGACAGCGAGCATACTGCATTGAGGCATCGGAGAAAGACCAAGGTGAACCCAGGCACGAGAGCCAAGAGACACTGTGGAGGGTCGACTCATCTCGCGTTCCTGCAGTAGTCATCGATTCAGACAGCTCAAGTTCACACGAAGCGGTCGTTGATACGAACGAGCCCCTTTATGCTGGGGATGAGGCTACCCAGAGTATTGCCAGGAAAGTGAGCGATCGACTTCAGAAGATCCGGCATTTGAGGGAACACCTGCGTGTCATCAATGGAAAAGGGCGAGACGTTCCAGAAGCGAGAGGACTGTATCTCATTGGTGACAAGGATATCCGCGATGTTGTCAGTATTGTTCTGAGCGAAGTGTTCAAGAATGGCCATGTCGATCGATCCGAAAGAAGAACCACAACAACGGAATCTTCTGAGGGTCGACCCCTACCAAAGTTAGACGGAGATTCAAATGCTATTCTGGTGCCTACACCCACAGCAGTAGATCCAGCAACAACCATCAACCTACCCAGCACCTCTTATGCAAACATTAACGCATCAGACATGCAAGTTCACACTAAAACACGCGGTGCCGAGTCCGATACAACGACAACAGTCATCACACGTCGGAGTGTTGCTGAAATTGTTTGGGCTCGGGCTTATCCTGAAGGCTATGATCCGGATTCGCGAACGCATGGTCGAACTGTGTCTGACTGTTGCTCGCCCACTCACGGAGGCTCACGTTCGTGTCCAGATGATCGAAGACAGAGTCATCCCAAGGAAGTCAAAGGCGATCCTACACTACGACATTTTACTACACCAAAGAGTACAGCTGAGATTCTCGCAGACATTATGTGCAACAAGAGCTTTGAACAGCAACTGAGAGTCAGCGATGGCACTGTCATTACTTCATTTCCCAGGCTCTTTTCTCGTGATTTGACCACAGAATGGCCTAGATCATTTCCAGATGGCGGAGACTTGATCAAGCCTGCACCCTCTACGCTGTATCACCAAGGCGTTGATGCCTGTAGTGGTCTTCATGAGCCAGTATCATCACCTTCTAACGAGCAGCCCCCGATATGTCCAACATCCACGACCAACGATAGTTCGTTCTTTGGTGCAAATCCTTTCAATCCTAAATCTAGGAACAAATACTTGCCAACTCCTCTTGCAGCAGAGAGAAGACTCAGCGCTTCTCTGGATGCTGATACCCTAAGACGCCGCAGCACGCAGATCGCTGACATTGAAGAAGAGCGCTTGGACGATTGCCAACCACGTCCTGGTCTTATGAACAAGATCAAGCACGGCAGCCACAAGCTTTTTCATAAAGGCCATTTTCGGAGGCCAAACGGGAGTACAGCGACCGAAGAGGATGCTCTTGATGAGAGCAGTGTCGTGCGTTCAGGGAACGGCACAGGAAGAGGAGGAGCTCCAGAACCGCCCGTATCAGATAGCTCGAGAGTACACAATACCGCAACAGGGGGTAAGCTCAACGTCGCCTCATATGAAGAGGGGATATGTTCGGAGGATGACGAGCCACACAGATGCGTCAACGATTCATCGTCTCGAGATCTTTCTCCGAAACGATGA
>PSC01-FG2G05850
MEGYDDVRCLPRIPKLFPTSDSQPELVLFSASSDTGSSTNSAPHALDTCNDSNKDGRREEDQEQTESLPSNAPHSTLITFGDEKAMFWKNNDAEEYPKPSRVFTTEITQSSQDDTASLNPCTSSAHSDGDRQEDATEDWRNLGNEALNPDDHSDGTNPGSSGETTPNARFFETCIASIGAQEQAPQPLTRHRLQSIPDTRLYKLGSVYNKLKGMAEDSQAATAGSDTPRRDLDADPDGTLEGPDVASEPDYPAYYIFDPRSAGSAYYMYQDSDTQEGYKIEKVSFKPMLPEPGQRAYCIEASEKDQGEPRHESQETLWRVDSSRVPAVVIDSDSSSSHEAVVDTNEPLYAGDEATQSIARKVSDRLQKIRHLREHLRVINGKGRDVPEARGLYLIGDKDIRDVVSIVLSEVFKNGHVDRSERRTTTTESSEGRPLPKLDGDSNAILVPTPTAVDPATTINLPSTSYANINASDMQVHTKTRGAESDTTTTVITRRSVAEIVWARAYPEGYDPDSRTHGRTVSDCCSPTHGGSRSCPDDRRQSHPKEVKGDPTLRHFTTPKSTAEILADIMCNKSFEQQLRVSDGTVITSFPRLFSRDLTTEWPRSFPDGGDLIKPAPSTLYHQGVDACSGLHEPVSSPSNEQPPICPTSTTNDSSFFGANPFNPKSRNKYLPTPLAAERRLSASLDADTLRRRSTQIADIEEERLDDCQPRPGLMNKIKHGSHKLFHKGHFRRPNGSTATEEDALDESSVVRSGNGTGRGGAPEPPVSDSSRVHNTATGGKLNVASYEEGICSEDDEPHRCVNDSSSRDLSPKR*
>PSC02-FG3G01790
ATGTCTAAGGGACAAGTAGTAGCTCATTACAACTACCTGAGCATGATGCGCGTCGATCAGGCCGATCTACCTAGTGACGGATTGCCCAAATGGTACAATGGGTACATGAACCACGAATTCAGTCACGAGAGCCATAAAGGACACGACATGCCTATTACAATGACAGTGGACTTGAATAATCAAATACGGATGGGCGTCTTGATAAACGCTACTTGGCGTCCTAGATGGACGACTCCATTGAAAACCTTGGCCCAGTATTGTGCCTTTCCCAATCCCAGAGACATGACGGCGTACATCGATATCATCAGTAAGTCTTATGATATTATTACGCTACTCTTAGTCAGTGCTTCAGGTCCCCGTCTGCCTGCTAACGCCCTTTGATAGTTCCAGATATCGTCCATGAGGCTGCTCTTATCGCTTCCAATCCGCCATCTGTCTCCGATGACATCCTGCGGGACAACTGGCCCCGTTCACTAGTTTAGAATACTAGTAACGGTGACGCGGCTGATCCAGAGTTCCACAACTTTATCGAAACGAAAAAGTTCTACGACGAAGACACGGACTTCAGTAACGAATTCGTCAGACCGCCGCCAACTCAAGTACTTCAGGCGTACTATGAGGATGAAAGAGTCCATGATTTCGTCGACCAAATTATCGAGCTTTGTCCCCAGCCAACCTTCCTACCTATTCGGAATGATCATGTATCAGAGAGGAAGGATCACTTGTGGGCTCCAAAACGCCTACATCCCGAGGCATTTGTGCTCGCTGCAGCCGCCCAGATCTTGCTATTCGCTCCCCAAGATTGGAACCCGGACCGTGACTACTCGCGCGACAAGTACACACATCGATTTCCGACTCCTGATAACCTCGACATTGGTGGTGGCACAGACAAAGTAGTTAGTAACAAGTACTCGATGGAAGATCTCCACCGTGCCATTTTGATGTTCTACCGCCTGGTCGACCGTCGAAGTCAAAAGGATTGGCTTACCAAGAGGGTACTTATAAACACAAAATCCGAGTTCCCAGGATACCACGATCCCAAAAAAAACCCAAGAGTGACTGAGATGGATTGA
>PSC02-FG3G01790
MSKGQVVAHYNYLSMMRVDQADLPSDGLPKWYNGYMNHEFSHESHKGHDMPITMTVDLNNQIRMGVLINATWRPRWTTPLKTLAQYCAFPNPRDMTAYIDIIIPDIVHEAALIASNPPSVSDDILRDNWPRSLVWNTSNGDAADPEFHNFIETKKFYDEDTDFSNEFVRPPPTQVLQAYYEDERVHDFVDQIIELCPQPTFLPIRNDHVSERKDHLWAPKRLHPEAFVLAAAAQILLFAPQDWNPDRDYSRDKYTHRFPTPDNLDIGGGTDKVVSNKYSMEDLHRAILMFYRLVDRRSQKDWLTKRVLINTKSEFPGYHDPKKNPRVTEMD*
>PSC03-FG1G16130
ATGGCACAGACGCTGCTAAAGAAGGCCAGCCAACAGTTCATACGACTTTCTTCTTGCGATTCGAAAAATGCAATCGAACCGTCGCCGGACTCTGAGTTGAATGGCCCTGAAGGCCCTGAAGCACAGCATGGTCGCAAGGTTGGCAACATTGCCTCGAAAAGATGGAAGCCTCTTCGCAGTGCTTTCAGAAACTTAAGAATCAGTGGACGGAGCGGTAAGTCATCCGTTTGCCCTCACTAATAACCTGACCTAACTTTAATAGTTATTGAGATATCAAAGGATTCAAAACCGCCCACGGAGGACCAAATCAAGGCCCATCAGTTGACCAAATATGCCTTACAACATGGATTCACCGTGAAGGGCACCAATCCGAAAGGAATGCCCCGAAAGTCGCACCTGAACCCTGTGGCCATGACCTCCAATTCGACCTTGGTGATCCGAACTCCTCCACAAAGGGCGCGAAGTTCTCTTCAACCATTGAATATTACTCCATTGAGTGACTTGGAAACCCCTTCTTGCTCTGAGGCAAGTGCTAAGCCCTCATCATATCAGGAAGAGTCAACAGCCAAGACATCGATCGAATCCTCTTCCTCGCAGCAGTATGACGCAACAGCTGATAGACGATACAACAGACGGAATCCATGGACTCGCTCCAGTCCCGAAGGCCGGGCACTTACCACTATTCCAGAAGCTGGCGTGGTTCAGGCTCGACCCACCATCGCTACCGTAGAGAGAGCCTCTGCCGCAAAGATCTTTCTCGAGACCCATTTCAACGAGATTCTGTACAAGCCCAATGCCAGGGCCTTGAGGAATCAGCAACTTGAAGCGCAGTTGCGTACCTGCTCGCTAATGTCATTGGATGAAAAGGAGAAGATTCGGGTGCAGTACAGAATACAAGAAACCTGCCACCTGAGGGAGCTACGGGCAATGAAAGCCACCTGTATCGCTCAGAAGTCGAATGACGATTGTAGACTATCGGTCAACAATTACGAGCCGCTACAGATTTTAGGCAAGGGAAGTTTTGGAGTGGTTAGATTGGTGCGTGAGAAGCCTGCCCCAGGTCATGCTTTCCCAGGACAAGTATACGCCATGAAGGTAATTCGAAAGTCGGAGATGATACGGAACAGCCAAGAGGGACATCTCAGGGCCGAGAGAGACTTTCTTGTTGCCTCCGAAGGCTCGCAGTGGTTCGTTAAAGGCAAGGTCGGAATTCTCCAGTACTCAGCTAACAGAACGTTCACAGGGCTGTCCCATTGATTGCTAGCTTTCAGGACCCAGCAAGTCTCTATCTGGTGATGGAGTACATGCCCGGTGGAGATTTCCTTGGGCTACTGATTCGACAAAACATCTTGCAAGAACCCATTGCGCAATTCTATATTGCAGAGATGATCCTTGCTATGGAAGAGGCCCATCGTTTGAACATTATCCATCGAGACATCAAACCAGACAACTTTCTTATATCGGCAACCGGCCACTTGAAGATCTCCGATTTTGGGCTAGCATTCGATGACCATTGGTCCCATGACGCAGCATATTACAACACACATCGATACTCACTGGTTCGAGGACTTGGCATCAACATCAACGGCGATGAGACAGACCAGAAATGCAGCAAGAACATACTAAAACAATTCGAATGGTACCAGTCCGTCGTTTCCGGGATAGACAGACACGGAAGATATCCGTTGGCCAAGGATGAAGATTTGCGAAGTCTCATCGGTTGGAGAAACAGGCATGGAAACCGGACTGGTGCGCGGTCCGTCGTCGGAACTAGCCAATACATGGCCCCCGAAGTCGTTCGTGGTGAGCAGTACGACGGAAGATGCGACTAGTAGAGCATTGGAATCATCCTATATGAATGCCTCTACGGACAGACCCCCTTCTTGGCAGAAGAAGGGCGTAAGCAGACGAAACAAAACATCGTTGTGAGTACACCCAATTACATTCCAGCTGAGCGAAATGACTGACATACTGTCGCAGGACTTCAAAAAGAACTTCTGCTTCCCGCGCAGGCCTTTCGTTAGCGAAAAGTGTAAAGACCTCATACACTGTCTTATCCAAGACAAAGAAGAGCGCCTGTGTTCGAGGAAGTACCAAACATCATACCGTAATGGGTTTCAGGGTCCACGGTTGACAGATTACACTGGTCGCTACGTTTTCCCTGGCGACGCCGAAGACATAAAAGCGCACAGATGGTTCAAGAATACGCCATGGGAGCGCTTGCAGTCTATGCCAGCACCCTTCACTCCCAACCTACAGAGCGATGATGATGCCCATTACTTTGACGAGTCTGAGCCGTTCGAAGACTGGTCCGAGTCGATACCCTCCGGGATATACCTCAACACAGAAGATGTGCGAGAGTTGCTGTTTGGATTTGATACACATGTACAGCAGAAGGCGATAGAGCTCATCAAAGTCCCATTTGATGCGGCCAAACTCCGAAGCATGGACCGCGAAATCGATGCAGCAAAGGACCTCCAACTCAGTGAAAAGGCAACTCTGAAGCAGTTTGTCAGGTTCTACGGACACAAAGAGCGCAAACGCCCACGAGACATGCTGCTTCGGGACAAGAATACGAAAAAGATATCATTGAGGATACGAAAAGAGACTGCCTTCATGGGATATACTTGGCGACGAATGCGACCTGGGGGTTACATCGATCCGAGACCTATAGAGACGCCTCCAGTCTCTGAAGTTCAAGTTGCGGCTTAA
>PSC03-FG1G16130
MAQTLLKKASQQFIRLSSCDSKNAIEPSPDSELNGPEGPEAQHGRKVGNIASKRWKPLRSAFRNLRISGRSVIEISKDSKPPTEDQIKAHQLTKYALQHGFTVKGTNPKGMPRKSHLNPVAMTSNSTLVIRTPPQRARSSLQPLNITPLSDLETPSCSEASAKPSSYQEESTAKTSIESSSSQQYDATADRRYNRRNPWTRSSPEGRALTTIPEAGVVQARPTIATVERASAAKIFLETHFNEILYKPNARALRNQQLEAQLRTCSLMSLDEKEKIRVQYRIQETCHLRELRAMKATCIAQKSNDDCRLSVNNYEPLQILGKGSFGVVRLVREKPAPGHAFPGQVYAMKVIRKSEMIRNSQEGHLRAERDFLVASEGSQWAVPLIASFQDPASLYLVMEYMPGGDFLGLLIRQNILQEPIAQFYIAEMILAMEEAHRLNIIHRDIKPDNFLISATGHLKISDFGLAFDDHWSHDAAYYNTHRYSLVRGLGININGDETDQKCSKNILKQFEWYQSVVSGIDRHGRYPLAKDEDLRSLIGWRNRHGNRTGARSVVGTSQYMAPEVVRGEQYDGRCDWWSIGIILYECLYGQTPFLAEEGRKQTKQNIVDFKKNFCFPRRPFVSEKCKDLIHCLIQDKEERLCSRKYQTSYRNGFQGPRLTDYTGRYVFPGDAEDIKAHRWFKNTPWERLQSMPAPFTPNLQSDDDAHYFDESEPFEDWSESIPSGIYLNTEDVRELLFGFDTHVQQKAIELIKVPFDAAKLRSMDREIDAAKDLQLSEKATLKQFVRFYGHKERKRPRDMLLRDKNTKKISLRIRKETAFMGYTWRRMRPGGYIDPRPIETPPVSEVQVAA*
>PSC04-FG1G45470
ATGACCGATGCTCGTTTGCCTCGATCTATCAATTCATCAACCCAGGCCATTCAAGCTTTAGCCAAAACTACTTCTACTGATCAGTCTCCTTCACCGCAGCCCTTGTCGACACAAGGCCTCCAGGACGGCGGGTCTCGTTCATCATCGACAGGTAGCGTCGCTTCTGTTACTCGCAAATCGCCGTCATTCCCTTCATCTGAGCAAGATATTCAAGACTCTGTAATGTTTTCCACAATTATTGACCACACTCGTGGCCTTCTCCCTCGAAGGGAGTCTCAAGTACAAGCTGTTGGCGTCGGCGATTTTGATCACACGCCTCCTGCCAGTGGGCGTCCATCCGTGGACATCCCAAGAAAGAAGCATGAGGGAGAAGGCATTAGATCTCAACAACTACTTCATAAAACATCCCAGATCGACAGCCCTCTTTCTACTAAAGATCAACCTACTTCAATGGTCTCGAAACCTCTCTTGAGTACGTCGAGGACAACATCGGTCGAGGTGAACAGTCCCTTGCCTGGTCTTACATACCACAAATCCTCTGTATCGCAAGGCGGAACTGCCACGGATAGTACGCATACAGGGTTACGCGATGAGACACGGATCCAGCAATCGCTGAGTCAAACCTCACTTGACTTAAGCAATGTCAACTCCGACAAGGACTAGAAGTCTGGCACTCTTCAGGCGAAAGACTTGAACCGAGAGGAACGAGAACAACCAATCCCTCTTGCGGACACTCAGGGCCATGTTGACGGGCTCCCATCTTGGAACTTTCGACCCATTCTTTCTCAGCATTCTCCTAAAGATGATGCGACTCAACAGTGGAGTAGATCTAGTTCGTTGAATTACTTCTCTGACCATGCCAAAGATCCATCTTGCCCAAATCTCAACACTGATCTGGCCCCCGTAAGCCCTGGCAGCCAGGAGGGGGAACCAAGCCCATGCAATGATACCCAATCACCCAGTGCTGGGATTCCAGAAGTCCAGCTGATCAAACTGCACGATCGCCACGATAATCTCCACGACTCGAATGCGCAACTATCCACACCGGCTGGATCCGGCGAACCGTTGATCGCATATGCGCAACCATCAGGTCGAAGCCAATCTTTTGGGTCAATCATGGATTACTTGTGGAAAAGCCAATGGCTGAAACGTTTGTCAGGGTTAAGCGGATCGCTCGATCCCATGCTTAAAGAAATATCACTTCGAACGAAGTCGATTAGAGCTGATGATAGACGTCCATCAGAACCTGTACTGCCGAGCAACCAAGTTCCGCATAGACTATCCTCTTGGTCTCCCTTGCCTGGCGAACCGGATCATCACGTTGACGGCCTATTGTTTAAACACACTTTCAGTAATCTCGAAAGGCTTGTTGACGAGGCCCTCTCGCTTACATTAGAGGTAGCCGACCATTCGGAGACTGCGAGCCACGACAACCAAAATTCTCTTCCTGAAGCAGGGGATCTAGATTCGGTTACTAAGCCAAACACATCGCCTAAAGCCCAAGAAGAAAACGAAGTGGTTACAGAAGGTGAAAGCCGTCAAAACCACCATGGGAAGCCACAATATAGACGTGCTGCCACTTACACCACCGTACCAATACGTCCACGCTTAGCTGATATTGTCGAGAGTTATTCGGGAACGTATCAGGAGCTTCGAACGAGAACTCACATCGACCGCACACGCCAGGGAAGCTTCTCGAGACAAATACCACATGGTGTCTTCTCACGGTCGCCCAGTCATGCAACAAAGGTGGAGCCCAAACGCAAGTCTGTCACACTGGAGGATCTCCTGAGCACCGTTACTTCTCTCAAGACGGATGGTCATAGCAAGGGCACTGAAGCCAAGATCCAAAAGTGTGCTTCATCTATTAGCCTCCCGTCGGCCATTGGAAGTGGAACTGGACGAGATGCCTTGCAGGAGAATGACATCGCTGGTAGGAGGCTGCACTACGAACATGGGATTAACCTACGAAAGAGATCACACGTCAGTCTACGTGATACGCGTGGATTTAATCTTCCAAAGTCCCACGTAAGGCATCCAATTGCGAGAGACTGGTCACCAGTTCGGAAGCGTTTTGTTGCTTCTGTCGCTTGCTTGAGTACAGCCCTAATTGGAGTACTCCTTGGAATATACACGGGCCTGGTTCCTTCAATTCAGTACTACATCGTGGATCAGTCGCACGTTGCTATCCATGGCAACACCGGTTGTTTCCTGGCTCTCGCTTTGCCCTCGTTCTTTCTTTGGCCGTTGCCGCTACTTCACGGTCGGAAACCATATATCATGTCAAGCCTCATCATTGCAATGCCATTGCTTTTCCCCCAAGCGATCGCTGTCAGTAATCAAAGATTGACAAACACCACCTACTGGCGAGCCATGCTTCTGACTTGTCGTACGCTGATGGGTGGCTCACTAGGATTTGCCAGCATGAATTTTCACTCAGTTCTAACAGACCTGTTTGGTGCATCTCTGATGTGCAGACACCCTCATCAAGAGGTTATTGACCAGTTTGACGCAAGGAGGCACGGGGGAGGTATGGGTATCTGGCTTGGAATCTGGACCTGGTGCTGGATTGGATCCCTCGGTGTTGGTTTTCTCATCGGTGCCGCCATTATTGACAGACATCCCCCGGCCTGGGGGTTTTATGTCAGTATCATATTGATTGCAGTAGTGTTGATACTCAATGTGGTATGCCCCGAAGTACGAAGGTCTGCATTCCGACGATCTATTGCAGAGGTACGAACTGGGGGGGACATTTCGCGACGTTTAGCCCGAGGAGAAGTCATGATGCATCGAGTCAAGACAGGTCCCAAGTGGTGGGGTCAAGAAGCATATCATGGGGTTCGCTTATCCCTGGAGATGCTTGAACAACCTGGTTTTGCCGTTATGGCGATTTATGTCTCATGGATATATGCTCAGATCGTCCTTGTCATCATCCTGATGGGCTCGCTTGTCTCTCGCTTCTACCGCCTACGATCACCATATGTCGGTCTCCACGTTGCTGCAGTGGCTGTCGGCGCTCTGCTTGCAATCCCTTTTCAAAAGGCCAGTATCTTCTCGAGATCTCGCCGTCGAGAAGGCAAGTCCAATCGAGAGACTATAGGCAAAAAGGTCGCATGGTCATCGCATCTCATTCGACGGGCCATCTTCACGATATCCTTGCCCATCGGAGCTGCCTGTTATGCCGTCGTCTCTTCTGGGCCACCGATCAGTTCTATCGTTCCAGCTTTCTTTGCTCTGTGCATGGGCTTTTTGTCGTGTCTTGCAATTTCTGAATGCAATGGCCTCATCATGGAAACGTTCGATACTTCAGACCTATCTCCTGGCATGGTTGGTCTCCACCGTGATCCATCGGGTCAAGACCATCGAAGGACCAACTACTCGTCCTTTCCAAGAGTTACAGCAGGTTTCGCTGTAATACACTCCCTTTCATATATCCTGGCAGCAGGCGCAACTGCTCTGGGCGGCCATGTGACCCGAAAGCTTGGGCAGCAAGTCGCAACATGCGTTGTTGCGGGCATACTCTTCTTGTTGACAGTCTTATTACTTCTCGTACTCATAAGGTTCAAGAATGTACTCATCATACCTCGATCAAAGTCCGAGGAGATGGAAAAACTGACCCAAGCTCGACGCCAATCTTCCCAACGCCGGGCTACTATGCCCAACGACATACGCGCTTTGATGGAAGAAGATCGCGCTTGGCGGCCTGCGATGACGGGCAACCCAATGGGCAAAAATCGTCGAATGAATGTGCTTGAAATGGGGAACTTGACACGATGGGAGGACATTCGAAGGAGAAACAGGCTCATAGATTCAGGTGTACATATCAACCGCGAAACACTAGATCATGGGCTAGAGTCTTTGGGCGTTGCTCTAGAAACCCACGTTGACAATATGCGACAGAATGCCCAGGGATTTTTCAGGCGAGGAAGCTTGAGAAGACATGGAAGCCGCCGCCTGCGACGCAGCAACCAAAGCAGAAGCAGTGAGCAAACTTTCCATGACCTAGAGTTGGATACGTTTGAGCCTGTCGGAACACAGGGCGAGTCATCCCAGCAGCCACGACAGTTTGCTGAGAGGGATTGTGTGATGGGTCAGGCAATCAAGGAGGAGGACAAAGGCGAGAATCAAGCTGGGGCAAGCAACTCTCGCAAGGATGTTTGA
>PSC04-FG1G45470
MTDARLPRSINSSTQAIQALAKTTSTDQSPSPQPLSTQGLQDGGSRSSSTGSVASVTRKSPSFPSSEQDIQDSVMFSTIIDHTRGLLPRRESQVQAVGVGDFDHTPPASGRPSVDIPRKKHEGEGIRSQQLLHKTSQIDSPLSTKDQPTSMVSKPLLSTSRTTSVEVNSPLPGLTYHKSSVSQGGTATDSTHTGLRDETRIQQSLSQTSLDLSNVNSDKDWKSGTLQAKDLNREEREQPIPLADTQGHVDGLPSWNFRPILSQHSPKDDATQQWSRSSSLNYFSDHAKDPSCPNLNTDLAPVSPGSQEGEPSPCNDTQSPSAGIPEVQLIKLHDRHDNLHDSNAQLSTPAGSGEPLIAYAQPSGRSQSFGSIMDYLWKSQWLKRLSGLSGSLDPMLKEISLRTKSIRADDRRPSEPVLPSNQVPHRLSSWSPLPGEPDHHVDGLLFKHTFSNLERLVDEALSLTLEVADHSETASHDNQNSLPEAGDLDSVTKPNTSPKAQEENEVVTEGESRQNHHGKPQYRRAATYTTVPIRPRLADIVESYSGTYQELRTRTHIDRTRQGSFSRQIPHGVFSRSPSHATKVEPKRKSVTLEDLLSTVTSLKTDGHSKGTEAKIQKCASSISLPSAIGSGTGRDALQENDIAGRRLHYEHGINLRKRSHVSLRDTRGFNLPKSHVRHPIARDWSPVRKRFVASVACLSTALIGVLLGIYTGLVPSIQYYIVDQSHVAIHGNTGCFLALALPSFFLWPLPLLHGRKPYIMSSLIIAMPLLFPQAIAVSNQRLTNTTYWRAMLLTCRTLMGGSLGFASMNFHSVLTDLFGASLMCRHPHQEVIDQFDARRHGGGMGIWLGIWTWCWIGSLGVGFLIGAAIIDRHPPAWGFYVSIILIAVVLILNVVCPEVRRSAFRRSIAEVRTGGDISRRLARGEVMMHRVKTGPKWWGQEAYHGVRLSLEMLEQPGFAVMAIYVSWIYAQIVLVIILMGSLVSRFYRLRSPYVGLHVAAVAVGALLAIPFQKASIFSRSRRREGKSNRETIGKKVAWSSHLIRRAIFTISLPIGAACYAVVSSGPPISSIVPAFFALCMGFLSCLAISECNGLIMETFDTSDLSPGMVGLHRDPSGQDHRRTNYSSFPRVTAGFAVIHSLSYILAAGATALGGHVTRKLGQQVATCVVAGILFLLTVLLLLVLIRFKNVLIIPRSKSEEMEKLTQARRQSSQRRATMPNDIRALMEEDRAWRPAMTGNPMGKNRRMNVLEMGNLTRWEDIRRRNRLIDSGVHINRETLDHGLESLGVALETHVDNMRQNAQGFFRRGSLRRHGSRRLRRSNQSRSSEQTFHDLELDTFEPVGTQGESSQQPRQFAERDCVMGQAIKEEDKGENQAGASNSRKDV*
>PSC05- FG4G32110
ATGGTCGCTGTCCCTCCCCACATCTTGCGTGCGATTGCACAAAGCAAGGCTGCAGAGCACATTTGCCGATCGGCACAGATCACTCTCGAACACACTGAGCGAATCTTGCAAGCCAGGGTAGGTCAAACATTCTAGCAGACCTCAGGGTATCAGAAATATTGGCCACTGGAAGTACAAGGGACGCAATGACTAGGTTAGCTTATGCTACTTAGGCTAGGCTTCTTAGGCCTTTTATTTCTGTACCCTAAGACTTGGAGGCCATGGACCTTCTCTGCTACTTCCTAGGTAGAGATTGCAACTAACATGCTGCAGCGTCAATCCTTCCTGACCAGGGAGTCCGTATCTCATCAACAACACATAATCCCTCCTCAAATACTGCGCAACATTGCAGAGTCGGACGCCGACGAGGGCACTCGCGACAAGGCTAGAGAAAGCCTAAGTCATCTAGAGAGCATCATCGGTAAGGTCAAAGGTTCCCAGCCCGAACCTCAGGCCGAGTCTCAACGAGTGCTGGAGGCTTCAGACCATGATTCGACAAAGCCATCACCCAAGGATCCTCCTTACCGTGCCATTTACGACATCCATGAAAGCTCAAACGAAGAAAAGCTTCCCGGCAAGCTTATTCGTGACAACAAGAATGAAGCCGACAAGTCAAAAGACAAATCAGTCAACCTGGCATTTGACAATGTCGGTGTTGTATTGGACTTTTACAAAAAGCACTAGAAGTGGCTTTCCATTGACAACAAAGACATGGATGTAATCAGCACTGTCCACTTTGGAAAACAGTACGAAAATGCTTGTGAGTGATCTCAGAGGGGTGCATGTGTCGCCATTTGGACAAGTACCTCACCTTTTCAATACATCTTTACTGACAAGTGTTGTAGTTTGGGACCCAGAAAAGCTTCAGATGGTCTTTGGAGATGGCGGCGAGTTCCTCAACAACTTTGTTGGATGTATTGACGTTATCGGGCATGAGCTCACTCATGCCGTCACGACAAATACAAGCCCTCTCGATTACTATGGCCAGGCAGGTGCTCTGAACGAGCACATCTCAGATGTCTTTGGCATCATGGTCAAGCAAGACGTCCAGGATGAAAAATCCCCAGTCGCAGATTGGCTCATTGGCGAAGACTGTATTCTTCCTGGTGTCAAGGGAACTGCGCTACGAAGCATGAAGGAGCCCGGAACAGCCTACGACGACCCTATTTTCGGCAAGGATCCGCAGGTGGCTCACATGAAGCAATTCAAGACGACATTCGAGGACAACGGAGGAGTGCACATCTTTTCAGGAATCCCGAATCGAGCCTTTTATCTTGCGTCCAACGCATTTGGCGGTTACTCTTGGGAGAAGGCTGGCAAGATCTGGTGGGCAGCCATGAGGTCAGGCAAGATAAAGCCCCGGTGTACGTTCAAAGAGTTTGCCGATGTGACGATGGATTGCGCAAAGGAGCTCTTTGATGATAAGACGGCTAAGGTAATCAAGAAGGCGTGGGCAGATGTTGGAGTTCTCGACGATGTTGGCACTGAGTCAACCCCAGGTAACTGGTGTGGTGTTTTGTAG
>PSC05- FG4G32110
MVAVPPHILRAIAQSKAAEHICRSAQITLEHTERILQARVEIATNMLQRQSFLTRESVSHQQHIIPPQILRNIAESDADEGTRDKARESLSHLESIIGKVKGSQPEPQAESQRVLEASDHDSTKPSPKDPPYRAIYDIHESSNEEKLPGKLIRDNKNEADKSKDKSVNLAFDNVGVVLDFYKKHWKWLSIDNKDMDVISTVHFGKQYENAWDPEKLQMVFGDGGEFLNNFVGCIDVIGHELTHAVTTNTSPLDYYGQAGALNEHISDVFGIMVKQDVQDEKSPVADWLIGEDCILPGVKGTALRSMKEPGTAYDDPIFGKDPQVAHMKQFKTTFEDNGGVHIFSGIPNRAFYLASNAFGGYSWEKAGKIWWAAMRSGKIKPRCTFKEFADVTMDCAKELFDDKTAKVIKKAWADVGVLDDVGTESTPGNWCGVL*
>PSC06- FG1G28190
ATGTCACTCTCTAGTATTACTGGAGTCGGCCTCTACAACTACGCGACACTCTCCAACACTGCGTCCTATGCTGGGTCTTTTTCGTCTAGCCACTCTCGAGATCCATCATACTCGAGACGTCCGTCTGTACCTATGAACTCCTACCCTGCATCCTTGCATTCGAGAGCCAGGAACTCGACCGACTCGCGAGTTGACCCTTACTCGTATCCCCGCACCAGCGAGTCTTCCCATGCTACCAAAGCAACTTCTGTCAACGAGGAAGCCATGCGCATTCTACGCAGGAAGCAAAATGATCGTAAGAACTCGGTAGAGCTTTCATACTCTTCATCTGAACAGCCACGATATCACAGACACAGTCACCATGCCTACCATAGCCATCATCCGGACAAGCGCGACGATCGATACAACAGCGCATCCGCAAAATCTCGCAGACGCATGAGACGTGTGGCTACTCCACCGGACCCAACTCTGTCACCTCCTCCCGTGCGTAGCAGTGTTATGGCTGTCAAGTCAACCAAGAGAAATGACAACATGGCCAATTTGACTTGGCGACGCATCAGTCAAGGAATGAAGATAGGCAAATCCAAGAAGAGCGAACAACAGACAAATTAGGAACCATCTGCTGCGGTCGAAACGAAGCCGAGAAGAAAAAGCAAGTGGAGGTTCTGGAATAAGCAAGAACCCGACTATATTGCTGAGGTTATTGCTGCTCCCCCTAGCCCGCCAAAGCCCAGAGACGAGTTGGGTACAAAGGTCATCACAAAACGGAGACCCAGCATTACCGAATGGCTTGCCGAAGACTCGAGTCCTCCTCAGTCCCCGACGACATTGAAGCGGTTGTTCGAAGAGGAGGAATGA
>PSC06- FG1G28190
MSLSSITGVGLYNYATLSNTASYAGSFSSSHSRDPSYSRRPSVPMNSYPASLHSRARNSTDSRVDPYSYPRTSESSHATKATSVNEEAMRILRRKQNDRKNSVELSYSSSEQPRYHRHSHHAYHSHHPDKRDDRYNSASAKSRRRMRRVATPPDPTLSPPPVRSSVMAVKSTKRNDNMANLTWRRISQGMKIGKSKKSEQQTNWEPSAAVETKPRRKSKWRFWNKQEPDYIAEVIAAPPSPPKPRDELGTKVITKRRPSITEWLAEDSSPPQSPTTLKRLFEEEE*
>PSC07- FG3G07950
ATGAACGAACCAAAGTATTTGCGACCCATGCCAACGGTTGTAGGCTGTTCTGACACCACTCTAGCTACTTCAATGTTCCATTGGGGCCACAAATGTCCCCCTCTCTAGCTCCCCCGTCGCTTTTTATGTCCGGACCGAAATATGATAATACTATGAGACACCAGCCGAGTCTACCTTCGATGCCAGAGAATGTATTTTCGTCTCCGCTGCCTTCAGGGGGCACTACACCTCGGCCTATAAATCGGCAATCTGTTGAGTCCTCGGGGTTTGGGGTTGACCCCCCACGACCTCCTCGTGATAGGTTCGAGTAGGTCTGGTTCCCACAGGGTTACTGGGCAGAGCGCCAGCTTATGGCTCAACGAAAGAGCAATTCAAGCAGGAGTTTTTTCAGATGGCGGAATCACTCGACGACAAAGTCTGCCAGTGAATCTGACGTACGAGACCTGTCGCTTGGATCTCCTTTGGCATCGCTGTCGGCCCCCCCTAACTTCCATGGCTTTGAGCCGCCGCAGCAAAGACCACCTTCTAGTCCCTTTGTATCCGAGTCGGCACATGTATTCTCACTACAGCATCCCAGTACCAACCTCTTCTCAGATAATACTCAAGACTTCAGCTCGGTCTCCCAAAGCGTGGACAGGGATAGTACGGACTCGATCTCACCGATGCATAATTGGGTGCCATCACGAAAAACAGACACTCCGCCTTCTACGCCACGTAGCTCCGGTAGTCTCTACGGAAAGGCAAAGAAAAGTATCGGGTCCAAGCTGAAATTCAGAATCCGCAAAGAGGTTAGTTGGGTTTAATACAGACAAAGAGCGAAACTGACTCTTCCAGGCAACGCCATACTCAGCAATGCCCGAGCACGAACACCAGTGTTCAACGGTGGGTGATACTAGGAACTACACCACTATGCATCAAATCACCAAAACAGGGTCCTATTTCAAGGATGATGTATCGAGAATCAAACTCCGCCGAAGGTTCTTTGGCCGACCACCATGGGGTCGCAAGGAGTCAGGGGATTCTTACAGCAGCGTGACTAGCTCTGTGAGAGAGATACTCAAAGGTGAGACTCCTCCTCCATCTCTAGGCTCAAGCTCTGCATCTTGTATGTTCCCTGTAACGCCTATGCCTGGATATGAAAGAGTGTATGCTGATACTGAGACAGTACGAGTCAACTGTGTTGATAGTCCATATCCAGGAGGGGTACGTTCTAACCATTGCCTAGAAACTAGGAGCTACTAACTTTTCTCTTGCTTCAGGAAGCAAGACGCATCAAAACACCTCCACTGACTGACGGTGCTGTGAATTGTCGGCCACGTTCGTTCTTTACAGAGACAATCACTTCCACAGACCTAGACGAAGTGGATATACATGGCTCCTCTTCAAGGAGGCACTCTCTACAAATAGTGTGCCACAAGAGTTATAGTCCTGATTCCGCCGAGTGGCGGGAAAAGATCCCCAAACAACCCGTTCGAAGAAGCCCCCACGAGGGCCCGGCCCCTTTTGAATTTCAACTCCCGGAACATCTGCCAAGCAGTCCAATGTGTCCGGCGAACGAGAAACATGTCGGCGGCGGAAAGGGTGTCTGCGTTTACCATGGGCGCAGAAAAGGAGCGTCAAAAATGAAGGGTTGA
>PSC07- FG3G07950
[bookmark: OLE_LINK4]MNEPNYFNVPLGPQMSPSLAPPSLFMSGPKYDNTMRHQPSLPSMPENVFSSPLPSGGTTPRPINRQSVESSGFGVDPPRPPRDRFEWVWFPQGYWAERQLMAQRKSNSSRSFFRWRNHSTTKSASESDVRDLSLGSPLASLSAPPNFHGFEPPQQRPPSSPFVSESAHVFSLQHPSTNLFSDNTQDFSSVSQSVDRDSTDSISPMHNWVPSRKTDTPPSTPRSSGSLYGKAKKSIGSKLKFRIRKEATPYSAMPEHEHQCSTVGDTRNYTTMHQITKTGSYFKDDVSRIKLRRRFFGRPPWGRKESGDSYSSVTSSVREILKGETPPPSLGSSSASLRVNCVDSPYPGGEARRIKTPPLTDGAVNCRPRSFFTETITSTDLDEVDIHGSSSRRHSLQIVCHKSYSPDSAEWREKIPKQPVRRSPHEGPAPFEFQLPEHLPSSPMCPANEKHVGGGKGVCVYHGRRKGASKMKG*
>PSC08- FG3G34330
ATGAAGCCCCCGTCCGTCAATCAAGAAGCTGATTCGAAGGCCATTGCGGATTGGGTAGTAGCTTCCAATTCAGATCTGTTCACCTGTTCGGATTCACAACTCAAAGATGTGCTTCTAGCAAAGTACAAGGCTGCCTGGTCGATCAAGAACCAAACCGGCCGGTGTCCCTAGGAGTTGATACCCGAGGCCGATAGCGAATCCTGGCTCAGCAACGATACCCTGGTCAGCACGGAAAGAGTCATACGCATCTGGATGGATGACCAAAACGGAGACGGAGACGATGTCGGTTTTGACAGCATCTCCCATTTTTTTGCCACCCAAATGAACCAACATCATATCAGCTGGAAGGACCTCCAACTCACTCCCGAGATGGTCGCAGTGAAGGATAGCTTGCTCCCTGAACACCCCTCTACGCCATCTACAGGCCCGCAAGAATTTCTTCCATTACGTTCAAGTCCAAGTACGACCCCTTCCACGGAACAACATATCAGTATTGATGATGTATCAAATACACAGACCAATTCTCCGATCGAAAGCGTTTCGCTTGACCTTGCCTCAGCCGACAAGGAGGCGGTGGACAACCAGATTGCCAAGCACGCTGAGGTTTCCCCGAATGGCTTTTTCACTCCCACTAATCACACTTCCACCATGGTATGTTTCGATCTGTTGCCATGGGTATAACATTGGCTAACATCTGACAGTTCCACTGGGCCAGTAAGCGAGTCAAAACCGGAGTCAAAGATGTGACTCGTGATATTGAGACACTACTCAGCAGTATCAAGTCCAACGCCGAAATGATTCTTGAGAATGAAAAAACCCAACTTCACACTTCAACTTCCAACCTGATGATCTCAAACAAGGTCCTTGATATTTGTTCTGACATTCAAAAGTCTCACCGTGCTGAGGAAGCTACGGCAAACGAGTTTACTACTCAGATTGAAACGTTGATCAATGCCAGTAACGAGGCCTGCCGGAAAACGAAGGATTCCGGCCAAGTTTTTGAGAAGGCATACAAAACACTTGGTGCGCAGCTCCCGGTACTCCGGACGGCTTTCGGGCGGAAGCGAATACTTCCCGACGCAGCGTCTGCCATTGAAGAGGGTAGGTCGCATGCGGAAATTGAAGTCAAAAGGATGGTTACTGAAGTTAAGACGATTGCGAAGCGAATTAAAGAGGCGGAGGAGCTAAGGTCTGAAGCCGAAACAGAGCTGGACCGCATATTGCTCGTCAACACTTTCGCTCAGATCAATGGACAAGGTGTGAAGGCATTGAAGGAGAAGCACCCAGGCCTCCTGAAGGACTTGGGAGATTTGACTAAGAAGTTCGTGGAGCACAGCTCAACTTCTTGA
>PSC08- FG3G34330
MKPPSVNQEADSKAIADWVVASNSDLFTCSDSQLKDVLLAKYKAAWSIKNQTGRCPWELIPEADSESWLSNDTLVSTERVIRIWMDDQNGDGDDVGFDSISHFFATQMNQHHISWKDLQLTPEMVAVKDSLLPEHPSTPSTGPQEFLPLRSSPSTTPSTEQHISIDDVSNTQTNSPIESVSLDLASADKEAVDNQIAKHAEVSPNGFFTPTNHTSTMFHWASKRVKTGVKDVTRDIETLLSSIKSNAEMILENEKTQLHTSTSNLMISNKVLDICSDIQKSHRAEEATANEFTTQIETLINASNEACRKTKDSGQVFEKAYKTLGAQLPVLRTAFGRKRILPDAASAIEEGRSHAEIEVKRMVTEVKTIAKRIKEAEELRSEAETELDRILLVNTFAQINGQGVKALKEKHPGLLKDLGDLTKKFVEHSSTS*
>PSC09- FG1G22410
ATGGTTGATAGAAACCAGTGTCAAACACATACCCGAACTCCATGGGGCACATCGGAACACCGCCTCGACCACAGGATCCGATATGCCTTGATGGTAGCCTTTTCCATCTTCTTCATCGTCGTAGTCATAGTCGCCGTGATAGTCGTATTCGAGACTACAAACGGGCACTAGGATCACTCGTCCGAAAACCTGACAAACCTCGCCTCAGCGCAAGACCAGGTTTTGATCAAGACGACTCATGACAACAATGTGAACGAAGAAGTAGAACCTTACCACCCGCCCTCTCAGGTTTGTGGTGCTCAGCTTCAAGATTGCCAAGCTTTCCCTCGACCGGTACGTTTCATCTTCGTCCTCAAACACAAGCTTCGAGGCTAGCAGAGAGAGAGAGACTGACTATCTAGTTTAGGACATATATTGCCCGCCGCTAACAGTATGCCACCACACAAAGACACGTATTTCGCCCTCGGGTATTTACTGCTGCGCTCAGAGTGACGAATGCATCGTCGACGAGGAGCACCCCGCAGTGTGCGCGGTCAATACGACGCAGTGTGGCAGAGACCTCGGTGGAGGATGTTGTCCAGATGGCACAATGTGTGCTCCAGATGGCTGTCTCAGCATACAGACATCATTGCGCAAGCACTCTATGCCAAGAGCGATGATCACCGGGTTGTTTCACGGCGATAAGACCAGCGATGCGGTCCATACAGGGATCAAGTTTGGAGAAGTCGGAGTGGTCAAGTCAAGTGCGTGTCATGCATTCCTCGGTCCAACCTTGTTCGCCATGCCCATTGCTGTTGGTATCATGACTTGGGCCATAGTGAGATGA
>PSC09- FG1G22410
MVDRNQCQTHTRTPWGTSEHRLDHRIRYALMVAFSIFFIVVVIVAVIVVFETTNGHWDHSSENLTNLASAQDQVLIKTTHDNNVNEEVEPYHPPSQVCGAQLQDCQAFPRPDIYCPPLTVCHHTKTRISPSGIYCCAQSDECIVDEEHPAVCAVNTTQCGRDLGGGCCPDGTMCAPDGCLSIQTSLRKHSMPRAMITGLFHGDKTSDAVHTGIKFGEVGVVKSSACHAFLGPTLFAMPIAVGIMTWAIVR*
>PSC10- FG4G10790
ATGGCCAGTTCTACGAACCGACCAATTCCACTCTCTTGTTTCGTTTGCCCCGAGACTCCACGGTTTTCGGACGTATCACACCTTCTCACACACATTGCATCCAAGGGCCACCTTCATCAGGAGACCCAAACAAAGCTCAAAGCGCACCAAGACATCACCGCTGCTGTAAAGCTTCAACGTTACGAGGATTAGTACTCCCAGAACGGCATCGAGGGGCTTTTAGTCGAGCGAATGAGAGCAAAACAGTTGAAGGAGGAGGCTCGCGTCAGACGTAATCGGGAATACCAATTTGTACCCCCAGAAAAGGTTGTACTGTCTCGTCCATGAAAAAAAATAAGATTCGGTACTGACAGCCACTAGTTAAACAAGCGGAAGATGAAGCAGGAGATGTCGATGAGCCCGGCAATCAAGCTCGAAGGAGACGAACTCATGAGCGATTTCCCACTTTTCCCAGGGTTTCTAGACCTCGAACCGGATAATAGCATTCAAGAGGAATTTGTTTTGGGAAACGATTCGATGTTATTAAAGGGACAAGTTTGGCCAGGAATGGGAAAGATGGATCTTGCTGACGACGAGACGAGAAAAGCCCGGAACCAAAAGAAGCCCAAGTCTGTCATTGACAAAATGAAGAAGGCGTCTGAGTCAATCGAGCCTACCCAGGTTGTAATGAGCTCGAAACTGGAGGTAGAAAGGACAAGGGATGTCTACGACGATACTTCATCCCCTGTTCCTGGTCAAGAGGAATCGGTATGTGCAGCCGAACCCAGGACTTTCAATCACTAATACCACTAGACACCACCCAAAAGAGTTTCAAGGCCCAAGCGAAAGAAGACAACACCTCTTGCTGAAATATCTGGAAATGTTCCGAAGCAGCGACGAAGGACTACTCGTGGCCAGAAGTCTAACGTTGGGAAGACAACACGTCCCAAAAAGGAACAAGGGATTCAGAAAGAGCCTGAAGCATTCCCTTCGCCCGAAAGAAACAAAGGAGTCCAGGATATATTTCGCGACGAAGTTATACGGACAGGTAAGTTTCTCACCGGGGAAAATTGATTTCTACTAATGCGCAATGCAGCCTCTATCAGCGAACCTCCGCTTCCTCTAAGTCGCGGTGACCATAGGTAATAGTACATAGAGTCTTTGGGTATTACGTTGTTGACATGAAAACTAGGTTAGAGCCTCGTAATAAACACGGGGCTCGGAGCATGAATGGCTTCTTCCACTCGAATATTGTCTCCCCGACGCCGCAAGCGAGAGATTTGGCACCACGCCACCTCCAAGCCAGGGCAACACCTAGTTCGTTTCGACCTGAATCTTTCCCTCCAGGTATGCCGAGCCGGTGAAAGGAGCCTACAGTTGATGATAGATGTGCTCACATGAATCTAGGTTCTTTCAGCCAAGTTGAAGCTTCTTATGCAATGAGAGACGCTACAATCTACAATGCTTCATCAAGGCTTCCATTTGCTACTGCAGACTATAGTCAATTTCGAGAACCAAGTTCAGACCATCTGCGTGCAGCAGCAAACTACGGCTTCCAGTTGAAACAGGAGGAGTACCCAGGATCACATACTGGCGACCTAACACAGGGAACAAACAGTCCATATATCGGCATGCCTGGAACCAACCCCCTTTTTTCGAATGATCGGTCTTTTCTGAACTCGTACAACCAAAGAGCTCTTGGTGCAACATTCTCTCCGTTGTCGTTCCCTCCTGTCAACCAACAGCCAGACTATTCACACACTGGGCGAGATATGAAGCAACAAACGCACATGTGTGAGACCATGGAGGCCAGTGGCCTTGGTGGTGACCAGGAATTGAATCTCGACGCCTCATGGAGCCTGCACGATGCTGACAGCGACATGGGTTTTGCCTCCGGATTAGCGATGGACGATCAGCAGATCTGA
>PSC10- FG4G10790
MASSTNRPIPLSCFVCPETPRFSDVSHLLTHIASKGHLHQETQTKLKAHQDITAAVKLQRYEDWYSQNGIEGLLVERMRAKQLKEEARVRRNREYQFVPPEKLNKRKMKQEMSMSPAIKLEGDELMSDFPLFPGFLDLEPDNSIQEEFVLGNDSMLLKGQVWPGMGKMDLADDETRKARNQKKPKSVIDKMKKASESIEPTQVVMSSKLEVERTRDVYDDTSSPVPGQEESTPPKRVSRPKRKKTTPLAEISGNVPKQRRRTTRGQKSNVGKTTRPKKEQGIQKEPEAFPSPERNKGVQDIFRDEVIRTASISEPPLPLSRGDHRLEPRNKHGARSMNGFFHSNIVSPTPQARDLAPRHLQARATPSSFRPESFPPGSFSQVEASYAMRDATIYNASSRLPFATADYSQFREPSSDHLRAAANYGFQLKQEEYPGSHTGDLTQGTNSPYIGMPGTNPLFSNDRSFLNSYNQRALGATFSPLSFPPVNQQPDYSHTGRDMKQQTHMCETMEASGLGGDQELNLDASWSLHDADSDMGFASGLAMDDQQI*
>PSC11- FG1G41030
ATGGAGTATCCGGCGCAGCTTGTCCACGTTCCGATGCCCGGACTTTATGAAACGTTCCTTGAACGCTACATTATGTCAATGTTGCGGAATCCTTATCCAACCGCCAGTCGATTTTTTTCTCGGCATGAGGTATATTTCGCCTTGCTGAAAATTAGCGAGGGAATGCATCGAGAAATTGGACTAGATGTCCCGACCAGAGCATAGTATGCGTTAAGCTGCCCTCTACCTCCTGTCTTCAAGCTCTACGAACTCAACACCAAGCACTTGACTGTCCTCAACATCGAAGTCTACAATGATCACACATATCATCTGCATGCACTTGTGCCCTTCTGGCCACTATTTTCTCACTTGACAGCCTTACAACTGTTCATTCTGAGATTCCATGCAGTCTGCGACGCGATGCCCCCAATTTTACACCCGGGGAGATTGTTCTACGAAGACGCATACGAGATCCCGATCGGTTTATTTAAAGACCTTGCTAAAGAAGACATACGACTTCAGGAGGGCGAGCTGACTGGCTTTCCATACGAAATTGATGAAGATCCTTGGGAGTGCCTCAAGTCCAAGATAGATATTGTCCCTACTGACAGCGACGGCGAGTATCTGAGCCCGACATCGGTTCGCAGGTTGGAATTGCTCTTCATCAATCCAGGGATCAAGAATCGTCCTAAAAATCTTTATCAGTATAAGCTCCGGGAATTCAATCAGAGTAGGTCGCCCTTGGAAATATATCGGTGTCGCAAGGAATTATTGGAAAGATTCGGCCTCATCAAGCCTAAAGAGCAAGCATTCGCTGCAGGAAAGGTCGCGATCGAGCGCTTCGAACCAAGCTTCAGTCGCTTTTCCCAACCTATCCTTGAAACTCCCGACACATCGACACTCAGATTGACTCCCGGTGCTCAGCACGCTCTCGTTACTTCAGATGTCGATGCTCCAAGTGTCAGTACTTCAATGGAATCCCAAGGCGCGAGACGATCATGTTGGAACCTTGTCCTAGAATTGCTGTTGTTTTGGTATCATGACTTCAAAGCAGATTTTATGCCGAACGAGTTGGAGCCCACCGCTGATGATGAAAACGAGAGTGCAGGAGACTTGTGA
>PSC11- FG1G41030
MEYPAQLVHVPMPGLYETFLERYIMSMLRNPYPTASRFFSRHEVYFALLKISEGMHREIGLDVPTRAWYALSCPLPPVFKLYELNTKHLTVLNIEVYNDHTYHLHALVPFWPLFSHLTALQLFILRFHAVCDAMPPILHPGRLFYEDAYEIPIGLFKDLAKEDIRLQEGELTGFPYEIDEDPWECLKSKIDIVPTDSDGEYLSPTSVRRLELLFINPGIKNRPKNLYQYKLREFNQSRSPLEIYRCRKELLERFGLIKPKEQAFAAGKVAIERFEPSFSRFSQPILETPDTSTLRLTPGAQHALVTSDVDAPSVSTSMESQGARRSCWNLVLELLLFWYHDFKADFMPNELEPTADDENESAGDL*
>PSC12- FG1G09210
ATGGCGGCACGAGTCTTGATAACCTTCATGACTCTAGGTACTCTAGAACCGCTGAGATGTTCTGTAAGTCTCTACTATCCACTCCAACTATCACGTCATATACTTGCTGATACACTTTCTTCGTTGCAGCGATGGGATATCGAGGCTTGCGGTCTTGGAATGTTTACCTACTGTTGTGTGTTTTGCGACGAAGGTCCAGGTCCATGGGCATCTGTAGAAATGGGAGCCGTGGGTCTCTGTGTGATGGGAGCATTGGTCGAATGTCTGCTTTGGATCAAGGTCGGCCACTTTGTTTGTTGGCCTGCGTTGTGGTTGACAAGCGACAACATCAGCGTATCCGACATGCTCATCCGTATTTCAGCACTTTCACCACTGATTGACATCGTTGAGACTGTAAGTTTGAAAGGCACCTCGGAGGACGGACGGCTGATATTAGAATAACCAGGCCACCTATGCCATTGTCTCCTGCACCTCGCCTGCATGGTTTGAGAGAAGACTGGAGCTTACGCAGAGACCCCTTTAGTACACGCGGTACTCCCACAAGCTATTCGTCGCGACGACCTATCTTATTTTCCCCTACATCATGGGTATTCTATTGCAGGCACTTTCAGATGCAGGAAAACACGGTACCTGGAACGATACAGAGGGATTCGGTCAGGGAGCACGTTCAGTAAAGAACGGGACAGGTCTTGGTTAG
>PSC12- FG1G09210
MLSPKHHILYWVVSFLTLPLSALRKYLTDRGLVSDVIDDLEYPLVGLVFYFLSRWAMALPEEAKQRAEQEVKFSGLVTPVQPEEPEKELITETAANANIKVNGNGNNRGKNARKRFARGQNKARGQNGNNSNQDKNNSNQNKNSSNPNGKARSNRNRTLKPPVQLDLNKISKRRLLRKTPVTWDESIKRVVSYFVHHFLEELYFLSLILLFTRVKLPGLEESPGGDYGQMAARVLITFMTLGTLEPLRCSRWDIEACGLGMFTYCCVFCDEGPGPWASVEMGAVGLCVMGALVECLLWIKVGHFVCWPALWLTSDNISVSDMLIRISALSPLIDIVETATYAIVSCTSPAWFERRLELTQRPLWYTRYSHKLFVATTYLIFPYIMGILLQALSDAGKHGTWNDTEGFGQGARSVKNGTGLG*
>PSC13- FG1G30500
ATGGAGCCGATGGAGGATACATATGATCCACCCGAGGGCTACACGTCTTTTGACTGCCCAAACTACCCCGAGAATCAGACTCTCACTTGCCCCTATATAGGTTGCGACGGCTTTGTGTTCAACTCCGTTGATGAGTGCTAGAAGCACGAGTACAACTGGCACAGAGGACCCTATGTCTGCGGCGAGTGTGGTCACCGATTCGCAGCTGCTCCAGCCCTCAACAGACACGGGCGCGCAAGCGGTCATCAAGTCGAGTGGGAATGTTACGATGACGAGTGTGAGAAGTTCGGGGAGAAGTTTGCTACCGGTGCTCTTTATCTCGAGCATCTTCGGGAATCGTCAGGTCATCGATCCGGCGAAGTGAGCGATGAGACTAAGAATACCGAGTCTTCGTTCTCGCCTCCTTCCAACTCTAACGCCCAAGATACTGAGGATGATGTCTTTGGTCCCGCTCCTCAAACTGCTACTTCCGACAGAAACATTTGCAATGAGCCCTGCTGTTATCACTACGGCACGGACTATAAGTGCAAGTCGGAGTCCATCCGCCATGAAGACACTGACGCTCATCAGATTGCGACCAGACTGAACCAGGCCCTTCTAACCAACACTCCCGCTGACGAGGTCAAGGCTGAGCAGGAAGCCATCCGTGCCCTGCGATGCAACTGGTCTGATTGTCTGCTGTTCGGAAAGACCTTCAAGAATGCCAGGGTCTTCTACCGACATCTTCAGGAGAAAGATCATCGTGACGGGTGGGATATCAAATTCCAAGAAGATAGCTTCGAGTACAGCAGCGATAACGAGCCCCTGCCTGGAATGGCGTTTAATGTCGACGGTCGAAAAGGGATGTGCATCAACGAAAAGTGTCCTAGAGTCGGTATGAAGTTTGACTCGTTCACGGCCATGAAGCAGCACAGCAGATCTTTCGGTCATGCTCTGACTGAAGAAGACCTAGCCTCTACAGACGTCGAAGAGTCTGGCGACGAGATTTGGAAGACGACTGACGTCCATGGGATGGAAGCTACCCAGGACGAAGGCCTCTGGAAGTGTATTAAGCAAGGATGCAAGGGTTACCAGAAGATCATGAGCAACATGGCGAATGTCAGAATGCACTTCAACTCAGCTGCGCACATGAACGCAGCGGAGGAGGTCAGTTCTTCTGATGACTCCCATGAGGAGCTTGATGGAATGCAATTTTCCAAAGACAGCGGCTGGCTTTGCGTCAAACCAGGTTGCAAGAAACGCGGTACTACGTATCGCTTTCTGTACAATGCGAAGCGCCATTTCTCTGCTGATATCCATGCCATGGCTGAAGAGGAGAGCTCTCATGGTGAGTCTAGAGAAGAGCTCGATGGCATGGCTTACTCGGAGGAGACGGCCGCCTGGGTTTGTGCAAAGAATACCTGCAGGAGTTATGGCAAATCCTTTGTCACTGTTGGCTTCGCCCGCAAACACGCCCGGTGCACTACTCACCTGAAGGCTGATGAAATCACCCCTACCCCGCGTCGTTTCAAGCACTCTTCAACCAACTCCCTCCTTACGCCTATCGAGATGGGTGGTTCGACAGCTAACGTGACACCCGGAAGCCCCTCCACTGGCCGAGGCCTCACCCTCGTACGACGCCCCGCTAGTACTTCCGAGAACACTCCTACCAATCGTACTCCAGGAAAGATTCGAATCCGTCGATCATCTGGTGCCAAATCGGGCAACGGGAAGCGTATTACGGACTTGGAGAGGGAAAATCAGGAGTTGAAGGAGCGTGTTACAAAGCTGGAAGGGGAAGTGTATGGACCCAAGAGTCCAGGTGTCCTTCAATCACCTAGCGCAGGTCTGCTTGCTCCGCCTGCTGCTCAGGTGTCTAAAGCCTCTTCTTCAGCCCTATCTTCCCCTGCTTCATCTGGACAGATGGAGAATTTGGCTCAGTATGTGCAAGAGGAGTTCCATCTTGCCGTATCGATGGAAGTGGATGACGACGATGTGTGGAATCAGGCCATGCACTGA
>PSC13- FG1G30500
MEPMEDTYDPPEGYTSFDCPNYPENQTLTCPYIGCDGFVFNSVDECWKHEYNWHRGPYVCGECGHRFAAAPALNRHGRASGHQVEWECYDDECEKFGEKFATGALYLEHLRESSGHRSGEVSDETKNTESSFSPPSNSNAQDTEDDVFGPAPQTATSDRNICNEPCCYHYGTDYKCKSESIRHEDTDAHQIATRLNQALLTNTPADEVKAEQEAIRALRCNWSDCLLFGKTFKNARVFYRHLQEKDHRDGWDIKFQEDSFEYSSDNEPLPGMAFNVDGRKGMCINEKCPRVGMKFDSFTAMKQHSRSFGHALTEEDLASTDVEESGDEIWKTTDVHGMEATQDEGLWKCIKQGCKGYQKIMSNMANVRMHFNSAAHMNAAEEVSSSDDSHEELDGMQFSKDSGWLCVKPGCKKRGTTYRFLYNAKRHFSADIHAMAEEESSHGESREELDGMAYSEETAAWVCAKNTCRSYGKSFVTVGFARKHARCTTHLKADEITPTPRRFKHSSTNSLLTPIEMGGSTANVTPGSPSTGRGLTLVRRPASTSENTPTNRTPGKIRIRRSSGAKSGNGKRITDLERENQELKERVTKLEGEVYGPKSPGVLQSPSAGLLAPPAAQVSKASSSALSSPASSGQMENLAQYVQEEFHLAVSMEVDDDDVWNQAMH*
>PSC14- FG1G03830
ATGACTTCATTTATAACCTACGACATCGACCCTCGCGGCGATATTGACTTTATCTTGAATTCTCCAAACAAACAGAAAATCGTGCCAATCATCAAATACAAAGAGGATGAGAACTACCGTGTGTCCTAGTTTGACGGCGACAGCGATCATGTTTTCGAAAACCCGTCCCTTGTTGGAAGGTACGCCGTCTTCAACATTGAAGAAGAAGATGGTCAGGAAACATACATCGACAACCCTAAGAACTTTGTCCGGATGCGCGTCTCCTCCCGACACCTGATACTCGCCTCTCGTACATTCCGCACCATGCTGGAGGGGCCATGGAAGGAGTGTCTCGCTGTGGCCTCTAAAAATCAGTCTGGCCCTGTTCTAATCGAGACCTCTGACTGGGACGCTGCTGCTCTGGCAATTGTCTTGGATGCCATTCACGGGCGTTATCAGGACATTCCGAAGCATGTCGGTATTGGACTGATGACCCGAATCGCTACCATAGTCGACTACTACGAATGCCACGAATGCCTCCAGCTTATAAGTGACATATGGATGGCCGATATTTGGGGGAAAAACGAAGTTCCTGATACCTTTTGTAAGAGCAGCCTTTTATGGCTATATACCTCTTGGGTGTTTTCGAGGCCGAATATCATGGATCTCATGTCAAGGGTCCTTCTGCAAGACACCCTGGATCCCTCACACATTAATCTGAAGGACCTCCCTCTTGGTCAAATTCTAGGTTTGATATCCCAATACAGGCTCATCATGACTATAGCGCTGACGCAAGACAGAAAAAATTGGTAACAAGAGGCAGGAGCTCATCGGCAAACTCATAACTGAATTGGATGGTTTCCGCAGGGAACTTTCAGTCAAGAACAGCTGCCCTATGGGAGATTCCGATTGTTCTGCTCTGATGCTTGGCACTTTAACACGGAAACAACACAACCTCGGACTTCTTTTCCCATCACCTGTCGCTCCATACCGTGACCACAGTCTCTCTCGTCTTTTCTCAGGAGCGAAAGCTTTCTGCAGCATAAGGCCATACAGTCACTGCTCATGTACCATTGCGCGGCGATTGTGGCCTGTTATTGAAAAAATTCAGAAAGACATGGAATGCTACAAGTTAATTGCCTGA
>PSC14- FG1G03830
MTSFITYDIDPRGDIDFILNSPNKQKIVPIIKYKEDENYRVSWFDGDSDHVFENPSLVGRYAVFNIEEEDGQETYIDNPKNFVRMRVSSRHLILASRTFRTMLEGPWKECLAVASKNQSGPVLIETSDWDAAALAIVLDAIHGRYQDIPKHVGIGLMTRIATIVDYYECHECLQLISDIWMADIWGKNEVPDTFCKSSLLWLYTSWVFSRPNIMDLMSRVLLQDTLDPSHINLKDLPLGQILGLISQYRLIMTIALTQDRKNW*
>PSC15- FG4G36830
ATGGTTTCATCATCAACCATTTCATTTACCGACCCCCCGGCTTTTCCTCCCCAGACACGGCCAGCTGATAAGCGCACTACTTTCGAAAAGGTTGGAAAATGGATGTTTGAAGACAAAGACGACTCCTCCTCCCATGTCACAGCCGAGGCTTGTTGTTGTCCATGCGTCGCCTACGGCCGTACCAGAATGCGCTTGAGTGAAGCTGTCAACAGACGCAACGGCATCTACGAGACTCGGGAGAAACACTAGAAGTCTCCAATCTATCCCATCTTCTCGAATCAGTGTTGTCTGTTTGCTTCCTTTTGCCTTCCTCGTAAGTATCCTGCGTCTTTATTGAGCTTGCTCTAACAGTCTAGTGTACGGTGGTTTCATTACCGATCTTCGAGGAGATGTTCGACAATTCTACGGCATTGACGGAAATGACAACCGAGACTGTTTTGCAGGATGTTGCAAGCCTTGCTGCACTCTCATTCGGGTCGAAAACGAAATCATAGGTCGAGAAAAGTGCCGGAAGCCCAGTGACTCCAGTGGGTATACTTCTCAACCTCCAATGAGTTCATCGTCGAGTTCTTCAAGTTCAGCTTCGAACGTCGGCATCAAGTCACCATGTTCCAGTTCAGAGAGTGACGAGTGCCTTCCATGTATCCCTGAGGACCAATCTGAGAAATCTCCTTCGACTCGGAACAGCCGCCGTAGCAGCAAGAATCGGCAGCGCTCGATTGCCCTGGATCCTGTTGCACCAACTGATGCGACGCTTGTCCACGACCACGACCTTGATAAAGACCCAACGGGACCGACACCCCATCTTCACGATCATGACCTTGATAGAGACCCAAAGGGGCCGACGCCTCATCTTCACGATCACGACCTTGGCCAAGACCCAAAAGGACCGACCCTTCATCTTCACGGGAATCACAGGTTGAGCAAAGACGTGACTACTACTGCATCCTATCCACCCTCAATTCACCAACTTCGAACCGATACCAAGGCATCGGCCAGTCCACCTGCAATTCTCCGACACGATCTTTTCGACGACGCTACGACATCTACTATTCAGCACAGCAAACATGACCTTGGTTTCGATCAAGTCAATACCTATCGAGCCAGTCCAGAACATCAAATCCATCAGGATGAGATAGTCCCAGGAGCGTTCCCTTCATCGTCCCACGATTTGGGCCAAGACCTAGCCAGCGACCAGGCCAGATCAGCTCATCCACATGGGCTTGGAGAGGATGATGAAGTTACAAGGAGGCCAACGAACCATGGTCTACACCATCTTCACGAGGGTAAATGA
>PSC15- FG4G36830
MVSSSTISFTDPPAFPPQTRPADKRTTFEKVGKWMFEDKDDSSSHVTAEACCCPCVAYGRTRMRLSEAVNRRNGIYETREKHWKSPIYPIFSNQCCLFASFCLPLYGGFITDLRGDVRQFYGIDGNDNRDCFAGCCKPCCTLIRVENEIIGREKCRKPSDSSGYTSQPPMSSSSSSSSSASNVGIKSPCSSSESDECLPCIPEDQSEKSPSTRNSRRSSKNRQRSIALDPVAPTDATLVHDHDLDKDPTGPTPHLHDHDLDRDPKGPTPHLHDHDLGQDPKGPTLHLHGNHRLSKDVTTTASYPPSIHQLRTDTKASASPPAILRHDLFDDATTSTIQHSKHDLGFDQVNTYRASPEHQIHQDEIVPGAFPSSSHDLGQDLASDQARSAHPHGLGEDDEVTRRPTNHGLHHLHEGK*
>PSC16- FG3G15630
ATGCAGTTACCCACGATCCAGGTATCTCGCCCTCGATCCGCATCTAGTTATTTTATTTTACAGTCAAACTAACATGTTCATCTAGACCCTAACCCGCCCCGGTAGCAACGTCCGAAAAAGGGTCCTCATGCGTTGCGTCCTTATGCTAAACGGTACCTCCCAAGCCCCGATTATCTCGAAAACCATCATCAACACAACAATTATCGATTCACGGCTGTGTTCAAGGCCATCAAGGCCGCAAACCCTGATTTCCGTTTCGACACCATTGACGTCATTATATCCTCCAGCGCGTTGACAGGACTTCTCCTAAATTCGGCGCCTGCCCTCGGCCACCTAACTCTGGATCTGTTCGGAAACACGCTCATCATCAGTGGCATCGAGGCACACAGTCATCATAAATTCTGGAGCCAGAGTAATGACATGCATGCATTGCGCTACTTAGCGACGACACAACCATCCAAAAACCCACATCGTGCTGTAAAATACAATTTAGGCGGTCTTTCAATCATCGTTGTCAGCGAACCTAATTTAACCTATACCGATACTGGTACCGGCAGATCCAAGAAACATCGAAATGCAAAGAAGACTGCTGCACCTGTCACTGACTGCGCGGCTATGTTCGCATTGCAACTTGGGCCGGACTCGTGCTGTGAAAACAATTTGCAAACCGGAATGACTTCGTGGCTCTCAAGGGCCGAGTACACTGTCAAGGTAAAAGTCGTCAGGAAACCTAGTACAAATGAGCTATGGTTGCGCGGCCTCGACGTCGTCCCAACGACTCTTACCTTCTCAAAATTGGAGGGATATTCAGATGTTCAGAATGCCCTTAACCAGGTGGCTGGTATTCTACATTGGTTACGGGAAACAGCTACGAAATCGAAATCGGAATCGTCCACCAAGTTCAAGGTTGGCGGTTGGAGTGATGTTGAAGGGGGGTCCACTCTAGCATTGTATGATACCGAGCAGGACTCCCGGGTCCTGCACCGAATGTATGGAGAATTCTGGGACAATCCGACAACAGGGTACGATGCGGCAGAGCATGACACAGGGGATGAAGATATTGCGGAGTGTTTGACAAAGAAGCACCTGCAAGCCCTTGCCGAGGTGAACGGGCTGCAGCGTTTTTTGAAGGAGCGATGA
>PSC16- FG3G15630
MPQQSTPLPHFAACRISDMKPRCSVSTNDRYEILCNFDFFDVVKNKNAVTHDPDPNPPRWQRPKKGPHALRPYAKRYLPSPDYLENHHQHNNYRFTAVFKAIKAANPDFRFDTIDVIISSSALTGLLLNSAPALGHLTLDLFGNTLIISGIEAHSHHKFWSQSNDMHALRYLATTQPSKNPHRAVKYNLGGLSIIVVSEPNLTYTDTGTGRSKKHRNAKKTAAPVTDCAAMFALQLGPDSCCENNLQTGMTSWLSRAEYTVKVKVVRKPSTNELWLRGLDVVPTTLTFSKLEGYSDVQNALNQVAGILHWLRETATKSKSESSTKFKVGGWSDVEGGSTLALYDTEQDSRVLHRMYGEFWDNPTTGYDAAEHDTGDEDIAECLTKKHLQALAEVNGLQRFLKER*
>PSC17- FG3G10750
ATGCCCAGTAGCATTTTCAGTGCCTGGCGGGCGAGATCCAGGAGCGACGTCGAGCCGAATCCTCCGGAATTTCCAAAGTCTCGCATGAACTTCAGCAGCTAGAGACTGCCGCTCAATCGCCGCAGAGCTCGTATTGACGGACCCGAGGAGCCTGGCGGCGACGACAACATCTGTACCAAGCCTGTGAATCTCAGTCACGAGAGATCACCTTCTCAAAATTCATCATCCTCCCATATTTCCCGATGGTTGAAACCGAAACGGCGAAAGACCACTGCCTCGACATCGACTTTGACAAATTGGGAAGCATTGTCTGGTTGCAAACTCGCAGGCGTTCCAGATATTTTACATATAGGTTAGAAACAATCATTGGACTTCTTTCAGTTCCCACTGTGATCTGCAACTAACCACTTCCCTGTTCTTCATTCTTTAGAAGAAACCTTTCCTGCTCCCCGGGCAGATCTTAGTGATGCATTCCATCATGCTCAAGGAAGATGGAATCGCGACAGGAGCTCTTCAGGCAAATCTACGACAGTTGTGTCATATTCTACCACCAACGACGGAAAGTCATCCCAGACAACTCAAGACGACTTCGAACATGAGCTGGGCCCAGAGCTTTCCGCTCACGCTGTTGAGAAAGACCCGCCACAACTCGCCCCTTTGCCGGACATGTCTAAGTGTAGCTTGGAAAGGTCGTCGACCTTGCGAGCCTGTATAGAGAAGCCATCTGACGACTTCATTGTTGAGTACAAATCTCAGCGGCGCTCTTCAAAGAAAACTATTCATTATGAATTGACCAATCGATCAAGACCCTATACAGCACCGCCCAAAGCTTTACCGGCCGCCACGCTTCGACCTCTTGAGAGGAAGACAAGGATAAAAAGCAGACATCTGCCGTCGAATGACATGGCAGTGTGTTCCAAAGACAAAAGACCGTCACATTGGGCACCTGATTCAAAAGCACGTTGTCGCAGCTTACCAAAAGAAGAGTTTCAGTGGGCTTCTGGAACATCTGTGACCGCTGGATCCGTTGTCAAGCACGATTCAGAACAGGACTCGCCTTCGTGCTCTACCTCGATCACAACTCTTCAACTACCCCCTAATGTATTTGAAAGGCCGCCCTTGTCCGAACAGAACGTTCATTCCCTGCACCTGGCCGCCCTTCAGTCTGCACCGAAGCCCGCTATTCAACGTCAGCTCTCAAACCGGTTCTCAAGCCAGGGGAGCAACATTACATTCTCTAGTATTGGTCTGGGTATATGTTAG
>PSC17- FG3G10750
MPSSIFSAWRARSRSDVEPNPPEFPKSRMNFSSWRLPLNRRRARIDGPEEPGGDDNICTKPVNLSHERSPSQNSSSSHISRWLKPKRRKTTASTSTLTNWEALSGCKLAGVPDILHIETFPAPRADLSDAFHHAQGRWNRDRSSSGKSTTVVSYSTTNDGKSSQTTQDDFEHELGPELSAHAVEKDPPQLAPLPDMSKCSLERSSTLRACIEKPSDDFIVEYKSQRRSSKKTIHYELTNRSRPYTAPPKALPAATLRPLERKTRIKSRHLPSNDMAVCSKDKRPSHWAPDSKARCRSLPKEEFQWASGTSVTAGSVVKHDSEQDSPSCSTSITTLQLPPNVFERPPLSEQNVHSLHLAALQSAPKPAIQRQLSNRFSSQGSNITFSSIGLGIC*
>PSC18- FG3G16010
ATGACATCTCAAGTAGTTGCCGAGTCCCTTGAGATGACGGACCGGCCAGTACCGCCCACCAGTGCTGGGACGGAAAGAGCAGGCAGTCCTGAATCCTCGGACTCTGCCTCTATAGGCACACCGAAGCTTGAGGCTACTCAATCAAACGCTCGATCTATCAGGGATGAACTCTCGCCATCGAACAGAGAAAACAAAAACGCGAAACCCTCACAAGCGTCGATGCATACCCAACACCCCCTCAAGAAACATGTTCTGTACTCCATCATTACAGTAGCTGCCATCGGATTCGCCTCCCTTATATCCGTCTGCTACTTGATCGCCTACATCCGGACAAAGTCAAAGAATGAACATCCATACATCACAGCCGAGATAGTCGGAGGAAGATTTTCTTCTACAGCGGCCAAACTGATCGATGCCGCTTTCTCCATGTTGGTAGCACCAGCCATCCTCGCAATTTCCAACTGGCACATGTTCAAGCTCGCCCGCCTTTCTGCTGTCAACGAGCACCCCGGACGAAGCTCAGCAGTCAGCATGAAGGTTCTAGTCGAGGTTGCCAACACTGACTGGGGCTCATTCAGCCCACTCAAGTTCTGGACCTTTGCTCGTTCGAAAAGACCCCGTGTCATTTGCCTTGGAGTTATCGCTATGCTTTCAGCTCTGAGTTTTGCACTGTTGAGCAACGTCGTCGCATATCAAGCCGGAGTGATGCTCGAGTACTTGTAGGACACGTACTCGTTGTTCCCTCTGGACTCGCATGCGACGGCACTAGATCCAGGAGTATCGGAGAGTCTTCGAGACAATCTCAGTCATTTGCAGCCATTGACGTTCGAATCAGCCGCTGATGGGCTTCTCAGAGTCAATGTGTCAGCCCGGTCACAAAACAGACTACCCAGAGATGTCAAGAAGCTTTTTGATGCGCCAGTCTATCGACTTAATCTTTCCTGCGCAACTTCCACTCCTCGCGCGGTAACGATCGAGCAACCGGATGACCAGGATCTACATGTCAGAATCACCTTTGAAGATACATCGGCGCTTGGATCCGAGATGATCCAGTATCAGGCAAACTTTGGTAGGGATGAGTCTATTCTCTCTAGAAAGTCTCTAGATGACGCCGATGCCAAGTATCCAGGCATCAGATATCCGCTGGTCGCTTTCAATCAGACTTCAATCTGGATGGGTGGCATCGACGTCAATCAAAGCGTAGGCATCGGCCTTGCTAATGGGAGTTATCACTTGGCATTATCGGGTGTGAATTGCCATCTTGAAAAGTCGAGTGGACGTGCAGACGTCAAGGTGAATGGGGATGACTGGATAATCATCAAAGACACACTGTTCAACGAGCATCGTGATCCCCGACCAGATGAACCAATGTCACGTCTTACATCTCAATTGGAGATTCTCGATGATGGTCGTATTGGGAGAGCTCCAGGACTGGGTGGCCACCTGCTACGCGCTGCGCTCAACACAACAAGCGAGGGCGATCATCCATCTTGGAGGCTGCAAAGTCTCTTTGAGGCCTTCCTATGGTATGAAACAACAAGCAGACAGACTCTCCTCGACAACAGCCCCAGCGCCAGAACGGGATGGTATCAGATCCAATGTGACACCGATAAATACGCCATGACATTTATCCCATGGATCCTTCTTATCGGTCTCATAGCACTGGGAGTCGCATGTGCAATAACAGTCGGACTTTCGATTGACTCCCGGAAAGTGCACTCTTTACGGATTGGACGGAGTCTAGACTCGATCCGATTGACAGCTGACGTCGGAGTGGCTGTGGACAAGCAGGTTCTTGAAGAGTGTTCGACCTGGCACGGCTCCAGACTCAACAAATGCGCTGACGGGGCAAGGTTCCAGTATGAAGCAGATACGCGGTTGGACAGTGACACCGGTCTTTACTCTATAGGCATCCGTCTTCGACAGATATCGCGGCCACATGAATGA
>PSC18- FG3G16010
MTSQVVAESLEMTDRPVPPTSAGTERAGSPESSDSASIGTPKLEATQSNARSIRDELSPSNRENKNAKPSQASMHTQHPLKKHVLYSIITVAAIGFASLISVCYLIAYIRTKSKNEHPYITAEIVGGRFSSTAAKLIDAAFSMLVAPAILAISNWHMFKLARLSAVNEHPGRSSAVSMKVLVEVANTDWGSFSPLKFWTFARSKRPRVICLGVIAMLSALSFALLSNVVAYQAGVMLEYLWDTYSLFPLDSHATALDPGVSESLRDNLSHLQPLTFESAADGLLRVNVSARSQNRLPRDVKKLFDAPVYRLNLSCATSTPRAVTIEQPDDQDLHVRITFEDTSALGSEMIQYQANFGRDESILSRKSLDDADAKYPGIRYPLVAFNQTSIWMGGIDVNQSVGIGLANGSYHLALSGVNCHLEKSSGRADVKVNGDDWIIIKDTLFNEHRDPRPDEPMSRLTSQLEILDDGRIGRAPGLGGHLLRAALNTTSEGDHPSWRLQSLFEAFLWYETTSRQTLLDNSPSARTGWYQIQCDTDKYAMTFIPWILLIGLIALGVACAITVGLSIDSRKVHSLRIGRSLDSIRLTADVGVAVDKQVLEECSTWHGSRLNKCADGARFQYEADTRLDSDTGLYSIGIRLRQISRPHE*
>PSC19- FG1G17590
ATGTCAATATCTCAGCTACCGCCATCTTCGGCACATCGCCTGAGATCGTCACATCAGCTTCCAGATCCTCTTTCTGTTATCAAAGAGCTTGTTGACAACAGCATCGACTCGGGTGCCACTTCCATTGAGATCACAATTGCGCCAAACACTGTCGACAAGATACAAGTGCGAGATAATGGCAGCGGAATACAGATTGAAGACTTTCGATTTCTAGGATGCCGGTCTCATACAAGCAAAATCCGAAACTATGACGAACTTCATCAAAACGGCGGCAAAACACTAGGCTTTCGTGGCGAGGCCCTCGCCAGTGCAACTGAAACGGCGGCAATCAAGATCACAACTCGAACTGCACAAGATCCAATTGCATCACTTCTGATGTTAAAAGCAAAGACGGGCGGTATCAGCAAGAAACAGCCAGTATCTGGCACAATCGGAACTACTGTCCAAGCGACAAACTTGTTTGATAAATTCACCGTCCGCAAACAGAATGCTATTAAGACGAGCCGCAGGTCTCTGGTTGAGATCCAACGCCTCCTGGAAAGCTATGCGATAGCGATTCCCCATCTCAAGATCTCATTCAAAGTATCCAGTCCTTCAACCCAGTCATGGTCTTACTCTCCTTGCCCGCCATCGAGCACGCAAGAGGCCATCACTCAGATTTTTGGCCACACTCTTGCCGCTCAGCTTGTCGAGGTATCATCTGATTCAAACGTTGAATGTGGCTCAACAGGGGTGCAACTGGGAACTTTAAGAATCACGGCCCTTCTACCACGACCTGGCAGCGATGTTCAGGTCATAAAGGGTAAGGGGGCTTTCATCTCGGTTGACTCGCGGCCCATTTCATCTATAAGGAGCACTGGGAAAAAGCTGGTATCCGTTTTCAAGTCAAGCATCTCTAAAATATTTGGCTCGCCTGATAGTTCGCGGGCGCCTGCAAACCCCTTTCTACAAATCAGCATCCAATGTCCACCAGGCTCATACGACCCCAATGTGTCGCAGCTGAAGGACGAAGTGATGTTTGACAATGAGCCAGCGGTCATCAGTTGTTTTCAAGCTCTTTGCGACGCCATCTACGTTAAGAAGGTTCCAGGCAGTAAAGGGATGCAGAACAAAACTATGCCAGCAGAGAATACTCCTACACCCACAGCCGGAGCTTTGAAAGCCCCAAAAGCAAATGGAGGCGAGGGAAGATTTCAGAACAGGAATGGGCATGAAAGCTTATCATCCGACCATGATCTTATCGAACCCCTTAATGACGAGTTCGAAAGGTTACTCGTTGGAAATTCTGGCGCGTTTAGGAACAACGAGAGCACTATTCCTAGCGTTTTCACCCACTCTCCTTCGCCAAGCAAAACACGACACCAAATCAACAATGTGATCAGCGACACTAATCAAAGCGAAAAAATCCAGCAGATGATGAGGACGAAATTGTGCATCAATCTTTCACACAGGGACAGTGATTCCACCGACATTGACGGCACAGACGGGCTGGTTCCTGTCCAGGTAACACCCCGTCGGGCAGCTTCACCACCTAAAGAGCAATTGTATTCTCATTCTCGTCGTAGGACGATGACCCTAGGCCGGCGCTCAGAGGACATTGGTTCTTATTTTCGCCCTGTGCGAGACAAGCCGATCGTAATCGCAACAGACGAAACTGCCACACCTGAGAACACTCAACTCGGGAACAGTTTGGCGAGCCCTTGCGAGACTAATCGTCGTCCACTAAAGGAATTGACGCAGTCAGAGGTCAACACGTTTCAAGAGGATGAGGAGGAGGATTTCAGCGACGGTGAATCACTGATAGAGCTCCCTCCTACAGAGCTAGCTCTTGGACCTTCTCCTCGCACATCTCCACGCCGTATGGCCCCTCCTCGTATGCCGAACAGCCCCTTCCGACCACCCACAAGGCCGCAACAGTCCTCCAACCTTGATACAGGGCTGGAATTGTTGCCAAATCTACAAACTCCTCCGCCTTCGGACCCCAGACGTGTCGACAATTCAACTCGTCGTGATTCGCGACGTAACTCAGCCAACGTCTTCACTCGAGGCCAACGGCCATCTCAGAGTAGCATGGTGCCGTCACCAAACAGAACAGGCGACCAAGGACCGAGGCAAAGTCGTATCCATGTGGGAAGTGGACCGACTGTATCCTACAACAGACGTCGATCTGAACAAATTGGACGTGGAAACGGATTAGCCGGTCGCAGAAATGCCCCGACCAGTCGCGACAGCTCGGACGCACACCTCAAGGACTGGTTACACAACATTCACGCAAATTCCGAAGACCAGGAAGGTTAGCAACCTCCCGGTCAAGGACAACTCTTGTCCCAAGCCTACTCGCACCCTAGGCTATCTATCGAGGAGTCACAGGGTCAAATACCTCTTGATAAAGCTAGCGAACAACAGAATGATATCCACTGGTCCCACTCCATACAGGCGTTGCTGATGAGAACACCACCGCCACGAGAAGAGAGGTCCGGTAATGAAACTCAGAATGAGCATTACCAAGTGCTGGATCATAGTCAAGACTTGTGCAATGGAGACATCAACCCGAGGCCAGCCAAACGACAACGACATGACTCGAGCATCACAACTCCGACAGACGAAGAGCCAGACCCTAGACAACTTCTCATCAAAAGACAACGCATCCATACAGGAGGAGGACAGCTGAAACGCATTGCGTCGAAGAAGCTCCCGCTTGAAACAATTCCTCAAGCCGATCTCACTGTGAATCTATCCGCCAGTGCCAGTATTCAAATGAGCGCGCTCGTAAATGCGGCTCTTGAATTTATGGGATCAGGCCGAGCAGCTGAGCAGGACTCTGCCATACGGTTCGACAACATGGCAGAAGTTGACAAAGTAGACGAGCTGTTGAGGCATGCCACGGAATCATGGTTAAGCGGGGATTCATCAATCGAGGTGGAGTACATGCTGCGGTCTGGAGCGAAGGGCAAATCGAAAGCGTGA
>PSC19- FG1G17590
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>PSC20- FG3G09640
ATGACAAAGGCCCCTTGCTCCACTCTCTGGTGGGTAGGGACACTTGCTCTCTTTTACTTCACTCTGATCGTGTTTGGATCTACGTTGTCTTTGTCTGCTGATTCTCCGATCAAGGCAGCTTTGGTGGCTTTGGTTAAGGATAACGACATCAACGCTACGCTTTTCAGCATCAAGCAGTTCGATGACAAGTTCAACAAGGACTACCTCCATGATTGGGTCTTCTTCAGTATCCAGGATCTCCCAGAGGCTTTCAAGAACTCGGTTTCCAACGCTACCAACGCAACTTGCATCTTCGAGGTCATTCCCGAAGAGAACTGGAACGACCCACGATGGGTTGATTCGTTCCAGCATTCCATGTCTCAGGATGCCAGCCTGGATAAAAGCTCTGCAACTCTCAAGACTATCGCCAACATCCACCAGATGAACCGATGGATCTCGGCTCCTTTTGCCAAAGAGCAACGTCTCCAGGACTATGAATGGTTTCTGAAAGTTGATCCAGGCGTAAGTACACAGTCGGATAAGTATTTTATGAGACGCAGCAGACAACCAGGCGCTGATTTCATACAGGCTCAACTAGCCCAAAACATCCCTTTCGATGTATTTCGCTTCATGCGAGACAATGGCATCGCTTATGGGTCTAGTCGAGCTTTTTTTGGTCAGGCCAAACTGTCTCGGCTCTCTCCCCGAGTCAAGTCCTTCTTTGAGAAAAACCCGGAGCTGCTCCACAAGGAAGCCGATGTCGCATGGCTTATTGAGAACGTCACTGGCCTCCTCATGAAATCTGGTCCACTGGATGACGGTTTTGAAGACTTGGTTGACGAGGGCAATGACAAGCTGAGGTCGCGGGTCATCTAGGAGAGCCGCCCCAGCGATCGAGGTCACTCGGAGACTATTGACTTGCAGAACCAGGCGTCTCAGGTTCCCGGAGCCCAAGATGAAGGCGAGAGATCATGGCTTAGCGAGTGCTTTGCATCTTGGCTAGCTGACATTCATGGAAGCAGTCTCTCCCCATCATTCGAGATTGGATCACTCGCTTTTTTCCGCAGCCTTAACCAGGTTGCATTCTTTGATCATCTTGACAATGCGGGCGACTTTCAGTTTCGGCGAGTGGGCGATGCACCACTGCACAGTCTAAGTGCCAGCATGCTCCTGCCTCGAGAGAGCGTTTGGAACTTCCGCACCAAGGAAACCAAGCTCGGCTCTCAACACGACGGCGAACACACTCAAGCTGAGCGCCAGTACAGTGAGATGTGCATGAATAACTTTGACACCTCTAACTTGAACGGCAGTGCGAAGTCGAAGGGGGATGCCTACGAGGCGATGACGGCGCTATTCAAGGCTTGGGACTTGATGGCCCAGGACGTGGGTGCGCAGAGCAAGAGCCCCAAGTTGATTTCGGGTAACACTTGGATGGGCAAAATGAACGGGGATGCTGGATGCTCATTTTTTTGGTTTTGGCGAAAGACACTATCTGCAGATCTAGGATTTGGATGGGAGGAGGTCGATTTGAGTTGCTTGCATGACGGGATGAAGGGTCAGGTAATGATCAAGGTCTAA
>PSC20- FG3G09640
MTKAPCSTLWWVGTLALFYFTLIVFGSTLSLSADSPIKAALVALVKDNDINATLFSIKQFDDKFNKDYLHDWVFFSIQDLPEAFKNSVSNATNATCIFEVIPEENWNDPRWVDSFQHSMSQDASLDKSSATLKTIANIHQMNRWISAPFAKEQRLQDYEWFLKVDPGAQLAQNIPFDVFRFMRDNGIAYGSSRAFFGQAKLSRLSPRVKSFFEKNPELLHKEADVAWLIENVTGLLMKSGPLDDGFEDLVDEGNDKLRSRVIWESRPSDRGHSETIDLQNQASQVPGAQDEGERSWLSECFASWLADIHGSSLSPSFEIGSLAFFRSLNQVAFFDHLDNAGDFQFRRVGDAPLHSLSASMLLPRESVWNFRTKETKLGSQHDGEHTQAERQYSEMCMNNFDTSNLNGSAKSKGDAYEAMTALFKAWDLMAQDVGAQSKSPKLISGNTWMGKMNGDAGCSFFWFWRKTLSADLGFGWEEVDLSCLHDGMKGQVMIKV*
>PSC21- FG3G04090+FG3G04080
ATGGGTAAACCCAAAAACGCCGCGCCTCAACATGGGCTCCAAAACCCTAACAAGAGACCTCGCAACAGGTCCCTGTCCGGGTCTCCATCGGAGGCACGACCGCCGAAGAAGACTCCCTTTGAACATGACATTCGGCATTGGAATCGTGTATGTACATGGCGGCATCTACACGCTGTCATATCACAGACTCACTACTCGTACCGGCCGCTGATACTTCTCTTATTAGATGATGAAGGACACAGCTCCCATGCCAGAGGCACTACCCTTCACTGCCGTTCGGGACTATATAAACGGTTGCCGGAGCCCCTCTCCTCTAACAGACCAAATCGACGATTGGCTTGAAGACACATATCCCTCTGACATTTATCACAATTACTTGTACTCAGATATCCTCATCCAGAATCCATTACACAGACCTCCAGCAAGATACGCACGATCGGAACCTCCAAGTATGGGTCGCCGCAACGTACGAGGCAAGAGAGTCCGGTTTAGCACCCGGGCCTCTACCATCGGATCCACCAGTGCTGGAGCTACGCCCAGCGGACGGAACGGGTTTTCGACAGCAGGTCCGGGAACTACCACTTCCAGACTCACTGGTGCACTTGTCGAAAACGCCCAGTACGAAGCCATTAACCTAGCAGCGAACAACATCATCTACCGTGACCGCCGCGAAGGACTCCCAGATCATATTTCACAACTTGTTGAAATTATCTCAGGTGATCGGGAGTTACAAGATTTATCGGTCGAAGACGTCAATGATGACGATGTCCTTGCTGATCTGGAGCGAGGAGCCGGCGAGCCACATGTGGAACAGTATATACAGAACACGCTTGTCACATTGCCACCTCGAAACGACATAGTCAAGCGAAGTGACAAGATCCCCATGGCAAGGTGGACCGTACCCAACACTGGAACTGCCCATCGAGTCAGCGGTCCTATTCCGGACATCCTCCTTGGCTACAATCTCACAGGCGCATTTACGCCTGCCCAGCGAAGTAAACTCGTTTCAATGCAGCTGTCAGCAGCGAACAGGGACGGTCTCTGCCTACCATTCCTTCTTGTTGAGTTCAAAGGCGATGGCCCCTCTAGCAACGGTAGTCTCTAGGTGGCGACTAACCAATGCCTGGGAGGATCATCATCGTGTGTCAACATCGCTGACATGTTGAACGAGGAGCTTATGGAACGCGGACCTAAGGACATGACGCCAATCGACAATTCTGCTTTCAGTGTCTCTATGAACGGAACAGAGGCGCGTCTTTGTATTACATGGATGGAAGAAGAAACCTTTTATGTCCAAAAGATCCGAACCTTTGCTCTTCAAGAAGCGCAGCAGTTGTTGGAGTTTCGCAAGTGTATTCTCAACATTATGGACTACGGTCGGAACGTGCGTCTTGAGAGCATCGGATCTGCACTTGACCTTTTACCTGAGGAGACATTCGAGAGCGTCAAATCAAGGAGTGACCTCTTATCCGAGGAGGGGTTGGAAAGCATCAAATCAGTACTTGACCTTGATCTTTTGTCTGATGAGGAATTAGAGGCCCAGGGAATGAATGTCCGGCGGCTGCGAAGTCGAAACATACTGAGACCGTAA
>PSC21- FG3G04090+FG3G04080
MGKPKNAAPQHGLQNPNKRPRNRSLSGSPSEARPPKKTPFEHDIRHWNRMMKDTAPMPEALPFTAVRDYINGCRSPSPLTDQIDDWLEDTYPSDIYHNYLYSDILIQNPLHRPPARYARSEPPSMGRRNVRGKRVRFSTRASTIGSTSAGATPSGRNGFSTAGPGTTTSRLTGALVENAQYEAINLAANNIIYRDRREGLPDHISQLVEIISGDRELQDLSVEDVNDDDVLADLERGAGEPHVEQYIQNTLVTLPPRNDIVKRSDKIPMARWTVPNTGTAHRVSGPIPDILLGYNLTGAFTPAQRSKLVSMQLSAANRDGLCLPFLLVEFKGDGPSSNGSLWVATNQCLGGSSSCVNIADMLNEELMERGPKDMTPIDNSAFSVSMNGTEARLCITWMEEETFYVQKIRTFALQEAQQLLEFRKCILNIMDYGRNVRLESIGSALDLLPEETFESVKSRSDLLSEEGLESIKSVLDLDLLSDEELEAQGMNVRRLRSRNILRP*
>PSC22- FG3G12690
ATGGACGACGACGCAGTGGGGAAATCCCAGGAAACACCAGCTGCATTCCTTCACTCGGTCGACGCCAGAAGCAACAATCAATCTCATCGTACGTTCTCGGAGATGAAATAAAAATCCCACGATCCGACACGATCTCCACCCCCTGTAGTTCCACCCACTAATGTGTCTCTCAGTGGTATTCCCGGTGTACGAACGAGATATCTTCAAGATCGGGCGAGACATTCGCTCAAAGTGAGTAGAAAGGCACGGAAAGTGAGACAACGTTTGACAATGGCACACAGTTCATTAGCCATCGACAATGATCCAGACATGCTGGTTTCCCGAAACCACTGCGAGATTTATGTGGTCGTATATGAGCCAACTATCAATCACATCTACGTTCGGGATCGCAAGTCTTCCAACGGGACCTTGGTGAATGGAAGGCTCATTGGGTCTGGTCCTGAAATCAGTCCCGGGTACTTGTTGCAGCATGGTGATGTGATTGAGATTCGGCCTTACTAGAAGTTCACAGTCGCTCAGTATCAACCATCTCCTCGCCATGAAATGACAGCGCTACAGCAAGAGGAGTGCAAGTTATTTGCTAGCAAGTATCAAGTGACTGATCATTGCCTCGGTCACGGAGCAGAGGCAGCCGTATGTCTTGCCAACGACGTTCAAACAGGAAAGCAATTGGTCTGTAAATTGGTCAATCTGGATAAGATTCACGGGAAGAATGCTCAAGATGAAATACGACGCAAGTTCCAGGAGGCGGACATTTTACGCCAGCTGCATCATGTGAGTCTACTGTCTCTCGGAGTAACAGAAAGCTCTCAACTTCTGATGGCATATGGAACCACTCTTCAATCAGCCTGCTCCGATTCTTTGCTCAGAAGCCAGAGATATACTGCCTCTGATCCTCGTATATTTAGAGCGCCACTGACCCAGCCTAGCCCAACATCCTGTCTTACGTGGATGCCATATCCTCTCCACATACACTGTAAGTATCTTGATCATCGATTGAGCGATTCTCTGACACTGTCATCAGCTATACATTCACCGAGCTTGCTTCCGGCGGTGACCTCATGTCATTCATTATGAGGCGCGGCATTGTCAAAGAGTCAGAGTCTATAATCATCATTCGCCAGGTGGCTCGGGCTCTCGCATATATCCACGAGAAAGGCATAGTTCACCGCGATCTTAAGCCAGAGAACATACTCTTGGCTTATTCTCCCAAAATCACCTGCCATCGAGTAATGCTCTCCGATTTCGGTACCTCTGCTGTTCCTCGACGAAGCAGGATGATTACAAACGCTGGCACAGCAGGATACCAAGCACCGTATGTTATCTACCAATTCAGCCGTGACACTGGTTAATAAATACAGGGAATTTGTAACGACTGGCGAAGCTCATACGACAGCCGTTGATATATGGTCCTTGGGCGTTGTTGCTTTTACGCTCTTAGTATCTGATCATCACGATGCAGTGCTCAGTCAAATGACCGAAGAGGAGATTCTCCAATACACCACGCACACTTTCAGCCAATTAACAAAACGACCTTCTCTTGATGCGGCTAAATTTATCCGAAGCTGCCTGCGACTGAATCCCTTGCGCAGAATCAGCGCTCACGAAGCGAAGAGGCACGAGTGGCTATATGGTAAAAAGAAGAACGTGGAACTTTTCAAGCGACTGGATAGAAGGGTCATATCTTCCTGGGAACCTCAGAATACACTCAGACCGATGCCTTGGTCGTTGCCTGACCTTGTCCCGCCGCCCAGGCATCGGAAACATGACTGCTACAGCTTGAGAGATGAGTTGACTTAG
>PSC22- FG3G12690
MDDDAVGKSQETPAAFLHSVDARSNNQSHLVFPVYERDIFKIGRDIRSNSLAIDNDPDMLVSRNHCEIYVVVYEPTINHIYVRDRKSSNGTLVNGRLIGSGPEISPGYLLQHGDVIEIRPYWKFTVAQYQPSPRHEMTALQQEECKLFASKYQVTDHCLGHGAEAAVCLANDVQTGKQLVCKLVNLDKIHGKNAQDEIRRKFQEADILRQLHHPNILSYVDAISSPHTLYTFTELASGGDLMSFIMRRGIVKESESIIIIRQVARALAYIHEKGIVHRDLKPENILLAYSPKITCHRVMLSDFGTSAVPRRSRMITNAGTAGYQAPEFVTTGEAHTTAVDIWSLGVVAFTLLVSDHHDAVLSQMTEEEILQYTTHTFSQLTKRPSLDAAKFIRSCLRLNPLRRISAHEAKRHEWLYGKKKNVELFKRLDRRVISSWEPQNTLRPMPWSLPDLVPPPRHRKHDCYSLRDELT*
>PSC23- FG4G10420
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ATGGCTAAAAATAAACGCCATCCCGCCCCTGGGGGTGTCCTACCAACCGTGGGGCCAGCGAGCTTGCCAACGAAGGCCTTGGACCCAAGCCGGGTTTATGGTAGCGAGAAGCCGCCCAACCTGCGCGAAGCCTTCAATGACTTCTATCCTAACGGTCTACCCAATGTCTACAGGATGCTTGAGACTCCCGGTGTCAACGGTATCCAGCAGACGTATATTGAAGACTATCTTCCTGTGGGATTCTACACTAACCCTCGCATTGACGCTGAAGCCACCTTCTCTACACAATGTGGAAAACAGCCTTTCCGTCGTATAGACCAGCTAATGCCTCAACGTCGCATCCACCTCTGGAACAAAGATGAAATCCAGTCCGTTTGCAACTCGCTGCGCAGACTCTACTGGGATTACATGAAGCCCATGCAGAAACCATCTTGCTGGGATGACTTGTGGATCTATTTCGATGCCAGCGATATCTACAACTACGGAGCCCTGAATCTCTGGAATGTGGTCAACCATCTCTATGATGAGAACCAGATCATCGCTGCCGATGTGACAAAAGCGAATGCAGTTGAAGTCGGCCTCTGGGTTGATTCATGGATGTTTGACGATTCTAACTGCAAGAAGCTCGAAGACTGGGATGGAACGAAGTCTGTCATCTCACTTCTCACTGATGACGATTGGAAGTCGGCCGGTCATATTCAAACTGACGTTGTGGCACTCGTTGAGAGCGCTCTTACACACCGTCACTCCCTGCGACTTGACCCAGGAAGGCTCAGGCTGGGTTCGGATGTGAAGCCAAATCATCTGATGAAATCTTGTGCCAACAATAACCTCGAAAACTGGCTCGGTATGTATAAAGTATCAACAACGCCGCATACAGCCTGAAGCTAACGAGAACACAGCTGGTCAGCGCATCTTTGAGCCCTCCGGCCTTCCGAAAGCTCCTACGGTCGCCCCTCACCAGACCTCACCAGCTTCCAAGGAGGCTCCGGCGCCCGTTTGTGTGATAGATGGAAGACACTACTACCAGCCACCATCTGAAAAGCGCGTACCCAGTGCAGTGGAAGCACTGCACCAGTCCGCTGCCGCTGCTGGGCCTGTCGCTCACAGTAACAGCGACGCAGTGTTGACGGAACAGACCGAGGTGACTAATTCCGAGACTCTGGAAACTCTTCGGGTACCACCTCAAATCCGGTCCAAATCTACTGAGCCCACTAATACTGTGTCATCCTCACCACCCGGCGATGAAAAGAACGGCCAGGCCGCTTCTAGCTCATCAACAAAGCGGAAGAAGAAATTGTCTAAGAAACAACGTGATTCAGGAGAGCCTAATGTACAAACCCCGACAAAAGCCGGGCGACAAGGTCGTGGCAACCATCGGGCAACTCCAGGAGCTTGCAAGCCCACAGTGACAGCATCACTGCCAACATCAACCGTAATGGAATTTTCAACCCTGACGACTCCCGAAAAGCAGACCAGCAGCGGTACACAACAAACTGGACCCGGCCCTTCTCTCGATGATCCGAAGGCTGTTTAGCAAACAGTCCAGGCTACGTCGAGCCCTTCGAAGGAGCATGATGTCAGTCGTAACGGCAAGCCAAAAGACACCGAGTCGCAGGCTGACACCTTCAAGGAGCTCAAGAGGAACCAGCGACCAAACCAATCTTTTGCTCGCTCAAGTCATCATGAACATAAGGGCGTACAATCTCTTGGTAACACGAACACTCTCAACCACTCGCAAAGGTTGGACTTGAATCTCCACATCAACCACGCGCCTGGTGTTTACTCAGAGGGGGCAATGCAACCAAATTACATGAACAATCCTCTGGGAATCACCTTCCACCCTTCTGGAACCTTCAATCATATCGCCCAAGGAGGATACCCTACCCTTCAGGACAATGCCTCAAACGGCCCGAACTACCGCCATGTAAGCATGCAAGCAAGCACACAGCCACCATACCATCATCCAAAGGGTTTTCTTCCCAACCGGGGTCGGAATCCCAGCAACTCTTCCCGCCTGGATCGCTCCGATTCGAACGACAACCGATGGTATCAGAACAACGAGAACTTGAACAATACGAACTCGGGTTTCAATCGTGGAGGTTATCAGCGCGGTGGACGTAAAGGGACAGGACGTCGGGGAGGCCATAACCAGCGAAACGCAACAGCGCCCATTACTCAACCATATACTGGTTCCGACTCCGTCCAGAAGACGCGCGACAGGGGATCATGGAAAAATAAGTGGTGCCGAGAAGGCTCGGACCCAATACAAGTGACATGTCAGAACGTTCAGGATGGGCATGAAATCAGAGAGTACGTTCCTTGCTCTTGTCAGATGTGCGAGGCTCGCAACCGCTCTGTGCACGTCGCCGCGAAATCCCACCATGAAATACCATCGCTAGACATGCAGTCACGGATCAAATCTGGTTTGTCTGAACGATTCGGACTTGTGGACGAAGTGTATCCATTGCCCTCCAAGGAGCCAGGGCGCTTCATAGTCAGGTCGGTTGAACTTTCCACTCATCGGGCCAACTGTCTTTACTAACTGACTGCTATTAGGTTTGCCAACCCATCGTCTGTTGGTGAAGCGTTGACAATGGGTGGCGGAAAAATGCCCGAGCACGCTCTGTCGATTACTTTCAGCCCAGCCATGCGCTCCAAGTGGACGCTCTCTGAGCAAGCACCGACTCGGGTGACTCCTAGCCAGGTCATTGACCAAAACCCCCCATCTATGCCATTCCAACAGTATTCTTTCGGCCTTGCGGTGCCTGGAAATGCTCCAGGCGTTGCAGTAGCGCACCAAATTCCGCCTGGGATGCTTCATCCATCTGTGGCAAACCCAGCTAATGCGCACTGGTCCAAGAGCGGTGGCCAACAAGCTTTCTCTGGATTTCCACAACCTCATGTATTGGATCGACCACCTGTTGCTCCTCAACCAATGACAAATCCACCTCACTTCCTTCCTGCTGTATCTGGCTATTCTCAAAACCAAGCTTTTGTTCCGGGCCTTGCGCATCTGGAGACTGTTGGCCAAACCCTCGACGAGCCATTGCAAACAAAGCCACCGGCCGAGGAAGCGTTGGAAGACATTCATTGTAACGATCGTTATGATTCATACAGTCCAAGAAGCGACGGTAACGGGACTGCCGGGACCAAAGCTCGTGTTTCGTTGCCCAACACCCCTTCCAAGGCTTCTGCTAGCACGAAGGAAACACACGCAATGCAACTCATGGCCAAAGAGAAGAATGACCAGGCCAGTGGTGAGGATGCGTCTCACCTTTCACACATCGCAACATCCGAGTCAGCCACAAGTGCCACGATCCATATCCGCGTACCCAGTGCCTTCACCGCGAACGAAATCAAAGAAAGGCGTCAAGCGTGGGCAAAAATCTCCATGCCACTTAATCTTCACCGTCCCAGAAACTTTACGCCAACTAAACCCAATAGCGGCTCTATCAAGGATGGTGACAAGCGTGAAGCATACGCTGCTGAATCAGAATTATCAACCCCGACACAGAATGTGACATTCACGCCTGATACTGGCAGTGTCTATGGACAATCTCCTGGAAAGCCAGCATCTCCAACACGTGTCCAGAAGGATTCCTCTATTCCCAGCTCAACTGGACCGACAGGACAAGAAACAAGGACCGAGGAGAACGTCGACCAGAACCAGGAACCGGCTACTGCCTCTTCTCAAACCGGCAAGACTGGAGTCCAGAGTGAGCCAGATCAAATCCAAGCGCCTAACTCCATCGAACCAGACACTCTACTCCAAGTCTCAGACACAAACCGGCGTCCAGACAACGCACAAGCCTCTCAGTCAAAAGGGAAGGGAAAGGGTTCGAAACCGAAGTCGAAGAAGAAAAAGCCAAAACATAAGATGATGTCTCAAGGCAACGAATCCACCTCCCACACACGACAAATCCGGACCTCGCCCCCACCCGTTGCCCCTGAGGCTACCCAAGCTCTCCGAGACGATTCTGAGAGCGCGCCTCGCGACCCTTCATCCACAATCGTCGCCGACAACCAACTATTTGAAGCATTCTCCCCTACAAAGCGACATCATGACGACCCTGAAGAACGTTCTGAATCGGGATTTTCTAAGCGAAGCAAGAAGCAGGGGAACACCCAGGAAACGACTCTTGATGAATCCGACTCACCTGATGAGGATGCCCGCGGCCGTAAGGGATACAGAGTCGGCAGGGGAGGTTCACTTCGTATGGGCAAGACACGTCGACCCCGTGCCATCATGACTGTATCAGTACTTGCAGAGCAGCCCATGGACGCCCAAATGTCACCTCCTTCGTCAGATTTTGCCTTTCAATGCCACAGCGCTTCTGCATCTACTGGCTCACCAAGCCTGCGCGGGCCTGACAACAGTGCAATCAGTCGATTGAACCCCAAGGCACAGGAGTTTGTCTCACCATCTAGAGTGACACCCATTGACAAGCAAATTGCTTCTGGTTCTAGCAAAGATGAAGCCCTCGATAAGCTTGTATCCAATGATGCAACTGATCGCAAACGAAACGCCATCCAGGAACCACTGAAGTCCGGCCTAGGTGTACCTCCTATCGATGACTTCATGCTTCCTGCAACCGATATTTCAACTCCAAAACATCGACGGGCTCTCTCGGAAGCGGTTCAGAAAGAGAAGTTGGCAAACAACAAAGAGGGCGCATGCCAGGGCCAGGTGAAGACACCAGGGAAAGGTCCTAAGCGAGCAAAGGGCAAAGAAAGAGCCGTTACACTCGGGGCGAAAAAAGAAAAGGTCGAGGGCACAGAGAACGGGACCCAGGATACTCCTCGAACTCCCAAACAACCAGGCACCAAAACCAGGAAGCCTGGTCAGATCAATGATGATTGGCCTTCTCTTCCAGCATCTCGGGATCGCGCCCCTTCAAAGCCACAAACACCCCCGATCTGGGGCGCAAAGGCAAAGACTGTCGTAGAAAATGGCGACTCAACACAGGACTCTCCCGTAACCAAAGGATGA
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ATGTCGGACGGAGACTCTGAAGTAGACTTCTTTGACCTTACCGACGACGACAATCGTCTAGAGTCGGACGACGAGACACTTCCCCCGCTGGAACTCACTCTCATGCTTGATGAGGACGGCCAGGGAGTCTACCATACCATCGAGCCTCCTCAAGCCATTGATCCCACGGACATGGACACGGACGATACGCTCCATGACAATGGCAACGACGATGAAGTTGACCAGCCCGTGGAAGGCTCACCCGAGGATCCTGACGAATATGATCCTGACGATGATGGCTTCAATGATGATGATGAAAGCGAAGAAGAAAAAGCGCGATTCGAACCTATGAATCCCGATGCCGCCCTTGTGGAAGCTCTGGGAGCAGACTCTATTCCCATCCCAAACTGGGATGGCAGTTGCTTTCAAACATGCCAACCTCCCTGGAATATGTTAGCTGACAAGTACACGGGGTGGCGACAACTTTTCCTTACAAAGAGAGCAGAGCTGCAAAACTGCAAGCGTGTAAACAAAAAAAAGGTTACCCGCCTCAACAGAGAAATCCGGGCTATGAAGGAAGCGATCCACGAGTTTTATGCAGTACATACCGAGAATAATGCGAAGAACGCAAGACTCGCTGAGGAAAACCGCGCCCTTCGAGCACTCTTGTCGGATGAAGACCTGGCCAACTTCCCAGAACCTAAACCGCAAGATCTCGAAGACATAGTGGCATGCTTGCCTGAACGCGTCTTGACAAAGCTGCCCGATGACATCCAGGAGTACCTAACCAAGGGGCCACGACATGTGCTGCCAGCTCCAAAACTCCGAAAGACTGAGAGGGTATATGCTCACCTCCACTTCAGCATCTCATCGTCTTAGATTACTGACAGATCATAGGAATGGCCAGCCGTGGCCGAGGAATTTCTCGAAACTGGCCCCAATGCCGTTTACCAAGATTGGGGGGATGTCTACAAACTCTCATGTCGGGAAGAGAACATGTCGTGGGCTTTCGGAGAATCCAGGGCTCCAAAGACGCATCCTTACCTCAAACTTGTCCCTCCTACGTCTAGTCAGGAACAGAGTGCAATTGCTGGTGTTTCCGACTGCTGTACTCCACCACCTATCCCTCGTGATTGCGATTCCTCGAGTTCTGATGAAGAGCAAGGCTTTCAGCCATTCCGATTTCAAGATCTTCCCCGAAAGATCCAACTCAAGATCTTCCGCTGGGTCCTCGTCTTCGAAGGCGAAGCCATCCATGCTATCTCTCGACTAGACCCCTATTACGAGCCAGGCTCGATGCATCTGAACTGTAATCGACAGGTTTCACTTCTCCATCGATTTCATGTTGGAAGGGAGCCTGTTTCGCTAACTTTCGGGGGTATCCATCCACAGAGACTTCTCGCTCCTCTCCTAGTTTGCAAAAAATGGAACACTATGGGTTCCCATGTATTCTACGGAATAAACACCTTTGTTTTCTCTTCCATTGGCGAATAGGGTCGCTTTGCGAGGAACATTGGGTGCAAACTTCAGATTGTGCAGCACATTGAGCTTCTCTGGATGGGTTCACAGAGACTCACGTATGAACTTGATGAGAAGGGCAAGTATACGTCTCGCCGGACTCACGACTTGGCCTATCTACCTGCGGCCAGCCGCCTCAAGACAATCGCGGTCCATATCCCCGAGTCTTCCAAGTCGTACATGCGACGCAAGCATGAACCCCCAAAGATCATCGAGTACTTGGAAGAGATCACGCGAGACCAGCCAAACTACCGACTCTTCCGCGAGCTACGTAGTCTTCAGGGGTTAGACTATGTGTGTTGTCTTCGTGGTCTGAGAGAAGTCACATTCTGGGATTATGACAGGTGGCTGAACGAGGAAGCAAAGATGCCAGTCCGCGACTGGACTTTCGTTCGGGACATCAACGATTGTGTGCGTCGAGAGAAATCGCACAACAATGAGCACTTCTCTCAGATTCGCTACTTGGCACCGGTAATGAAAGGGTGTCGTCCCAGTATCGCGCTCGCGGCGAGACTTGAAGCATTCGTCAATCCACCGCCTCGGCCTGCAGGACTCCTTACGCTTTCACCTGACGGTGAGCTTCTGTATCCACAACCTCAGGCTTCTGTGAACCATCTCATCGTTCTCTACGATTCTGATGATGAGGATCATCCTGATACTGATGACACTGGTGAAGCTGAAGCTTCCAGTAATGAAGGCTCAGGCGATGAGGGCTCGGGTGATGAAAGCGATGCTGACGACAGCCCGGATCACGATGATGGTGGTGATGCAGATGGTGTTGTTGCTAATGGCAATCTCGAGACTATTGATATCAGTGATGATGAGGCTGATGATGAGGATGATGATCATGGCGAAGCCGGAGATGTCGCACCAGAAACAACCAACACGACAGAAGCCGACAGGGTGGCTATGCCGCCTCCAACAGCCCCTGTTCGTGCGAATTCGCGTGGGCAGGAAACATCGCCGCCGTTATTCATGCAGAGTGCTACCCCAGAGTCTCCGCGTCCAATGTTTGTCCAGAAGCTGGAAACACCGTCGTCACCAGGTGCCTCATCTCACACCGAAGGCACTCCAGCAAGAGCAAAGCGTGAGGAGAGTTCCTTGTTTGTAGGCTCTCCTCTTCACGGGGGTCGAGATTCACCTATCGACATGACTCAGGATGCCGACATGCCATCTCCTGAAGGGCAAAACAAAAGATCTTTTGCCTCCTACAGCACGGTTGATGAAAACGACGAGTGTCTTTACATGGGTAGCTCGCCCAAGAGAGCAAAGACCGAAGAAGATGATGGTGTCGATGGCGGCAGTGGTAGTGGAAATGCTGCTAATGCGAGCTCTGGGCCGTTCATCATAAATGATGATGATTGA
>PSC28- FG2G07600
MSDGDSEVDFFDLTDDDNRLESDDETLPPLELTLMLDEDGQGVYHTIEPPQAIDPTDMDTDDTLHDNGNDDEVDQPVEGSPEDPDEYDPDDDGFNDDDESEEEKARFEPMNPDAALVEALGADSIPIPNWDGSCFQTCQPPWNMLADKYTGWRQLFLTKRAELQNCKRVNKKKVTRLNREIRAMKEAIHEFYAVHTENNAKNARLAEENRALRALLSDEDLANFPEPKPQDLEDIVACLPERVLTKLPDDIQEYLTKGPRHVLPAPKLRKTEREWPAVAEEFLETGPNAVYQDWGDVYKLSCREENMSWAFGESRAPKTHPYLKLVPPTSSQEQSAIAGVSDCCTPPPIPRDCDSSSSDEEQGFQPFRFQDLPRKIQLKIFRWVLVFEGEAIHAISRLDPYYEPGSMHLNCNRQVSLLHRFHVGREPVSLTFGGIHPQRLLAPLLVCKKWNTMGSHVFYGINTFVFSSIGEWGRFARNIGCKLQIVQHIELLWMGSQRLTYELDEKGKYTSRRTHDLAYLPAASRLKTIAVHIPESSKSYMRRKHEPPKIIEYLEEITRDQPNYRLFRELRSLQGLDYVCCLRGLREVTFWDYDRWLNEEAKMPVRDWTFVRDINDCVRREKSHNNEHFSQIRYLAPVMKGCRPSIALAARLEAFVNPPPRPAGLLTLSPDGELLYPQPQASVNHLIVLYDSDDEDHPDTDDTGEAEASSNEGSGDEGSGDESDADDSPDHDDGGDADGVVANGNLETIDISDDEADDEDDDHGEAGDVAPETTNTTEADRVAMPPPTAPVRANSRGQETSPPLFMQSATPESPRPMFVQKLETPSSPGASSHTEGTPARAKREESSLFVGSPLHGGRDSPIDMTQDADMPSPEGQNKRSFASYSTVDENDECLYMGSSPKRAKTEEDDGVDGGSGSGNAANASSGPFIINDDD*
>PSC29- FG1G02140
ATGTCCAACTGGTCCCTACCTTCCGAGATTACCCTGTTCAAACGAAAACTATTACGCCGGCTGAAATGGATCAACATGGTGAGGCCGAATGTCGCCGTCCGCAAGATCGTCTTGGACCACGAAGGATTGCCCAGACGAGGCAGAATGCCTACGGAAAGAGAGGATTTTCTACCGATCGAAACCACAGTCGAGGAGCTGGAAGAAGTCATACGTACACCAGATATCGAAGAGTCGCTGATGCTCAAAGATGACCACGGGGTGAACATTTTACCACTCCTTACCTTGCAATCTATGCTGCGCGACAGACCTCCAGTCACCCACGACATCTGGGAAGATGCACTTCAACGACTTGACAAATTGTTGGCGGGGGGCAGACAGGGCGGAGCGGACTGGTGTCGCAAACATCGTGTTTTCGAAATCTTCTGCGTCGTCATGATAGCGAGGCAAAAGTGCAAGGACGACCTTGCCGTTTTGAACAATATCACATCGTACGCATCGGTGCGATTGAACCAGTTTAATCTCTTCAACACTCTGAAATCAGTGGTAGGGATAGGGGAAACAGGACTTCACGATGGGAATTTGCATACTCATACGATTTCTGCCACCGAGATCTCGGCGTTGGAGGAGCATTTGAGCCTTTGGACCACCTCTGAGGTTATCATTAGCCCGGTCGCGATATCTTATATTCGCAATGTCTTGGGATGGCAGCAGAACTATCGACTATTGAGCATGTTAGATGAAGTGATCTAGGAGATCGAGGTCGAGCTTTTGACGACTCCGGGCTGCCCTCTTACCCAGTACACCCAGTACGACTAG
>PSC29- FG1G02140
MSNWSLPSEITLFKRKLLRRLKWINMVRPNVAVRKIVLDHEGLPRRGRMPTEREDFLPIETTVEELEEVIRTPDIEESLMLKDDHGVNILPLLTLQSMLRDRPPVTHDIWEDALQRLDKLLAGGRQGGADWCRKHRVFEIFCVVMIARQKCKDDLAVLNNITSYASVRLNQFNLFNTLKSVVGIGETGLHDGNLHTHTISATEISALEEHLSLWTTSEVIISPVAISYIRNVLGWQQNYRLLSMLDEVIWEIEVELLTTPGCPLTQYTQYD*
>PSC30- FG4G27760
ATGAATTTTAACTTCACTCTCCCCGTCCGCCCCCGTCCGCACACGCTCTCTACCGAAGCTGCCAACTGCTCATACGACAACCAGACAGTCTCAAGCCCCTCAAAAAGTGACCTCAAAGTCAAAAAGCGAATCCCGGTTCTACGACAGAAGCCTGGGGCTTCTGAGAACACCAGGCCCGAAACATCTTAGCGAGATGTTACATCAAACATCCAACTTCCTCCTTCTGGGATCGACGCAGAAATAGTACGATTGAAATCGAAAACTACCAGCAATCAAACATTTTTTCAAAATGGCACACTTATGCCGGGCCTTCGTCATGATCAATTCCATGAGAAAGCACAGTCAGACGAACTCTCCACAGAGCAATTCACCAAACGGGCACTATCTCCAGTTGTTGCAGACGGAGAAGTCTCTCTTCTGCAAATGGTAAAGCAAAACATCAGGCATCTTCGATCTCAAACGCCCTCCCCAGAACCTATGTGCATACCCGCGCCCATGCACAAGTCTGGCCAACAAGGTGCAAGAAGCACATCTTCTTCTTACCCTGAAGATATCGTTCGATCTCCATGTGTGCCTTCACCACCAGATTCTCACATGGCCTTGTCGAATCTTGGCGACCTGAAGAGATACAGCCTCACCAACGATCGTTTATCGGGCCTCCGGTCATCATCTAGCTCGTCTGGTTATTCTAGGGCTGTAAGTCAAGGAAGCGCCTACAAGACATTGACGGAAGCCGCAACAGCTATCGGGAAGCTACAACGTTTACCGACACCCTCGTACCACCGGTTTGAAGTCTCTTCGAGCTCTGAAGATTTGGCGTTGAAAAACTTAGCCCCGCACAATAGTGAGGTCAGCAACGAGAGTGAAAGAGGCTCTATCAAGAGCCTCGAGACGCAACCATTGAAAAGAGTGACAGCCCATACCAGATTCGATTACCTGGCGGACAGATTCCACTCAGAAAGTCCTAGCCCATCAGTAAGGCTACCTCAAATCATCAAGTCTAAGAAAAGAAAAGCATCCGCCATCTCCCTTCGAAGCATCTCTGCTGGCGTCAAGCGGTCCCGCGTTGAAGTTAAGAAGCTGGCGCACAACATCTGCCGCAACAGCTGTGACAAACTTCGCCAAGCTCGTGAGAGCATCAAGCGACAACAAAAAGAGCAAAAGAAACAGTATTCGATTTGGAAAGAATTGCGACGTAAACTCAAACCTGGCGACGCGATCAAAGGCAAGCATGAGAAAGGTTTCACAACCTTTTCAATGGAAAAAAGCATCCGTGGAGCCAAATCCTGGTGGAAGGCTGGTGTTGACAAATATCAAGCTCCCGAATGGATGCACTTTGGGAAATAG
>PSC30- FG4G27760
MNFNFTLPVRPRPHTLSTEAANCSYDNQTVSSPSKSDLKVKKRIPVLRQKPGASENTRPETSWRDVTSNIQLPPSGIDAEIVRLKSKTTSNQTFFQNGTLMPGLRHDQFHEKAQSDELSTEQFTKRALSPVVADGEVSLLQMVKQNIRHLRSQTPSPEPMCIPAPMHKSGQQGARSTSSSYPEDIVRSPCVPSPPDSHMALSNLGDLKRYSLTNDRLSGLRSSSSSSGYSRAVSQGSAYKTLTEAATAIGKLQRLPTPSYHRFEVSSSSEDLALKNLAPHNSEVSNESERGSIKSLETQPLKRVTAHTRFDYLADRFHSESPSPSVRLPQIIKSKKRKASAISLRSISAGVKRSRVEVKKLAHNICRNSCDKLRQARESIKRQQKEQKKQYSIWKELRRKLKPGDAIKGKHEKGFTTFSMEKSIRGAKSWWKAGVDKYQAPEWMHFGK*
>PSC31- FG3G31830
ATGGCTGAATCACAGCCTGTTGTTCCGACTGTCCATCAACTCATCGTCGACAACCCCTGGTTCTGCAAGAATCCCCTCTTTTGGACCGCCCAGCATCTTGACCTCCTCAACATCAAATTCGAACGCATCGATGCCCTCCTCAAACATCCCCAGTCTCGCAAGTATCTGAGCATGAAGGACGATGACCCTTTCTACTACTGGTCCAGGCGCTTCGCCAAGAACCTCACCTCTGTATCCAAGCACGCTGCCTTTACCCGAATTCTGGATCTCATGGGTGTCAAGATGTGGCATCATCCGTACGTCTGCTTCCTTACCATGTCACTCCGTGCTAAATCTGTTGCATAGCGATGAGAAGGCTGTGTTCTTGTTTGACAGCAAAGACGTCCACGTTTCCGACTGCTACGTCTGCCATTTCACCCCTCCCTTTCTGTCCGAGCTTCCCATCATCGGCTACTTCCACTACGACGACGTCAAGTGGGCTCGCCTCAAGAGCATCCGACCTCAGAGCAACCCCGGCGACGGCGGAAATCCCCCCATGGCTCGAGTCTGTCGTATCCGACTTCGCAACGTCACTCCCATCGAGTGGTCCGAGGATCCTTACCTCGTCGGTCTGATTCTGTCCTTGGCCCAGTAGCAATGGAGCAAGGAGCGACACCCCTATGTCAGAAACTATCCTGTATGTTGCGACCGTCCTGCTTATGTTACCAGACTGACTTTGACCTTTAGGTTCGAATGCTGGTTACTACCGAGTCCGACCCCTCGACTGCTCACGTCTTTGTCGCTGACATCGGCATTCGTCTGTTGGAGTGCATCTACGACCCGGCTCTTTGCCTCGATGGCGTCATTTGGCCAACTATTCAGCACTGCGAGCTTCCCATGGAGCCTTACAACACTTTCCCCGAGCGCGTTGTGGCCGAGCTTCTTGGCTACCGCCACTGA
>PSC31- FG3G31830
MAESQPVVPTVHQLIVDNPWFCKNPLFWTAQHLDLLNIKFERIDALLKHPQSRKYLSMKDDDPFYYWSRRFAKNLTSVSKHAAFTRILDLMGVKMWHHDEKAVFLFDSKDVHVSDCYVCHFTPPFLSELPIIGYFHYDDVKWARLKSIRPQSNPGDGGNPPMARVCRIRLRNVTPIEWSEDPYLVGLILSLAQWQWSKERHPYVRNYPVRMLVTTESDPSTAHVFVADIGIRLLECIYDPALCLDGVIWPTIQHCELPMEPYNTFPERVVAELLGYRH*
>PSC32- FG1G30510
ATGAAAACCAAAACACCTACTCCAGACGAAATGTATCGCGCTGACGGCACGAATGAGCCAGGGTCTTCCGACACTCACTCTGGTCTTCAAGATACCATCACCATTGGCTCTGACAGCGACGAATCTGACATTTCTTCTTGTATTCCTTCGTCTGATACTTTTGGTAAGTAGGAGGATGAATCAACCCCCCTTTAATCCAATAACTAACACAAACGTAGATAGAAGTGACCTTACTACCAGGATCAAAGAGTTCAGTGAAAGATGTCTCAATAGCCTCCCTCTCAACTTCATGACCGCCGATTTCAAAAACTACATCTTCTACAACTCAAACCAGCGCCTTGACGAAGCTAAAGCAAGTAGCGTCGACCTGGATGACATTGCTGTTGGGGATGACTGTCTCCCAACTTGGTCTGGACGATCTTGGGATCCTACCATGGAATCTCTACACGGCATCATCCAGTCTCGCCTCGCCACGCAAGATGAAGCTCAGCAAGCAGGAAAGTTGGCGCGTGACGATATCATCTGGAAAACAGGCGTGAAGCTGTATGAGGCCAGCGTCCAGGGTATCCCACTGGAGGATATCTACATCGGTTTGAATCTGCTGCCTGTCTAGGGTGCAGCAGCAGAGGATGCGATCCGATATCTGCATCATGAGGACCAAAATGAGCAGCAAACACCGGATGAAGACGAAGATTGGATCTTACCTACCCACGATTTTGAGACTGAACAGGTACACGACACTAGAGCGGTATCGCTATCCCAGAGTACGACCTTCGTGTCGTCTGACGATTCCACCTCCTTGAGCCTGATGTCTCCATGCTTCTCCAACACTGATAGCGACATCGACATTGACAGCGAGTCAGATCCCGACATCAATTCCGACGATGTCGAAGAATTTGACGACACGTTCTCAGTCGACAACATGTTCGATCCCGAGCCGCACTACCTCGATTCGGACGATGAAGAAGAGCTAAACATCTTCCACGGTGCCCATGTCGTGGGTCTTCCGTCTCAATATGCCAACGTTGATCTCGAGATGTGCGAGGCCTCCGATGAAGATGAGGTCGAAGACCTACCAGAGATGGAACTTTGTATAGACGGTGAGCTCTACAAAGCGCTATTCGATATTGAAGGGGTAATTGATGTTGAGATTGAAGGGAGTCGGATCATCTGCACAGGAGAACTCTTCGAAGAAGGAGAGGAGATAATCGTGGATGGCCCTGAAGATGATGGTGCTGGCTCTGCTGTTTACGAAGATGAATACAGTTCGGCTTCTGAGTCCCCCAAAGAGAATGCTGGAGATCGGATGATCCTCGACACTGGGCGTGAAGCCGGTGATGGTCGTCTTTTCAATTCCTGGGAGGGCTCTTCTTGGGGACAAGCTACTCAACACGAAAGCCTTGACGATACTTTCCGGGAGACTGAGGATGGATTTGTGTGGTAA
>PSC32- FG1G30510
MKTKTPTPDEMYRADGTNEPGSSDTHSGLQDTITIGSDSDESDISSCIPSSDTFRSDLTTRIKEFSERCLNSLPLNFMTADFKNYIFYNSNQRLDEAKASSVDLDDIAVGDDCLPTWSGRSWDPTMESLHGIIQSRLATQDEAQQAGKLARDDIIWKTGVKLYEASVQGIPLEDIYIGLNLLPVWGAAAEDAIRYLHHEDQNEQQTPDEDEDWILPTHDFETEQVHDTRAVSLSQSTTFVSSDDSTSLSLMSPCFSNTDSDIDIDSESDPDINSDDVEEFDDTFSVDNMFDPEPHYLDSDDEEELNIFHGAHVVGLPSQYANVDLEMCEASDEDEVEDLPEMELCIDGELYKALFDIEGVIDVEIEGSRIICTGELFEEGEEIIVDGPEDDGAGSAVYEDEYSSASESPKENAGDRMILDTGREAGDGRLFNSWEGSSWGQATQHESLDDTFRETEDGFVW*
>PSC33- FG3G26160
ATGTTTCGGATGCCACCTCGTCGTCCCCGATCTACTCGACAGAGGTGCGACGGAGTTTTGCAGCCACCAAGTCCACCGGATTCTGGGTATGGCTCGGAGGAAGATGTTTTTGAATGCTCACATAATACTCGAAAAAGATACTTCCCTTCTTTTGATGGCTCTGGTCCAGATGGAACTCCTGTACTGAAGCTACATGTGAACGAAGAGCAAGTATGTCCTGCAGCCAAACAGGAGGAAGTCCAAGTCGAAATTCCTAAGACACCCGAGCGGCATCATCCCAGGCAGAAACCAAACGTGGTCTCACCCTTTATTTGTCCAAAGACTCCCAAGCGCTTGCCCCTGCAGGATAAGAGAATTGACCACAACAGAGGCCTGGATAGATACGTTCCAAGACGTGACTTCGTCTCTCCGTCGTCCGAGAGATATCGAACTACTAAACAAAGTCATGACCTGTCTAGAGAAGAGCGCTTGAAGCGCAACCAAAGTGCTTCGGCAGATCCTTTTGTTCTCAAACGTCATGTTCTGGACCCTGACCCACGTTTTCCTTTCAGAGTTGACAACACCAGTCAAGACAGAGGTTAGAAGGCCGATGCACCTATATTTCTGTGCTAACTCATGTCTTTCTCACAGGCGTTGCTCTGGGCCAGCTCCCACAGAACCGAGGAGGCGAGCGCCAGGTAAGTATGGGGGCCATGTGGTCAGTTGGGGGTGTTGCACCCAGCACAATTGCGGTCGATGATGGGCAAGGACATCTCGTCCGACGTGGAACGAATGCACGCTTATTTCCCACCCCTTTTCAAGAAAGCCTTATCAGCACGTCAGTCGAGAAAGAGAAGCACGAGGGCCGTATTGCTTCGGCTCTGAAGATCGATCAGGTTCGAAAAATCCTCGAGTTCGCAGAAAATCAACAGATACCTCGAGGCCCAAGATGTCACACTCGACAGACAGAGTTCACCCAAACAAGTTGGAATGGGTATCAGTGGGCTAACAAAGAAGAGTGGTCTGGTATGCTCGGTATGCTGACTTCACTTGATTCAAGGCTAACCCATGACAGCTCCCATTAAGCCAGCGAGGCAACGGCTTCTCCCAGCTGCTCCGTTCAGGTAGGTGTATCGGAACATTAGATGCACAGTGAACTGACGTGCTCCAGGGTGCTTGACGCGCCAAACCTCAAAGATGACTTTTACTGCTCACCATTAGCATATTCAGCCACCACGCACACTCTAGTTATTTGCCTGGGGAGTATGCTTTATGCTTGGTCCGAGTTCCGAGGTGTTCAGTTGCTCTACGGTACTCATCCCGACACTTAGTTGACGTCGGTCGCCTTCTCGTCAACGCAGGGGGGTAAAGCCGTGCTTGGGATCGGGCACTCAGACGGCCGGATCCTTTTCCAATCCATCTTCGACACACTGCCACGGTTCGAAGTTCGTCAGGCGTTCCCCATTTCTTGCGTCAGCTGGCGGCCTACCTGTACCCTGCGACCTTCCAAGAATCCTCTCATCCTAGGGGTTCAGGTTCAAACCGAGGACTTGGTGGTCGGTGACGAGATGGGTAATATATATTATTACGTGGTAGAGTGGCCAATAGGCTGGGAAATCACCCGGAACACATGGCCTGGTGCAGTATCGTTGATAGCCAGGATCAGCAATATTCACTGTCAGCAAGTATGCGGTCTTGCATGGTCATATGATGGTCGTCTATTCGCCTCGGGGGGTAACGACAATCTTTGCTGTCTTTTCGATGCTGAACAAGTTGTTGGACAACGACTTGAACCCACTATACCAGGGAATGGATATCGAGCGCGCATTGAAGCTAGCAGCGCCTATGGTGGTATTGAGACAAGAGTCACCCAGCTGATAAACATCCCGCAGAGTGAAGACGGCTTTGCGGCACAACTACGATTGGTGCCAAATGCTACTGATGCAGTCCGATGCCTTGGACCTAGCATCGCGAAGCATCACTGGAACCATGACGCTGCTGTCAAGGCTATAGCTTTCTGTCCATGGAGGCGTGGATTAGTCGCTACAGGAGGTGGCTCTAATGACAAGTGCATCCACTTCTTCCACACTCCCTCTGGGGCCGCTTTGGCAACGATATCAGTATCGGCCCAGGTCACCTCGCTCATCTGGAACACGACCCGCCGAGAAATTGCAGCCACATTCGGCTACCCTTCGCCAGAGCACCCATATCGGGTCAGTGTTTTCAGTTGGCCCGAATGTAGGCAAATTGCAGCAATACCTTGGGAGGATGACCTACGGGCTCTTTATGCCATTGCTTATCCTCGAGGGCCAACTTCTAACGACCCAACTATTACGGGAGGGGGGCAGGAAGGATGCATTGTTGTTGCGTCAAGCGATAGAAGCATCAAATTCCATGAAGTATGGTCGCGAGAAAAGGGCGTAACTGTAGGTGCCACCGGCATTTTGGCGGGAAGCGATATTCTCGAGGGACTTGAAGGTATTGACAAAGAAGGAGACGTTATCCGTTGA
>PSC33- FG3G26160
MFRMPPRRPRSTRQRCDGVLQPPSPPDSGYGSEEDVFECSHNTRKRYFPSFDGSGPDGTPVLKLHVNEEQVCPAAKQEEVQVEIPKTPERHHPRQKPNVVSPFICPKTPKRLPLQDKRIDHNRGLDRYVPRRDFVSPSSERYRTTKQSHDLSREERLKRNQSASADPFVLKRHVLDPDPRFPFRVDNTSQDRGVALGQLPQNRGGERQVSMGAMWSVGGVAPSTIAVDDGQGHLVRRGTNARLFPTPFQESLISTSVEKEKHEGRIASALKIDQVRKILEFAENQQIPRGPRCHTRQTEFTQTSWNGYQWANKEEWSAPIKPARQRLLPAAPFRVLDAPNLKDDFYCSPLAYSATTHTLVICLGSMLYAWSEFRGVQLLYGTHPDTWLTSVAFSSTQGGKAVLGIGHSDGRILFQSIFDTLPRFEVRQAFPISCVSWRPTCTLRPSKNPLILGVQVQTEDLVVGDEMGNIYYYVVEWPIGWEITRNTWPGAVSLIARISNIHCQQVCGLAWSYDGRLFASGGNDNLCCLFDAEQVVGQRLEPTIPGNGYRARIEASSAYGGIETRVTQLINIPQSEDGFAAQLRLVPNATDAVRCLGPSIAKHHWNHDAAVKAIAFCPWRRGLVATGGGSNDKCIHFFHTPSGAALATISVSAQVTSLIWNTTRREIAATFGYPSPEHPYRVSVFSWPECRQIAAIPWEDDLRALYAIAYPRGPTSNDPTITGGGQEGCIVVASSDRSIKFHEVWSREKGVTVGATGILAGSDILEGLEGIDKEGDVIR*
>PSC34- FG1G07770
[bookmark: OLE_LINK1]ATGAGTCTCATTCATCCCGCCCAGCAGCAATTCGACAATATGAACCCGAACCCCTCCGGTAGTCAAGATCTCGAGTGCAGCTTTATCTGGATTCTTGACCAGAAAAGAAAATTGAACAGGATCACACACTCCACTTCTGACGCACCAGCCCTGGGAAAGTACAAGGCTTTCCGTCATCGTGTCCTCTACTCCGAGGCTCTTTATGATAAACCAATGTGGTGGAGTTTTTCGTCTGAGGAGACGATGGGAAACGAGGCACAATGGCTTGAGGTGGGCTATGCCCTGGGTCAACTCGATACCGTTGTTGAAGCAGAGTCCGAGATCGTCGGAAGAGAGAATGTTATCCTCGTGGGAATTGAGGAAGGCTGTGCCGTCGGTCTAATGTATCTGATGGAGGCATGTGAACCTCTGGGTGCCTTTTGCGGATGCAGACTACGCATACCCTTACGGAGCGACATCTCGTTCATTGGAGAATTTGGTAGGTATCCACAAGATGCTATCCAATCCTGCCAGATGTAGGACTCGACCCAAGATTTGGAAGTTGAAGAATCAAATACATATACGACCACTGGAGAACCAGAAACACCTATGACCACCGCACATTCTCTGGAACCCGTATCTGCCAGTTCTCAGTCGGGCTCTGTGAACAACCTATTTGACAACGTTCCGGCCGAAGTACCTGATCAGTCACCAAAGGCCAAGCTTGCCCGGCTTGGATTATTCCTTCGCCGTTTGCGGCAGAAACCAGACTACTGCACTCTGAATTTTTGCGCTAAAACGGCCATCAACACACCGGTATTCCTGACGCGAACCCCATAGTATACTAAGGAACAAGGCGTATACGAGTGTATCAAAGATCTGGGCTTCACGATCCATCTCAATGACATCTTGGGCGAGCAGAATGACTTCGCGACGTTGACAGATTCAGTCAAATTTCTTATGGATGGTATGGTTGCCAACAAACTTGGACCTTGGAGTGATACAGTTTCATAA
>PSC34- FG1G07770
MSLIHPAQQQFDNMNPNPSGSQDLECSFIWILDQKRKLNRITHSTSDAPALGKYKAFRHRVLYSEALYDKPMWWSFSSEETMGNEAQWLEVGYALGQLDTVVEAESEIVGRENVILVGIEEGCAVGLMYLMEACEPLGAFCGCRLRIPLRSDISFIGEFGRYPQDAIQSCQMWDSTQDLEVEESNTYTTTGEPETPMTTAHSLEPVSASSQSGSVNNLFDNVPAEVPDQSPKAKLARLGLFLRRLRQKPDYCTLNFCAKTAINTPVFLTRTPWYTKEQGVYECIKDLGFTIHLNDILGEQNDFATLTDSVKFLMDGMVANKLGPWSDTVS*
>PSC35- FG1G15000
ATGGATGACTTCGAGGCAATTCTAAGTGATTTGGTACTTGAGAATGAACCTATTGAGAAGGAACTCTCTTCTTTGGGTCTGAAGTGGCACTCTTTCGACGACCTTTGCCAGGCGCTACGTTCCGAAACTGTCACCGACAACATCACAAATCGCGACTGCTATGACATGTGGCACGATATATTTCGAGGCTAGGGACCTCAAAGCACAGTGTCATTGATGAAGCCTAGCGCCCCAACGGCCCCAACAACCAAAGACACAAAAGGCAACCGGGAAAACGCCCCGGACAAGCGATAA
>PSC35- FG1G15000
MDDFEAILSDLVLENEPIEKELSSLGLKWHSFDDLCQALRSETVTDNITNRDCYDMWHDIFRGWGPQSTVSLMKPSAPTAPTTKDTKGNRENAPDKR*
>PSC36- FG4G30630
ATGAAGACCTGGAACTCGTCTATGGACGAAATGCCTTTAGGAGGCTGTCAAAATCATATGCAGCCACCCGGTCATGACCACATTATCCCACAGAACATCCCCCCAATGCATCAATTCAAGACACCCGCCGCTGTGGGAACCGAAATCGCAGAACCTCTGTGTCGTCGAACTACTTTCTTCGTCAATGTCGACTGGCGAATGGGCGCAACTCTTGCTACCGCTACCAACATTGTCGGCCAGATGTACGTTGAGTGCATGGAGCCTGTTGAGGTACTTCACCCATACCCCGTCATTCTCATCCACGGAGACTTCCACACTGGTCAGGTAATCATGAACCCTTCTCCCTCGGAAATGAGCAGATACTAACTCTCCACAGGTTTAGACAACCAAGCCAGATGGTCAGTCAGGGTGGGCTTCTTTCTTCCTCAAGAAAGGATTTCAGGTCATGATCGTCGACGTGCCGCCGTCCGGCCGTTCCAACTTCCTTACGACTTCCCACTACCTTCACAGAGAGGTGGGATTGAACTCGAGTTCGCTCAAAGCATCAGCAGTTGAAGCTGCGCTTACTGCACCTAGTAAACCCAGAGCTCCCGGTGTGCCTCTCCAGTATGAGAGAGCAGTGTTCCACAACAAGTGGCCAGGCGTAAGCGAATAGACCCAGCATTGTTCATGTGCACTTACTGATAATGCACAGACCGGGCAACGCGGAGATCCTATATTTGCCAGGTATTGTGCTTCCTTGACCACTCTTCACCTCAGTAAGGTTGAACGACAGTCACTCGCCCAAAACGCACTCCAGGCTCTTTTGCGCCAGGTTGGAAAGTCGATCCTCGTTGGCGAAGGCTCTGGCGGAAATGCGACTTGGCTCGCAGCTGATGTCGAGCCCGATCTTGTCGCTGCGGCTATTGCTATTGAGCCTGTGGGACCTCCTTTTGGAACAGCATGCCCTAAGGAAGGTAATCCCTATCGCAAATACAGCCCCTTCATTGAGAAAGAAGAGGGAACGCGAATCTACGGACTCGCCGATATCCCGATCACTTATGATCCTCCTGCTCACCCTCATGAAGGATACGACCCTCCTGCGAGAGAACCTCTAGACTTGGTTAAAGTCATAGCACCAGATGGGCGAAGTGAATGCTTCATGCAACGCCGTCTTGATTACATGGAAAAATCAAATGGCAAACCGAGCAATAGAGTCCGTCAACTCATCAACATCAAGAAGGTTCCTTGCATGGTTGTCACCGCGCACGCCAGCTCACACGCCATGTACGATTGGGCGGTGGTCGCATTCATGATGCAAGCTGGTGTCAAAGTCGACTGGTTCCGGCTCGAGGACGTGAAAATCGAAGGCAATGGACATCTGATGTTCCTCGAAACCAACAGCGATCAGATTGCTCAGGTAGTCCTGGATTGGATCATGAAGAAAGCGACTCCCGAGACCTTTTTGGATATGCCGAGCAGTGTCCCTATGCCAGAATCAACGGACCTTACTGAAATGATTGAACAATCACAGCTGCACAATATGCCTAGTGTCATCCCTAGCAGATTGCCTTCTCCCAGTCAAATGTTACAATTCGCGAGCACTCTGCCGACAGATCACGCCGCAATTGAAGCAACCCCTCTGAGAACACCCCAGGCTCCAAGCTTCGAAGTGGCACGAAGTCGTCCGATTGAGACGCCTCACTTCCCATCACTTGAAGATTCAAGCAAGCGACCAGCTATGTCTTCAGGGCAAACAACTGTGAGCATGAACGAACATCATGAGTCGCCTCATCCGCGTAAATCTTCCGGGCAGAGTCACAAGCGAGTAAAATTCGAACTTCCAGCTGAGACGTCTACTCCGTCGTCCATGTCTTCCTCATTGCCTCAATCGAACCAGATGTCTTCCGAGCAGCGGTCTCAACCGGCTTCTCAAGCTTCTCAGCAACAGGGCCAGGTATCGGTAATAGACTTCGGCATGCCTGACATTTCCATGATGAGACCTGCTCATCCAGGAGGCCCTGCCAGACTGAGACAGCAGGAGAACAGAAGTACTCGCTCCCCTCTGGCGGGTCCTGCATTCAGCCTCTCTTCTTACGAGCAAGCTTCCAACCCTTTCACCCACCGACCCTGTAGTTCATCTGATGAGTTATCTCTTGGACAGCAATACAGCCCAGCGTACAGAGAGAACCAGCGTAATTGCAATTTGAACAACGCTCACACAACAGCTCGATTCGAACGTAACCCCGGAACCGCCGAGGAGTCCATCGCTGCAATGGCCTTGAACAACCCAAGTCGCGCTTGTTCTGGTTTGTCCTACCCGTCTTTGATGACAAGCCAATCTTACCGATCGACCACGGTGCAACCGCAGCAACAGATCCCATATCTTGGACATTTGGATAATTCTCCCGCAGTGACTTCTGAAGTAGAGTTCCGACCACTCTCAACTCCCACCGCCGCTGGACAATCGATGAGCATGGCAGGTCCAGATCCACTGTTCACTCCACTGGCGCCATTTTCAGGACAGAGTGGCCAGGAGCAGAACCATTTTGGCGTCTATCCGCAGATGACGCCCCCGAGCCCATCTCCAATGCCTAGACAGTCGCTGTTGAACCCGCTATCGTACAATCTTGACACGGGGTCGCCTCATCTGGCGCAATCGCAGCACAAACCGACTTCCAGATAA
>PSC36- FG4G30630
MKTWNSSMDEMPLGGCQNHMQPPGHDHIIPQNIPPMHQFKTPAAVGTEIAEPLCRRTTFFVNVDWRMGATLATATNIVGQMYVECMEPVEVLHPYPVILIHGDFHTGQVWTTKPDGQSGWASFFLKKGFQVMIVDVPPSGRSNFLTTSHYLHREVGLNSSSLKASAVEAALTAPSKPRAPGVPLQYERAVFHNKWPGTGQRGDPIFARYCASLTTLHLSKVERQSLAQNALQALLRQVGKSILVGEGSGGNATWLAADVEPDLVAAAIAIEPVGPPFGTACPKEGNPYRKYSPFIEKEEGTRIYGLADIPITYDPPAHPHEGYDPPAREPLDLVKVIAPDGRSECFMQRRLDYMEKSNGKPSNRVRQLINIKKVPCMVVTAHASSHAMYDWAVVAFMMQAGVKVDWFRLEDVKIEGNGHLMFLETNSDQIAQVVLDWIMKKATPETFLDMPSSVPMPESTDLTEMIEQSQLHNMPSVIPSRLPSPSQMLQFASTLPTDHAAIEATPLRTPQAPSFEVARSRPIETPHFPSLEDSSKRPAMSSGQTTVSMNEHHESPHPRKSSGQSHKRVKFELPAETSTPSSMSSSLPQSNQMSSEQRSQPASQASQQQGQVSVIDFGMPDISMMRPAHPGGPARLRQQENRSTRSPLAGPAFSLSSYEQASNPFTHRPCSSSDELSLGQQYSPAYRENQRNCNLNNAHTTARFERNPGTAEESIAAMALNNPSRACSGLSYPSLMTSQSYRSTTVQPQQQIPYLGHLDNSPAVTSEVEFRPLSTPTAAGQSMSMAGPDPLFTPLAPFSGQSGQEQNHFGVYPQMTPPSPSPMPRQSLLNPLSYNLDTGSPHLAQSQHKPTSR*
>PSC37- FG4G36310
ATGGATAACTTTTACCACCCAGCATCTCTGGGTCATTACTCCGCGCCCGTGAACATTCCTCAGCATCGCCTCGCGCCGTCCAGGAGTAACCTGTCTCTACAGGCTACAATACGGCATACAGCAGACCAGGGGCCTGTACATACCAGTAAAACTTGGACGAACAGCAGCGGTGATCACAATATCCTTAACGATACCGATGAATTGGATGATAGGGCGAACTTTGTCCAGGAATACAATCGTTTAGCAAAGAAGGTGAGGTTGCTTGCAGACGAGTTTACTGTCAAACTGACCATCCTAGAATGGAGTGAGAATATTGGTGATAGATGACTTTGACTTTCGAGTAAGTGTTTACTGTTCTCATAATACCACTCCTAACAACATTAGGGCAAAGGATTTAATAGTCCTCGGAAGCAAGGATGGCTTTACCGCATACTAAGATCCTCTTCGAACCAAAATGGGCCAGACACACTACCACCGACTCAAGGACCTCGTCACAAACGCAGCGTATCGGATCTCGCCCACAATTTAGTACATCGCCGAGAGACCCCAAAGATGATCGATCTCCAGTCCATGATACGGATAAGCGGCAAGAGCATGTTCTATCTTCCAGTTGAACACGCACCATCAGCCCTTATACTTCCGACCTGTCTTCGAGCTACTGCACATCACATCGCTCAGCATGTCACGACCCGAGGGATCTTCCGTATACCGGGATCCATCAGAGTAGTCAACATGCTTTTCGATTATTATTGCTCCACAGAATACGGTCAAGTCGACGTTACGAGTACTACCGTTCGATGCGCAAACTTGCCGATGCACGTACAAGCTTCTGTGCATGATGTCGCATCGACCTTTAAACGTCTTCTCTCGGTCATTCCCGGTGGAATACTCGGTTCTCTATCCCTTTTCGATGCCTTTGTTGCGATTCATTCCCAACTACAAGGTGATCCGGAGTTCCCTCGTACCAAGCATACCAAAGTTCGGGCTCGACTGATTGCCTTGGCTATCGCAACCGTTGAGTCGCAGTTCCGACGGGAACTGATTTGCGCCGTCTTTGGACTTCTCAGCCTCATTGGAAGAGTAGCAGAGATCACCCCTCGAGAAGACGAAGAAGGACGACCGCTGCCAACTGGAGATTTGATGGGTTACAATGCACTAGGTATAGTCTTTGGGCCTCTCCTCTTGGGCGACTTACTCGGGCTATACTCCATGAAGCTGGCCACGCCCAAGGCAGGGTTACTAGTGCTCCCATTGAGATCTCCAAGGTCGCGACAAGATCGGCGTATACGGAAAACACTCGATGAGCTACAAGGCCCACCCACAATGGACAAGATTCTCGTCGCCAATAGCATTACAGAAATGCTCATAGTCAATTGGAGAGACGTTGTACGTCAAATGAAATCCCTAGGCATGAATCAACACCACGAGCCGCGGACAGTTAGCCCCAGGGGCGATACCCAGGAGAATAATTTTATTATCAAGAAGCCACAAGGTTGGGATCGAGAATGGCGTGACCAGGTGGGAGACGAGATCACTAGAGAAACTAGCCCAGAACCACCTACACCTACACTGGGGATATCAAAACACCGGTCAAGGAATCGTGGAAGCTCAGCATCCAGAAAGCTTGGGATAAGACCCAGTGTAGGATGCCTGAGTCCAACAGTGGAGGAAAGCATACTAGATGAAGAGGGCCCGCAGGATGCCCAAAACTACAAGAGACATAGTGTCGCCTTTGGAAGTTACAGTCAGCAAACGACTCCGAGGGATGAACTGCAAGATTTCCAAAACGAAATGAGGTACTCTAGAGACAGCCACAGCCCCAGTGTTGGACCTGGGAAAGGCAGCAAGTCCTGCATCGCCCCGACACCTACCTCTGCCATGAAAAGCAGGAGAGGCATCCACTGCAATAGCCCAAGGCTCTCAGAAGAAGATGTTCCGCCTCGCACATCTTCCAAGCAATCAACCCCGTTGCATCGAGCCAGTGCCAACGCGCAAGATGTGCTGGGGGTAACGGCCACTGGAGACCCTACATCTATTGAACGCAAGGGTGCGATTAGAAAGAAGCACCCAGAGAAAGGCAACCGCCGTCATTCCATTGCTGTTGATTGGCCAGAGTCTGCCGTGCGATCTTCCGACATTTCGACAGATAAACCTGAACAAGCCATCCAGTTTGAGTTTCTTTCCGAGAAGGAAGCGTTAGAAGCCGCCATCAAAGCGCATTTCGATGAGCTCAGGGAGTTGGATTCTTCGGAGCAGAACAGACATGCATCGCTCGATGCTGGCGGCAATCAGAACTTGCCAAAATCGAACCTTGGCCTAAAAACCGATATACAACAGAATCCTTTAGACAGACCGGATGGGAACAATGAGTATACAATTAGTTGGGGTGGCCAGAAAACGACCCATAACAACTCGTCGGCAAACTCTGCTTCAACAACACCACGACAGTTTTATGCGCCTATGCAGGTGCCATCGACATTGGCAAGAGAGAATCTCCTGATAAAGTCACAATCCCCCGATAGCCATTTAGCGACATAGCAAGTCCCTTCTGGCGCATCAGGAGAGTCACAGAGGAATAGCAGAGTTCAACAAAGTATGGAGCCTACAGAACAGAGCAACACGCCACATCATCAGACTCCCGAGACTTCTGCACGTCGGTATTCTAGTCGGGTTGCGTCCATGCCGGTAGGGACGCCCAGAACCGAGTCTCTCTACGACGAATCGACCCCTTGGTTCTCTTTACCCAAGAGAAACCAAAGACTGTCGAAGCGACCAAGTATATCACCAACTGAAAACCAACGAGGAGTCAGGGCATTGGCTGCCAAGTTCGAAGGTGGCAAACCGACTGAAAGGTCACCGACACCACAAAATAGCGCCAATAAAACTCAAGCTCTCATCTCACAGTTTTCTCAAGAGCCTTCAACAAGGGGTGTACGATCTAGATCAGTATCAGTCTCGGCTCGACGCAGCATACCTCATGACCCAAAGAACCAGAACGTATCGCCTTCTCGCAATTCATCAGCCGCGCCAAATGCAATTGGCGATGCGATCAGTGGACAAGATTTGCGAGTTTCAATTGGGGAAGAAGCAGCAATAAAGGCAATTGAACTTCAACAAGCAGACAAAGAGCGAAAGGCTTCAACAAGCTTTCATGGACAGCCAGATGCTTTGACTCTGCGGCAAACAATCCCGCGAAGGAAGCCTGTCCCAGCAGAAAACGGCATAGAGGCGTCGCTCAAGAATCCTGGGAGTCTTGGAACAATGATGCCGTATCCCGAACAACCTCCTATCGCTCAGCATCTTAATTTTGTGCGCCCATCTTCCATAATGGATGCACAGGGCCCTGATGCACTGGCGGTTCCTTACAATACTGCAACCCCTATTCAACGCCCTGGAAGCACCACCACTCTTCATACACAGATTCGAAATCTCCAGCGACGATTAGACCTCAAGACGGAAGAAGCATTCCAATTAAGAAGGCAGCTTGAGGTACAAGAAGACGCAGACATTAGTACATTGAGTCAACAACTACGAGAAGCCAAGAGGGAGGCACAGATGTGGAAAGAGCGTGCCGAAAGCGCAGAACGGAGGATCAAAGTATTCGAACGATTCATAGCACGACTGAAAGGAATACAAGTGGCTGGAGAAACTGCCGACGGCAAGGTCACTGCAGGAAAGATGATCGCTGGATCAGAGTGCTTGCAGAATGCTGAACAAGGGAACACTGCTTTCTTGGAGAATGCCAACGGATATGAGAGTGACAGTTCAGGAGCAGAAGATGCGAGGGTTGTTTCTGCACGAATGCAGAGTTGTCTTGATGGCTTGACCGATGCGCCGGGCGATTTCTCGCAGACTCACACGAGAGAACGGGATATTAGCCCAGGCGACGCAGAAATTTGGATGGCGGCACAGAATTTACTGGATAACGAAGGTCAGGTGCAAATTGACGGTGGCGGAAGTGCGAAATAA
>PSC37- FG4G36310
MDNFYHPASLGHYSAPVNIPQHRLAPSRSNLSLQATIRHTADQGPVHTSKTWTNSSGDHNILNDTDELDDRANFVQEYNRLAKKNGVRILVIDDFDFRGKGFNSPRKQGWLYRILRSSSNQNGPDTLPPTQGPRHKRSVSDLAHNLVHRRETPKMIDLQSMIRISGKSMFYLPVEHAPSALILPTCLRATAHHIAQHVTTRGIFRIPGSIRVVNMLFDYYCSTEYGQVDVTSTTVRCANLPMHVQASVHDVASTFKRLLSVIPGGILGSLSLFDAFVAIHSQLQGDPEFPRTKHTKVRARLIALAIATVESQFRRELICAVFGLLSLIGRVAEITPREDEEGRPLPTGDLMGYNALGIVFGPLLLGDLLGLYSMKLATPKAGLLVLPLRSPRSRQDRRIRKTLDELQGPPTMDKILVANSITEMLIVNWRDVVRQMKSLGMNQHHEPRTVSPRGDTQENNFIIKKPQGWDREWRDQVGDEITRETSPEPPTPTLGISKHRSRNRGSSASRKLGIRPSVGCLSPTVEESILDEEGPQDAQNYKRHSVAFGSYSQQTTPRDELQDFQNEMRYSRDSHSPSVGPGKGSKSCIAPTPTSAMKSRRGIHCNSPRLSEEDVPPRTSSKQSTPLHRASANAQDVLGVTATGDPTSIERKGAIRKKHPEKGNRRHSIAVDWPESAVRSSDISTDKPEQAIQFEFLSEKEALEAAIKAHFDELRELDSSEQNRHASLDAGGNQNLPKSNLGLKTDIQQNPLDRPDGNNEYTISWGGQKTTHNNSSANSASTTPRQFYAPMQVPSTLARENLLIKSQSPDSHLATWQVPSGASGESQRNSRVQQSMEPTEQSNTPHHQTPETSARRYSSRVASMPVGTPRTESLYDESTPWFSLPKRNQRLSKRPSISPTENQRGVRALAAKFEGGKPTERSPTPQNSANKTQALISQFSQEPSTRGVRSRSVSVSARRSIPHDPKNQNVSPSRNSSAAPNAIGDAISGQDLRVSIGEEAAIKAIELQQADKERKASTSFHGQPDALTLRQTIPRRKPVPAENGIEASLKNPGSLGTMMPYPEQPPIAQHLNFVRPSSIMDAQGPDALAVPYNTATPIQRPGSTTTLHTQIRNLQRRLDLKTEEAFQLRRQLEVQEDADISTLSQQLREAKREAQMWKERAESAERRIKVFERFIARLKGIQVAGETADGKVTAGKMIAGSECLQNAEQGNTAFLENANGYESDSSGAEDARVVSARMQSCLDGLTDAPGDFSQTHTRERDISPGDAEIWMAAQNLLDNEGQVQIDGGGSAK*
>PSC38- FG4G27470
ATGTCAAAAGAACCGCATTGGTCATCTCTACGACGCAGAAGGGCCTCAACCGATCGGCCACCTCCATCCGCACGTCCACGGAACGTTTCTCATATCCGCCATGAGTTCAACCGCAGACTCACACTCGGGGATAGGGGCGAATGGCAGAGAGAAAGGCAGGAGCCTGCCAAGAGCTTCACATTAGGGGACTTAGGGGATTGGTTCAAGAGCAAACTCCCAAATCATCGTCCAGAAAGAGGAGGAACGTTGAGAGATACAGAAGACCAGGACATGAGGGAAACAAGTGGTATCAAATCGGCCTCTCCTGCGCATAAAGACGGTAGTGGTTCATCTGCAAATTGGCCCTTGTCAGAGCAAACCCCGGTTATCAATCGCCGAACTGGTCAACAGAGCGGAACAGGAGGTTCAGATCGCCTAGTGGATTGGAACACGCCGAAGAATCTAAGTGAGTTGTTGCCGGAGCGTAGTCTTTCATCAAAAGGGAAAGCAACTACAGGCCAGAGGCCACCCACCCACCAAAGATGGAACAACTTCAGCTCTCCGAGACTACGCAACAAGCTCAACCAGAAGGCCGCCAGCGATGGAGCAGTATCGATGAAAGACAAACGAGGGCAAGTGCAGAGTGACGTTTCTGGGGCACAGCCTTTCGTCCCGGCCATGCAAATGATGCCTGGCATACTCGAGGTTCTTGAGGCTAAGAAAAAAGCGAGAAAAAAGGCACGGAACGATCGAGAAAGCTTGATAGAAAGTGGAGATTACCTGGGAGTTCAAGGTATCAACCCACAGACTGGTGTTTTAGATCTTACATCGGACAGTGGTGACAGTGCTCTGAGCATCAGGACAGAACAAAGGCTATCAGAACTCGAGACTCAGGCCAAAAATGCGACCTCGGCTGTGAAAAGAAAAGAAGCCGAAGCTCAAATTGTCAAAATTCATTTTGACCACGACATTGCGAAGTTGCGGCGTCGGGAGGAAACAGAGAAACATCATGCTAAATGGCGAAGGGATACACATAAATGGTCATCAGTACAGGAGCCCGACCTGAGTCCTATTGCGCAGTCAAACAGAAGCGTCTCAGCGCTATCAAGTCAGTAAAATTGTCCTCTCATCTCCGGTTTTTTTAAATACTAATTTTCCCCTGTTACAGGGCGCAAGTCGTGCCGCGATTACAGCATGCCTAAACACGAAGGTCTTATAGATCCAAACCTTTCTGAGGACCAGCCAAGTCAAGAGCAGCGTCCTGACATAACAATCTCGAGTAATTTGAGATCCAGAAGAAGCCCCAACTCAACTGACACGGTAGTCAAGACACCTCATCGTGGCAGTCTTGCGGCTTTATCTCCTGTAGTTTTGGACCTCTTCGAAGACGCCACGAGTTTCCATAGCGCGGACGAGCTCGGGCTGGACAAAGACCTGTTAACAGAGCATGACGTTATGCTCACGACAATTAATGCGCAGGCAGCGGATCTGACATCGGAGATGACTGATGCGCAAGAAGTGAAAGAAAGTCATATCGGCAACAACAAAGCAACTCAGGAACCTTTTTTAGACAAATTCCCAAAGGAGCAAACAAAGCCAGGACGAGCAAAAACACTTGGGACAACGGCCTGCTCCCAAACATTACCAGATCTCTCGACGATAAATCTTTCAGCAGTCAGCCGCGGCACCAACTTGACATTGGTGAAGAACGCATACGAGACATCAAGCTCCCGGGAGAGCAATCCACAAAAAAGCTCCATGCAAGATTTGACGACAAGCCACAAGAGATTCACTATTCAGTCGACAGCATCGAAGCAAATCGTGCCAGAATTCCTCGAAAGCCACTACCGACAAGCAGCAGGCCCGGCAGACCTTCACCAAACCCCAACAGGACGCGCGTAGAGCTCGCCTCTGAGGGAAAGCCGAGAAGCGCAATTAAAATGGGAGCAACTGAAGATGGCCAGTTTAGAGTCATCTCCAACAGTCCAGCTTCTCCAAAGACGTCAAGCGTCAAGAGTTGGGAGAAAGGCCGACCCACTACCCCAGAAAGAGGCAGAGCGGTCAGTGACTCGAGATCCTCTCACCGCTCTACCATCTCCAACGAGAGACGCGACAGCGTGGCCGGGGCTTCGAAATCTACCCAAGACAGCCAAAGAAATAGAAGCCAGCGAAGACATAGTCAGACAGAATCTCACTCAGCCCAATATGTTATACCAAACGATACTCGGGATCAGAGATCACGACAATCACGAGATCTGCGCACAGAACACGAATCAAGACACCACGAATATGTACGAGGTCAAGGAGACATGTGCATCCATAAACACCATCATCACTACTGGGTGCGTCCGGACACCATCGATATTTTCCCAGAAAAGGGGATGGCAAATCCAAGAGAGTCTGCACCACAAGCGCAGAGTCAATCGGGTAGTCCGCAACCTGCAACACTTCGGGACAACGCCAAGCAGTTCGGATATCTCCCAGACAAATCGTGGGCCGAGTACATTGCCGAAACCGGGGTCTCTGGACGAGATTCCAGTGGCCAATACTGTATTGGAGAACCCTCAGGTGCCTTCGAGGCAAGACCTGCAGACACAAATGTGCAACAATACAGAGTCGCAAGCAGGAATGTCGGTAACACAGCACCGATGCAGCAGTTTGTCAACATCCACCTACACAGAAGACGGCAAGGTTGTCGAAATGGAGGAGACGGAACAGGACATTCTTCTGGAAGGCAGTGCCCAACTGGGCAGCGGATGTCTTCTGTCGGGAATGGATCACACAGGACACAGCGAACAAGCGATGAAACTTGGTGCGCAGATATCAGACAGTCTTCAAAGGCACCAAGACGCCGAAGACGACACCGCAGATCTTTCCAGCAATAAACACTGTCAGGGTCAAGAGGGAGGGTTGTGGGATGCCATCAAAGAGTTTTTGTGTACGATCATCGAGTACAGCACGTGGCTTTTGGGGTTGTACTTCGATACTGTAAGGCCCGTGTTCGATACTAGATCCTCGTATTGGAGTTGCACCAACCGAGAGGACCGCGGCTGGATGAACTTGGTGAGCGTTTGTCTCGCATTACCACTGATATTCGGGTTATCAATGGTGTTGGTGTGGGGTATGGAGTTGACGGTCATCACATTGAAGTGCATGGATGAGGATCAGGATTGCATGGCTGATGAAGTCCTGGCTATGTTTCGGCGAAGTTTGACAGGAGTCTACCCCTACGAGTAA
>PSC38- FG4G27470
MSKEPHWSSLRRRRASTDRPPPSARPRNVSHIRHEFNRRLTLGDRGEWQRERQEPAKSFTLGDLGDWFKSKLPNHRPERGGTLRDTEDQDMRETSGIKSASPAHKDGSGSSANWPLSEQTPVINRRTGQQSGTGGSDRLVDWNTPKNLSELLPERSLSSKGKATTGQRPPTHQRWNNFSSPRLRNKLNQKAASDGAVSMKDKRGQVQSDVSGAQPFVPAMQMMPGILEVLEAKKKARKKARNDRESLIESGDYLGVQGINPQTGVLDLTSDSGDSALSIRTEQRLSELETQAKNATSAVKRKEAEAQIVKIHFDHDIAKLRRREETEKHHAKWRRDTHKWSSVQEPDLSPIAQSNRSVSALSRRKSCRDYSMPKHEGLIDPNLSEDQPSQEQRPDITISIKTPHRGSLAALSPVVLDLFEDATSFHSADELGLDKDLLTEHDVMLTTINAQAADLTSEMTDAQEVKESHIGNNKATQEPFLDKFPKEQTKPGRAKTLGTTACSQTLPDLSTINLSAVSRGTNLTLVKNAYETSSSRESNPQKSSMQDLTTSHKRFTIQSTASKQIVPEFLESHYRQAAGPADLHQTPTGRAWSSPLRESREAQLKWEQLKMASLESSPTVQLLQRRQASRVGRKADPLPQKEAERSVTRDPLTALPSPTRDATAWPGLRNLPKTAKEIEASEDIVRQNLTQPNMLYQTILGIRDHDNHEICAQNTNQDTTNMYEVKETCASINTIITTGCVRTPSIFSQKRGWQIQESLHHKRRVNRVVRNLQHFGTTPSSSDISQTNRGPSTLPKPGSLDEIPVANTVLENPQVPSRQDLQTQMCNNTESQAGMSVTQHRCSSLSTSTYTEDGKVVEMEETEQDILLEGSAQLGSGCLLSGMDHTGHSEQAMKLGAQISDSLQRHQDAEDDTADLSSNKHCQGQEGGLWDAIKEFLCTIIEYSTWLLGLYFDTVRPVFDTRSSYWSCTNREDRGWMNLVSVCLALPLIFGLSMVLVWGMELTVITLKCMDEDQDCMADEVLAMFRRSLTGVYPYE*
>PSC39- FG1G48860
ATGGCGCCCCCTCCTGAGCTTCCCAAGAAGATCGAGACCATCACTCCTCCTTGGTGTGAGGGTGCCGAAGCGGCCAATGCCGAAGCCCTTGGGCCAGCCCCTACCCCTTTTGCCCTCACTGTCCCTCACTCTACCCGTCGTGCCACTCATCTTTACGAGGAACTTCGCCATGTCGATGAGCTCGACAACCGTCATCTCAAGACCCGCGTCGATGCTCTCAGCGAGGAGATCCTCCACTGGCAGGAGACTGACTCCGAGACCATCCACGGTCTTTCCAAGGTCATCGTGATCAAGTACGGCGAGACTGCTATCCGAGTCATCCGCCGCGTCTGGGACCTTCACCTGGTCTACAACCGGGCTCCCAAGATCCCCGGCGATGACGCCGGTCCTTTCGACCAGAGCAGCTGGCTTGCCACCATTCGCGACACCGTGCTTTACCGCATGCACGTCAAGGTCATCCGAAGCCAACTTGACAATGCCCTCGCTGCCTAGGACGCCGAGGATTACAAGGTTAGGTCCCACGGCCTGCAGAACAATGATAGTATCTACGTCACCGACGTCCTCGTCCAGGAGCACTGCGACCGCGTTGAGCGCGCTGCCAAGGAGAAGGAAGTCCTCACTGCCATGTTTGAGGAGCTCACCCAGGAGAACCTCATCGAACTCCCTGGATTCAAGGCTACCGCTCTTGGAGTAGCACCCCTTTTGGCCCTGCGCCAGTGCGGCGAGACCGTCGAGGAATTCTACAAGATCTCCGATGAGAAGGAAGACATTCTCGAGAACAACGACGAAAGCGACATGCGCTACTACCAGTCTTTCCAGCTTTGGCACATTGCCGCCCGGGCCGCCATGGGCTGGGAGCCTCGCCGCGTTGGAACTGTCCAGGACGTTCTCAACATGTACTGCTACGACATTCTCCGCCGTCGCCGATTCGAGAAGCGCAAGCGCAACTCCGAGCTTCGACACCAGCTCGAGGCCATCCTTGGTGACACTCGTGGCGACCAGGTCGGATTCGGCAGCGAGGATGACGCAGAGGAGGACAACCAGGAAGAGGAGAACATCGAGGAAGAGGACTCCGATGGCCCTGGCGAGCCTACTGACACTGAATCTGGCTCTTCCGATGAGGAAGAAGAGGACAGCTCGGATGACGACCGTCCCATCTTCGGTCACTATATCGACTAA
>PSC39- FG1G48860
MAPPPELPKKIETITPPWCEGAEAANAEALGPAPTPFALTVPHSTRRATHLYEELRHVDELDNRHLKTRVDALSEEILHWQETDSETIHGLSKVIVIKYGETAIRVIRRVWDLHLVYNRAPKIPGDDAGPFDQSSWLATIRDTVLYRMHVKVIRSQLDNALAAWDAEDYKVRSHGLQNNDSIYVTDVLVQEHCDRVERAAKEKEVLTAMFEELTQENLIELPGFKATALGVAPLLALRQCGETVEEFYKISDEKEDILENNDESDMRYYQSFQLWHIAARAAMGWEPRRVGTVQDVLNMYCYDILRRRRFEKRKRNSELRHQLEAILGDTRGDQVGFGSEDDAEEDNQEEENIEEEDSDGPGEPTDTESGSSDEEEEDSSDDDRPIFGHYID*
>PSC40- FG2G13660
ATGATGCAGCGCAACATTCCCGCCTCCTGGCGGGTCGTAAACCTTGACTGGTAAGTACCGCATTTTATCTAACCACTGTTACTTTCTAGAAGGATCTAACGCCAACTCCAATAGCCTCGAGCATCTCAAGGTCATGGATCGTCCCAATGAAGCTCAGGTGACCGAGACCGCATCCAGCCTGACCAAGCTCCTCCGGAACCCAGTCTGGGTTCCATACCAGGCCAATCCCGCCAAGGTCGAGAGTGCCCGCAAGAAAGGGTAAGACTATCGCACTGTATTTGTCTAATAACCACTGACTTGTTTTAAAAGAGCTCACGGTGCTTTTGCCAAGTTGCCTCAGACTGTTCTTGACAGGATCGTTGGCAAGCTTGATCTTGAAAAGGACGGTGTCACTATTTTGTGCCTTGGTATGACCAACTCCTTTTTTTTCCGTCTCCTTGGATCCAAGATGCAAAAAGTGCTCCATCTCGATGCAGGACCATGGCGAGGTCAGCGTCTTGTGTTTGCTGGTTCTTGGGCCCCGGGCATTCCGGAAGGTGCTGGTACTCCAGAAGAGGAGCAAGACTGGTTTTCTCGTCGCATCCAGACTCTACATGAACTTCACACTTACCCTGTGACCCTTGGTCGGGCTATGCCCTTAACCCCCTACTATGCTCCCGAAGTATTCATGCACCCCGGGCCTCGTTCTGACCGCGTCATTGACCTCATGAACCGTGATCGCTCAAGCACCTCTGAGGACAAAGAGGCTTACTTTCGTATGATCGAAATCTTCATGACAGAACCACGTCATCTCACCGAGATACAAAGAGAGCAAGTTCTACGAAACCTTGACACCAAGGAGTACGTCCGCGCCGATGTCCTCATGGATCTCCAGGACTGGCCTGAGCGTTACATACCATGGTGCGATCAAGAGGCTTTCGATCATGGTATCTTCCTCGAGCGACCTTGGCAAGTTGGCCATGCTCTCATGGCCTTTATTACGTACGTCGGAGACTTTAGCTAGAAGCCTGAAGGCAAGACGTGGGCCACCAGTCGATATGACGTTTCCCCCGCCGTAACCATCGAAGGTGATGATGGCTGGGCGGATATCACAGGACAGGCAATTTTCAAGATACATGGGTACCCGATCTACCATCCTATGTGGAGAAACTCGCTCGAAATAGAGCGTCCTTTTATTACTAGGGTCCAGCCAATTCGTTTTTTCACGCGCATGGCCGCTATGGAGCGAGCCCGTGTCCTCCGCGAGGAAGCTGCTGCCCAATACGAAGCGGATAATGCTGCGGGCCCAGCTCCTACAACTACCTCCCCAACTATCCCACCTTCTGATGATATCGACCTTGACCTCGGTCATAATGCCGACACGTCCTCTGATGGTGACTCTCAGAAGCGCTGGGAGATTGACTCCGATCTCGACCTCGACCACAACTAA
>PSC40- FG2G13660
MMQRNIPASWRVVNLDLEHLKVMDRPNEAQVTETASSLTKLLRNPVWVPYQANPAKVESARKKAHGAFAKLPQTVLDRIVGKLDLEKDGVTILCLGMTNSFFFRLLGSKMQKVLHLDAGPWRGQRLVFAGSWAPGIPEGAGTPEEEQDWFSRRIQTLHELHTYPVTLGRAMPLTPYYAPEVFMHPGPRSDRVIDLMNRDRSSTSEDKEAYFRMIEIFMTEPRHLTEIQREQVLRNLDTKEYVRADVLMDLQDWPERYIPWCDQEAFDHGIFLERPWQVGHALMAFITYVGFSWKPEGKTWATSRYDVSPAVTIEGDDGWADITGQAIFKIHGYPIYHPMWRNSLEIERPFITRVQPIRFFTRMAAMERARVLREEAAAQYEADNAAGPAPTTTSPTIPPSDDIDLDLGHNADTSSDGDSQKRWEIDSDLDLDHN*
>PSC41- FG1G05860
ATGGCCGAAGAAAGACCTCGCAGGCCCATGCTGCGCAATATACTCCATTCATACAATCCGCCCAGAGGTAACATATTCCCGCCCTCTATTTACAGAGCACTGACTCTTGTACTAGACTTTATCCCGCCGAGAATGTATTCGCAAGCTGGGCCATCATCAGAGGAAGGCTTGTTAGATGGAATTTCGGAAGCTACAACAATGGAAATGCCCTCAGTGACACAGGTAGCTCCAACTGCTCAGGAAAGCTCGCACCTCCAACCGCATCAACAAGCTCCTGCCTCACAGGTAGCCTCGACAACACATGGAGCCTCAGTAGAGCAGGAACTACAAGCAGTGCAGCAACCCCGAGACATCGTTGAAATTCGCGAAACGTCCACCAAACGCGGTCGCGGCTTGTTCGCAACTCAGGACATAGCATCCGGCACTAATGTCATTCGCGATGAATTACCAGTGCTCAATGGAAATTTCCTTTCGCTTATGTCAGAGTAGAACTCTTTGACTCCTCGCCGGCGCAATGAGCTGAAACAAATATTTACAAGTTTACAGAATATACCGACTGAGAAGGACTTGTCAGGCAGAAATGACCCTCATACTACAGCTATCGAGGATTTCAGACGGGAATACGCCTTCCAGGATACCGCAGGAAGAAGGTGTCTTATTTACAAATTGGCAAGTCATATCAACCATGCTTGCAGCAAATGCGCCCAAGCGCGATTTTCAGTTGATCCCGGCGAGCTACATTGTATCGATGTATTGCTGCTCAAATCTGTCGAGGCAGATGAAGAGATCTTCATCCACTACGGCAAGAAGAAACTGCCCTTTGGTTGTGCAATTTGTGACGAACAACGCAGACCCCGGAAAGGATGGAGGGACAAGCTGGGCAAATTTGACCCAAGAAGATTGCTACGCCGAAACCATCAAGAGTGA
>PSC41- FG1G05860
MAEERPRRPMLRNILHSYNPPRDFIPPRMYSQAGPSSEEGLLDGISEATTMEMPSVTQVAPTAQESSHLQPHQQAPASQVASTTHGASVEQELQAVQQPRDIVEIRETSTKRGRGLFATQDIASGTNVIRDELPVLNGNFLSLMSEWNSLTPRRRNELKQIFTSLQNIPTEKDLSGRNDPHTTAIEDFRREYAFQDTAGRRCLIYKLASHINHACSKCAQARFSVDPGELHCIDVLLLKSVEADEEIFIHYGKKKLPFGCAICDEQRRPRKGWRDKLGKFDPRRLLRRNHQE*
>PSC42- FG3G16310
ATGCCGTTACCTTCGAAATCCAGTGGCAGGAGCGATGAACACGCCCATTCTTTGCCGTTGAGAACCAGAAGCCCGGAGGCGCAGAGTGATCTGGAATCGCAGCATCAGTCGTCGCCATCAGACAAGTCCACTACAACAGATGACACTGATGAGAACAACGAACATTCCAAAGTCACAGAAAATACTTTGAAGAGGCCTGAGAGTATCGAAAACATCCAATCAATAAAGAAAATCAACATGGAAACTGATACCAAACCTCCAGAAAATACCAAACCCTCAGACAATACCAAGACTTCAGAGAATGCCAAGGCATCTGAAGATACCAACATGTCTGAAAATACAGAACGTCCAAAGCACGAGAACCCGGGCTTCAATGACGACGAAATGGCTTTGTTGCTCTTGGAGAGTCACGTGGAAGCTTGTGAACGCGTACGAAATAGATTTGTCAAATACTACGGGAGGGATTCATAGGATGATTTCACCATGTTCACTTCCAGCATGTACCAAGTCTTATGA
>PSC42- FG3G16310
MPLPSKSSGRSDEHAHSLPLRTRSPEAQSDLESQHQSSPSDKSTTTDDTDENNEHSKVTENTLKRPESIENIQSIKKINMETDTKPPENTKPSDNTKTSENAKASEDTNMSENTERPKHENPGFNDDEMALLLLESHVEACERVRNRFVKYYGRDSWDDFTMFTSSMYQVL*
>PSC43- FG3G18310+FG3G18300
ATGCCCGACAACGAAACCCAAAGCAGGAATAAGGCTGATGATTCACTCCAAAATACTCGCACAGCGCTCTTCCCGCACATGTCCGACATGTATTTCCACGGGCTCATGAAACGTGGTCTTGGTCTCCCCGATCAATACCGTTGGCCCAGCGCCATACATTGGTTGTACAAGGCTCTCAAGGACCTCGACAATCTCAAAAAGACGTCCGAGGCGGATGTCCTTCGACTGGAATGCATTCGTTTTCGATGTGCCAAATGCCGCCTCCCCTGCGAAGATCTCAGAGAAGCGAACCACATTGCCGGTCACATTCCATATGTTTTCCCTTGTGGACATGTAATCGGGAGCGCATGTTACAACGACTTAATAAAGGAATACAAAGAAGAAGAAGGCTCACCGCTGTGCCCTTAGCAAGGAAGGCTTCCTGAGGATGTCAAAGAAGGCATCGCAGATGAACCATGCTCTCAGCGTATCATATATCAGTGCGGTCACAATTACATGCACTTCGAGATGACTGAGGCTTTTGGGAATTACCGGTCAAATGAGGGACATTTCGGTACCACCACCGTAAAATGTCGAAGATGTACGCTGCAAGACTACCTTGATATGTGGACAATGACGGCCCGCGCCAAAACCGGATGCCACAGGCTTTGGGCAATGAGCGGCACTTTGAGAGGTTGCTGCGACGAGTCTACAGATGATATTATTTTGGCCAAAACAAGAGAACCAGATCTTGAGCGGCGACAAAAGGAACATCGCGACTTTTTAGACGCGTTGTGGACCAAAAAACCGTTGGAATATGCCAATCCAGACTGGAAGGGAAGACTCTCTTCGACTGTGACTTATTATATCCAGGTACCTGTCACAAACTCAGAGACAGAGGTAGATACAGACTCGGACTCATATTCGTGGCTCAGCTCAGAGTAA
>PSC43- FG3G18310+FG3G18300
MPDNETQSRNKADDSLQNTRTALFPHMSDMYFHGLMKRGLGLPDQYRWPSAIHWLYKALKDLDNLKKTSEADVLRLECIRFRCAKCRLPCEDLREANHIAGHIPYVFPCGHVIGSACYNDLIKEYKEEEGSPLCPWQGRLPEDVKEGIADEPCSQRIIYQCGHNYMHFEMTEAFGNYRSNEGHFGTTTVKCRRCTLQDYLDMWTMTARAKTGCHRLWAMSGTLRGCCDESTDDIILAKTREPDLERRQKEHRDFLDALWTKKPLEYANPDWKGRLSSTVTYYIQVPVTNSETEVDTDSDSYSWLSSE*
>PSC44- FG1G23730
ATGGCGAACTCACCAGCCTGGACAGACGAGGACAGGCGGCTTTCAGCGATCCGAGACCCTGAATTCCCTGATTGTCATTACACCCGCGGATGTTACCTGGGCCAAGGAGGCTACGCGCGTGTTTACAAAGTTCTTGATCGCCAAACTGGAAATGTCCATGCTGGTAAAACCTCTCCCGGTGCAGTTAAGCACTTGCGCAAGGAGGCCAGAATCCTGAGAAGCCTCAATCATGTGAGCTTTTTACTACTTTCTCACACTCTTCTGTACTGGCGACTGACTACGTAACAGCCCAACATTGTCAAGTATATCGAATACTTTGAAGAGGAAGATAATCCTCCTGCCAACATTCTTGTTATCGAGCTCTGCTCCGGTGGAAGCTTGCAGGACATAAATAACAACCATTCCGAAGGCTTAACAAGAAAGAATGCTCTGCAGGTCATGCTTCAAGTTTCGCAGGCCGTTGAATACCTCCACGGACTGAACCGCTTCCACGGAGACCTCAAACCGCGAAACATCCTCATCCGTACATGGGATCCTGTGCAAGTCGTTGTCGCCGATTGTGCAGAGATCATGTCGATCAACCACATGCACCACCATAAGAGACCTCACGGAACGCACTCGTACTGGTCACCCTACATCTAGAGGCATCATGGGCACGCCGGAAAGAGCGACGACATCTGGGCTCTTGGCATTTCGTTGCTGGGCATGATGGGCCAGTCTCCCCATTTCTACAAAAAGGAGGAGCGGATGTATCCACGGATATGCGCCACCCACGCTCGCAACTTGGACAGGTTGAATCCTGGCCATGAAATTGTCCGAATTCTGTTGCGCCTTCTTGAGTGGGATCACAAGAACAGAATCACTGCCCCGGAGCTTGTGAAGTTGACGGTTGAGATGATGGAAGCGCGAAGCACTCAGGACGCGCCCAAGGAACAGATGGACTTGGAGGTACCCGAGGGAACTCGTACTGTTGAGTTCTGGTAG
>PSC44- FG1G23730
MANSPAWTDEDRRLSAIRDPEFPDCHYTRGCYLGQGGYARVYKVLDRQTGNVHAGKTSPGAVKHLRKEARILRSLNHPNIVKYIEYFEEEDNPPANILVIELCSGGSLQDINNNHSEGLTRKNALQVMLQVSQAVEYLHGLNRFHGDLKPRNILIRTWDPVQVVVADCAEIMSINHMHHHKRPHGTHSYWSPYIWRHHGHAGKSDDIWALGISLLGMMGQSPHFYKKEERMYPRICATHARNLDRLNPGHEIVRILLRLLEWDHKNRITAPELVKLTVEMMEARSTQDAPKEQMDLEVPEGTRTVEFW*
>PSC45- FG4G24430
ATGGCTTCGAATACTTCTTCGGCCTCATGTGCGCAACCTCCCCATTCTCTCCTTGTAGAGCAGTCCTGCCAACTGAAAAATCCTGTCAAAAAAGATGGAGAGAAACCACAGAATTCCGGATGCTCCTCTCCCGGTGGTGGTAGAAAGCTCTTCACGCCTAAGACTCAACAAAGGCTGAAGGACTATCTCTACAATTCCGACTCGGTCGCTGTATCTTCATGTGACGAACACACACCCCCTACTGATCCTCCTAAGCCCATTCTCAGACGGGATGTGAAGCCAGGGCCCAAAGGCCCGGTTAAGATCATCCAAAGACAATACAAGCAAGCCAAGTCTGCTAATCCTGCTGCCATCAGAGACAACGAGTTGGTGGAGTTATCGCACAACGATCTTTCTCGAGCTATGCGAACCACTTGGGCCCGTTACCCCCCGCATACAAATGAGGAGTTCCCTGTGGACAAAGAGTTTAATTTCACTCCGAAACTCGTTGCCAACGAAATTGATCCTGCAGGTCTCCTCGAACGAAGCAAGCAGCGCAGTGAGGCCAGTTTCATAGAGCCCCTTTGTCTCCAGGGTGCTATCCGCAGCGAGTATGCTGCTCATCTTACCTATGAAAAGCAAGACCACGACGACATTATGGAGAAGGTCTTTGAAGTTCTCCGTACGAAGGCTGAGTATGACGCTGCCAACTTCTACGACTCTATCGAAATCAACAAGCGCGGCAAAGTCTACGACTCCAATAAAGTCAACAAGCCTGTCAAGTTCCCTGTACTTAGCTCCGAAGTTCAGATGAAGATCTACGACGACAAATCCAGAATGTCTGCTTTGTCACGCAAGATTGCAATCTACGATGGCAGCATTGAGGGCATGATTGCTGGCGAGTTTACTTACAATAAGGACACCGCGCACCTCCCACCTACTGAAGAACAGATGGCCATCCTACGAGAAGCTGAGGGTCTCCGTGACTTCTTCCCAAAAGCCCCTCATAAGCTTTCGCTCTACGACCAGTGGCTGAAGGACCAGTCTGCCGACCCTTGCCCTGCCTCCAACTGGCTGAAGGATGAAGAGCGACTCGCCAAAAAGAAAGCCTTTGAGTCGGCTTATTCTAAGCAGCTCAAGTCCCGCTTCCCTCTAAAGCCCCTCAATAATCAGATGCCGATCAAGCTGGAAGTATCAGACCAAGCTATCGGTGACAATACCAAATTCTCATATATGCTACCCAAAACCTCCGTGGCTCGTGAGCGTCATAGCATGCGCGAAACTCCCGTTGCGGTCCAAGTCCCCAAATGGCTCCCTGCATTTGTAGACTACGAAATTGTTCCCATCGACAAGAGCGCCAGTGCTGGGGAGCAGTACAAGGACCTTCTCACTACCATCTGGAAGCTCGAGTCACAGATGCTCAAAGAGACCAAGCCAAGCAAGTGGGACAAGAATTGGCATGATTCAAACCCTCGCTGGAACAAACCTCACCATAAGAAAAGCGGTGGCTAGTGGAAATACCGCTTGGATACTGGAAAGCCCATCAAGCAAGAGTTCTGCGGTGCGTATCACCGAGGCAAAGGGGAGCCGTATGATACCTTCAACGAGACAAAGGCCAACAAGAACCTCTCGGAGACAGATGCTGTATCCGAAGAGTTTAGCTTCGACGATGTCTTTACCTTCGGTCAGGATTATGAAACCGAGATCTCCAGCAAGAAAAGTCCGGAGGTTCTCCTCAAGGAGATCGCCGCGGGAGTGAGAAAGGCAATCTCAAAGGTCGGCATGTAA
>PSC45- FG4G24430
MASNTSSASCAQPPHSLLVEQSCQLKNPVKKDGEKPQNSGCSSPGGGRKLFTPKTQQRLKDYLYNSDSVAVSSCDEHTPPTDPPKPILRRDVKPGPKGPVKIIQRQYKQAKSANPAAIRDNELVELSHNDLSRAMRTTWARYPPHTNEEFPVDKEFNFTPKLVANEIDPAGLLERSKQRSEASFIEPLCLQGAIRSEYAAHLTYEKQDHDDIMEKVFEVLRTKAEYDAANFYDSIEINKRGKVYDSNKVNKPVKFPVLSSEVQMKIYDDKSRMSALSRKIAIYDGSIEGMIAGEFTYNKDTAHLPPTEEQMAILREAEGLRDFFPKAPHKLSLYDQWLKDQSADPCPASNWLKDEERLAKKKAFESAYSKQLKSRFPLKPLNNQMPIKLEVSDQAIGDNTKFSYMLPKTSVARERHSMRETPVAVQVPKWLPAFVDYEIVPIDKSASAGEQYKDLLTTIWKLESQMLKETKPSKWDKNWHDSNPRWNKPHHKKSGGWWKYRLDTGKPIKQEFCGAYHRGKGEPYDTFNETKANKNLSETDAVSEEFSFDDVFTFGQDYETEISSKKSPEVLLKEIAAGVRKAISKVGM*
>PSC46- FG1G13710
ATGACGGGTAAACCAGTTTACAAACCCGAAGAGATCCGCTTCGCATTGGACCTCATGGTTCAGGACCTATTCAACGAGGAAATCTCTCAAGCTTTTCGACAACGGTTCGACCGAGAGCTGACTGACAACCAAATTCGATATCTGAGGAACAAATACGGCAAGGACCCAGACTATGGGTATGTTGTATCATGCAGTATCTTGTTGCTTGATCGTAAGTTCGTTAACTGACATGGCACTTGTAGATCCCCTCTTATCAACCGCCCAGCGAACAAGAAGGTCAAGCGAAGACGGGCCGCCATTGCAGCGGCGTCTATAACCTCGCCTACTTCGGAGTAAGTCCTTCCAGGTTCCACATAGCTGTCCGCTAGTTCCTTGATATTGACTACGGTTCTAGAGACTCACCCGGTCCTTCGAAGCGAACATGTCGAGAGCCATCCTCTTCATCAGCTGGACTTTCCGTCTCTCCCCCAGACCAACCAACAGGACTCTCGCAGATCCCACCACTCAACCTGGAGGATGATCAGTCTACATACTTCTCTCCTGCTCCCCAATTTCGAGCACCGGCCCCTCAATCTCAGCTTTCCAATATTCGATCCCCACCCGGTGATTCTTACACCATGCCCTCGACTCAAGATGTATTCTCCCCTGGACCTTCACGCAGTGGCTGGCAAACACAGCCAAATACAAACTTCACTACTGGTTTCATCCCTATCAACACCCAGTTCGGCCATTACAATGCAAACACTATGGGCCCGGGAACTTCACAAACCACCAACACGGCATTCAGCCCGAGATCTCGACAAGTTCCCCAAGCCCAACCCCTCTACAATGTTAGCTCGACACAACAGCCAGCATTCGACTCCTTTCTGAACATGAGGTTTCCAGTCACCTCCCCCCAGCAGACCGTAGGCGCTCAGAGCGGGGCCTAGAATGCCCCTGCTACCCAACGCTCACCGTCCTTCACGCTGGAGATGCCTGCTCCTAGCTTCTCCCAACTCTCTGATCCTTTATATAACAATCAGCAGACACAGCCCCCTGCAGAGTTCTCTGTCGATGCGAAGCAAGAGGCTGTCAAAAAGGAGGAGGAAGATTCAGCTCAGTTAAGCTGGGATGAATACGTAAGAGCAGCTCGTCCAGCGACTGACCAAGCTCCCGCCAACCAGTTGCTAACCAGAGACGTTGAAGCTTCAGATGGTCAGCTTCAACTGAACCAGAACCGACCGTCCTCTTCCGATGCCGTCAAGAACGAACAAGAAGAGACTGGCCAGAGTTCGTCGCAAGAAGCCCCTGAGATCAATCAAGACAACGATTCGGGCCTAGATCTAGCCGCGATCGACCCACGACTCTTTGCTGCCAACTACGATCAACAACCGTCTGCGAAGAGGTGTTCTTTCTAA
>PSC46- FG1G13710
MTGKPVYKPEEIRFALDLMVQDLFNEEISQAFRQRFDRELTDNQIRYLRNKYGKDPDYGSPLINRPANKKVKRRRAAIAAASITSPTSEDSPGPSKRTCREPSSSSAGLSVSPPDQPTGLSQIPPLNLEDDQSTYFSPAPQFRAPAPQSQLSNIRSPPGDSYTMPSTQDVFSPGPSRSGWQTQPNTNFTTGFIPINTQFGHYNANTMGPGTSQTTNTAFSPRSRQVPQAQPLYNVSSTQQPAFDSFLNMRFPVTSPQQTVGAQSGAWNAPATQRSPSFTLEMPAPSFSQLSDPLYNNQQTQPPAEFSVDAKQEAVKKEEEDSAQLSWDEYVRAARPATDQAPANQLLTRDVEASDGQLQLNQNRPSSSDAVKNEQEETGQSSSQEAPEINQDNDSGLDLAAIDPRLFAANYDQQPSAKRCSF*
>PSC47- FG1G38420
ATGGCCACATCTGTACCTCTTCTTCAGAAGCTTCCTAACGAACTATTTCATAGTATACTCGACAGGCTTCCGAATCGGGACTTAAAGAGCCTGCACCTAACATGTCGCTGTCTCGGCAGCCAAGTATTATTACGACTTAACCGCGTTTTCATCTCGGCAAATCCGCTCAATGTCAAAGTCTTTCTCGCTGTCGCTAGTCATGAGGTGTTCCGTCAGCAAGTCAAGGAAATCATCTGGGACGACGCCACCTTTCTCCCTGTTCCAACACAAGGTGACTATGATTATCATGACACCGAGTTTGGCTACACCTCTGATGAGGATGATATCAATAAAAATCGGATGACTTATCCGCCCAAAGGGAAGATCTCGGGCTGGTTGGTGCAACAGTGTAAAGGCGAAATCTTCAGCGCAAAGTCCCGGCTGAAAGAAAAGGGCCGAGATAACGAGCAGCAAAGGCGAGTCGACAATTTAATGCCTTCACGAGAAGCGCTTTCTTGTTACAACCGTCTTGTTCAGCAGCAAGACAATGTCATCGAGTCTGGCGCCGATGAGCAAGCTTTCAGATATGCTCTGCAGGAACCGCAATTTCCACATCTAGAGAAAGTCGCTGTCACTCCTGCAGCACACGGCTTTTTGTTCTTTCCGCTCTACGAGACTCCCATAATTCGGGCATTCCCCTACGGCTTTGTGTATCCCATCCAGCGAGGGTGGTCTTGTGCCGGCCATGTATATGATGATGCGCCACAGCCTGCGGAGCCATGGGAAGATGAGGAGGAAAAAAGAAAATTGCGAGGATTTTGCATTGTCTCGCGGCACCTTGCAGACCCAACGCTCCCTCATAATATCTCTCAGCTTTCCTTCGATAACAATAGGCTTACCACCGGGATCAACCATCATATCTTCGACCAGCCTAATGAGGAGTACGATAATCTCTGCCGGACGCTTGAGCGACCAGGGCTCAAAAGCTTTACATTATCTCTAGCCATGGGATACCTATCAGGTTGTGATGCTGAAGAGTAGAACTTCTTCAAAAATGGGAGACTGCGCAGTCTGATTGCCGGAGCACATGCCCTTGAGGAAATAACCTTACAAAGCGACTATCCGGTGGACATGACATGCTGGGAAGCTCCAGCATTGGATTCTATCTCCCTTTTCGACATATTCCCCGTTGACCAATGGTCGAATGGTAGTCTCAAGCACTTTGGTCTCTCTGGGATGCAGGTAATCCAGGATGATCTAATATCCCTCCTTGGGAAACTGCCGCCTACACTCGAATCTATTGAACTGAGTTTTCTCTCAATAATAGAGGGAACAGGTCATTACGCTGGGATCCTTGCTGGTATCCGAGATAAATTGGGCTGGAGACATCGCCCTATCGACAAACGAATCAGAGTATGCGTTCTTGTGAGGCTTGATCAGACGGACCCCGGAAATTACACATGTCTTGACAAGGAAGTCGACGGTTATCTCTACGGTAGTGGCCCCCCGCCGTTTGGTGTTAACGAACAGGGCGGTGGGTATGCTGAGGTTGACTTTGGGAATGGCATGCAGTATGATGAGTTCGATCCAGACTTTGCTCGACCTTACAGATGA
>PSC47- FG1G38420
[bookmark: OLE_LINK5]MATSVPLLQKLPNELFHSILDRLPNRDLKSLHLTCRCLGSQVLLRLNRVFISANPLNVKVFLAVASHEVFRQQVKEIIWDDATFLPVPTQGDYDYHDTEFGYTSDEDDINKNRMTYPPKGKISGWLVQQCKGEIFSAKSRLKEKGRDNEQQRRVDNLMPSREALSCYNRLVQQQDNVIESGADEQAFRYALQEPQFPHLEKVAVTPAAHGFLFFPLYETPIIRAFPYGFVYPIQRGWSCAGHVYDDAPQPAEPWEDEEEKRKLRGFCIVSRHLADPTLPHNISQLSFDNNRLTTGINHHIFDQPNEEYDNLCRTLERPGLKSFTLSLAMGYLSGCDAEEWNFFKNGRLRSLIAGAHALEEITLQSDYPVDMTCWEAPALDSISLFDIFPVDQWSNGSLKHFGLSGMQVIQDDLISLLGKLPPTLESIELSFLSIIEGTGHYAGILAGIRDKLGWRHRPIDKRIRVCVLVRLDQTDPGNYTCLDKEVDGYLYGSGPPPFGVNEQGGGYAEVDFGNGMQYDEFDPDFARPYR*
>PSC48- FG4G20000
ATGTTTCAGCTACGGAAGCGACTGCTATACAAGTCAGAGGGTCACAATCATAGCGACAACCAAGCCAGCAGCGATGATAAGACCAAGTCCGGCGACCATCGAGATAAGTCTACAGTCAAACCACTCACTGCGACTGTCGCCAACATTTCGTCACTACGAACTCTGAGGAGTGTGGCCATGACTTCCCAGAAAGCGTCTCCCGACCATGGCCATCTCAGCACTGTGTCTGCACCCACTCGCTCTTACAAAAGGCTTGGGACTTCATCGCCTCTTTTTTCTGTCAAGAGACGACGAACTAATCTGCCTTCACATGCGCCTAGTCCAATCATGGCCTCTGTAGCGGTAGCAAGCCGTTCATCACCGCTGCCTCTCTCTACTCGTCCTACTACTCCCGCTTCGCATTCTTCGCCCAAAGATACGAAAACCCCACCAAAGATCGGGTATGCTTTGCCGAAATCTGTATTTGAGGATCTTGACGACGACCAGGTTTGTCTCTAGCCATTTCATGTCACAAAGTCTAAAAAAACCCAGGTTGAATCCCAACATTCCTCAATTCGCATGACCGACTTTACAAAAGCACATGACGAACTTACCAAGAAGCAACATTCCATTTCTAAGTTGCTAGACAATCTAGCTACCAATCTATACGACAACCTACAAGCCAGCGAAACAAAGATAAACACGCTTAGGAACAAAGAACCTTCACTGGACAAACCCGCTAAGCACGTCGCACAACTTGAAGTTGCCCATGAGGAGTGCCAAGCGGCCGTAGACGTACACAACAACGATTAGCAATCATTGGTGCAACGGAAGGGGTCTTCGCGCGATCTCAGCGCACAAGCGATGATGGCCAAGGGACACAAAGTACAACATAAGTTGCGAGCGGCTCAGAGCAATCTTGAGCGCAGTAGGATAAATCTTGAGATAGCACAGGACGAATTGACACAGGCCAAGACTGCATACCACAACTGGAGAGCAGACATTTTTGCCGAGACAGAAAAGGCTACAACGATCAGGGAAAGCCTGCAGTTGGTCAAGCGGCACAAGAAGCACTATGCGTTCTTGCAAACACTGGTGAAAGGTGGCCCTTTGATGACAGAGAGACTCATTGGCGCTGCAAAAGATGCTGGGCTGAAGTTTGAGACTGGGCTTGGTGAGAAGGAAATTTGA
>PSC48- FG4G20000
MFQLRKRLLYKSEGHNHSDNQASSDDKTKSGDHRDKSTVKPLTATVANISSLRTLRSVAMTSQKASPDHGHLSTVSAPTRSYKRLGTSSPLFSVKRRRTNLPSHAPSPIMASVAVASRSSPLPLSTRPTTPASHSSPKDTKTPPKIGYALPKSVFEDLDDDQVESQHSSIRMTDFTKAHDELTKKQHSISKLLDNLATNLYDNLQASETKINTLRNKEPSLDKPAKHVAQLEVAHEECQAAVDVHNNDWQSLVQRKGSSRDLSAQAMMAKGHKVQHKLRAAQSNLERSRINLEIAQDELTQAKTAYHNWRADIFAETEKATTIRESLQLVKRHKKHYAFLQTLVKGGPLMTERLIGAAKDAGLKFETGLGEKEI*
>PSC49- FG2G10290
ATGGTGGTTACACATATTGACATCGAGCAGCGAGAAGAAATGGAGGAGGTGATATTTTTGACTGAAAGACCCACGGGGTTTCCAGAACGCAGAAGGTGTTTGTCGTCGTGTACACTTGATGGTGTTGACACTGTCGAAGTTCTTGACGCTGTTCAAGTTGTCGATGCTGTCGAAGTCGTTGATTACGATGAGATCATTGATCTCACGGCGGATCTCACAGGTCTACCACTTTCTCGTCAAGGCGAGCTCCATTTGGAGAAGATACAAATATTAAATACCACAGTACAGAAGGATTCATTCATTCGAGTCCGGAAGTTTCTATTCGGCAAATATCATGTCAAGTTTGTCCTGGTCAAAACGGTGATCCGATGTCTATCCACAAACACCATCAAAATCCGCGGCATTCCCTTTATCAAGGCCAGCGAAGCATACTCGAAACCACACGGCATGATGCCGAATGAAGTCTGCATGATCATTTACCAAGACGAAGCAAAGCATCAAGAATTCGTGGACATTAACCTCTCCGATATTCTCCAATTGCATCATCTTGTTACCACAAACGCCGAATTTCCCAAATTCAACCCTCATTACCCAGAAGATAGAGGCCTTCCAAATAACCGGTACACACATCTGATCTGCCGCTAGAAGCTGGAGGTTTGCTTTGTCGGACAGGGGAGCCGCAAGAGGCAGGTCGAAGAGGCGTTCATCCGTATACACTCGAGTGAAGCAGACACACAGTCCAAGGTGTCTGACGAAGTTCTTCGGAAGCGATGGCGAGGCAAAACGAACAAAGGAGGTTCATGGATACCCTCGAACGTGAGCAATCCTATCGATCTCGAGTCCGACGCTGAAGACAACAAGAATCGACTTGACGGACAAAGATACACCATGTTCGACTCATGCTCCGGTGCCGGAGGAGTATCCCGAGGCGCTCTTATGGCTGGATTTAAGATCCAGTATGCTATTGATAAGGCACCAGAAGTTTGGGAGACCTATGAGACCAACTTCCCTGACACTGAGCTGTTCCGGATGCCTCTTGACGAATTCATTGCGGAACCTAATGTCGGCCACAAGAGAGTGGATATCCTGCATTTCTCTCCACCATGCCAATTCTTTTCTCCAGCGCACACTCATGCATCCGTACATGACGACGACAACATTGCCGCGCTCTTTGGATGTAATGAACTGCTACAGAAGCTGCGACCGCGCGTTGTTACTGTGGAGCAGACGTTTGGTCTCACTCACGACCGCCACGGAGATTATTTCAACGGTCTCCTTCATGACTTCACGCAGTGGAACTACTCATTCCGCTGGAAAGTGGTCAAGCTCTGTACTTGGGGCGCAGCGCAAGATCGGAAGAGACTGATCATAGTTGCTGCTGCCCCTGGGGAAAGACTGCCACCGTTCCCAAAGGCGACACATGGCGACGAACCTGGGTTGTTACCATACAATACTATTGGTAAGGCTCTTAGAGGCATTCAACTTGAAGACGATCTTCATGATCCTGATAAGGTTCACCACTTCAACCCCCCACGCGCCCCATACGACCCTGAACGCCTTGCTGGAACGATCACCACTAGAGGAGGTGACCTTTACTATCCCGATGGGTCGAGAAAGTTGACTCTGCGAGAGTTTGCAAGCCTTCAAGGGTTCCCAAGGTGGCATTTGTTCTTAGGGAATATCACATCCATCAAGCGGCAGATTGGAAACGCCTTTCCACCTGTCACTGTCCGTGTGTTATACAAGCACATAGAACAGTGGCTCCTGAAAGAAGACGGCATGACTCCCTGTGATGATCGAAACATCATTGCCATCGAAGAGGATTCTGAGGACGAGTCACCCCTTTCCCCAGACATGATGGAGGTAGACATCGATGAGAGAAGTAACCACGATGACTGCGTAGCGGAGGCAATGGTGATCGAATTGACCTAA
>PSC49- FG2G10290
MVVTHIDIEQREEMEEVIFLTERPTGFPERRRCLSSCTLDGVDTVEVLDAVQVVDAVEVVDYDEIIDLTADLTGLPLSRQGELHLEKIQILNTTVQKDSFIRVRKFLFGKYHVKFVLVKTVIRCLSTNTIKIRGIPFIKASEAYSKPHGMMPNEVCMIIYQDEAKHQEFVDINLSDILQLHHLVTTNAEFPKFNPHYPEDRGLPNNRYTHLICRWKLEVCFVGQGSRKRQVEEAFIRIHSSEADTQSKVSDEVLRKRWRGKTNKGGSWIPSNVSNPIDLESDAEDNKNRLDGQRYTMFDSCSGAGGVSRGALMAGFKIQYAIDKAPEVWETYETNFPDTELFRMPLDEFIAEPNVGHKRVDILHFSPPCQFFSPAHTHASVHDDDNIAALFGCNELLQKLRPRVVTVEQTFGLTHDRHGDYFNGLLHDFTQWNYSFRWKVVKLCTWGAAQDRKRLIIVAAAPGERLPPFPKATHGDEPGLLPYNTIGKALRGIQLEDDLHDPDKVHHFNPPRAPYDPERLAGTITTRGGDLYYPDGSRKLTLREFASLQGFPRWHLFLGNITSIKRQIGNAFPPVTVRVLYKHIEQWLLKEDGMTPCDDRNIIAIEEDSEDESPLSPDMMEVDIDERSNHDDCVAEAMVIELT*
>PSC50- FG1G41110
ATGGCGGCCACCTCACCGACAGAAACCGCCTTGGTGATTCTGTACTACTTGTATCCAGCTCTGGTTTTCACTTACTTTTTTTCTGCCTCCCTTGTCTCGGCTTGTACAGCATCCTCCCAAAAGGATGAACACAAGAAAAAACGCCCAAACGGGACATTGATACTCATTCTCTACCTCTTGTGCATTCTGACATACGTCGCCCAGCTTTCGCTACTTGGTATACAGGCCGCCCTTACTCGAGAATGGCCAACTGAAGATCACATCATCATTGGGCATTTGGCGTGCATTCTGGCGTTTGGGATTCAGCTCACCCGTTGTCTTGACACTGAACATGGACCTTTTTATCCTTTCATCGGCTCATTGGCGCTCGGTTTGTCCTGTGATGTTGCCATCGCGTCGTTGTCTGCAACAATAGGGTTGCTTTCCCCTTTCAGCACCTTCGGCATTCTAAACATCGTTAGCATCATCCTTCGATATTTTTCTTTTGTGTCCCTTGCAGGCCTGTTCACGCTTGGTGCATCAGTTCAGGCTGAATCGGACGAAGAACGGGAACCACTGTTACCCAAGGCCACAACCACCTCACCCAGCACTCCAACTAGTCAGGAGTCTGGGTATGGTTCAACGCTTCAGGTCGAGGAAGAAGAAGACGAGACCCCAGAATATAGCTGGGAACGTCGCGAGCGAGAGGCCAAGGAGGCTATGAAAAAGAGACTTGAGGAAGGTGGTAACTGGTTTGAGTATGCGAAAGGTTTCAAGGTACGAAATTGACGTTTGCACAGACTCCCACACTAGTTCTCCCCAACACAAGAACGCACTGCTATAGGAACATCTTGCTGACCTTTGTAAAGATTCTCTTCCCCTATGTGTGGCCTGTTGGGAACGTCGGCCTGCAGCTTCGTGCAGCAGCTGTATGCCTTTGCTTATTCGCATCCAACGCTCTCCACCTTTTGATCCCCCGCCAAACTGGAATCATCATGGACAGTTTGAATGGTTCTAGTAACAGCAACCCTTGGATCGCAGTCATCATATTTGCCGCACTTCGTTTGGCTGCCTCTGAATCCGGCATTGAGCTTATTCGCCAATGGCTATGGGTCCCTGTTAAGTACTACTCCCATGATGCACTGACACGAGCGGCCTACTCCCATATGATGCACCTCTCAGCAGATTTCCACGATTCGAAGAGTTCATCAGATATGATGATGGCTATCTACGGAGGCAGCGCGGTATCCAACGTCGTTGAGAATGTTTTACTTTATGCTGTTCCTATGCTCATCGATATGGGCGTAGCCATTGTCTACCTCTCCATCACATTTGGCCCATACGAAGGTCTTATTACAGTGGCCACCGGTATCTTCTTTCTCCTTATCGCCAGTAGACTTGTGGCCAACTCCAAGGCAGCCAGCCGAAATCGGGTCAATGCACTATACGAGGAACATTATGTGCGTCAGTCCGGCTTTCTGGGGTGGCAGACTGTCAGTGCCTTCAACCAGATTGGTTATGAAGATAACCGGCACGCCAATGCAGTTACCAATCGTTGGCTTAGAGAGCAGCAATATGTGCTGGGATGGTATATCTCTATTGGATTTCAGACTCTGGTTCTCACATCTGGTCTTCTTGCCAGTGCGTTTCTAGCTGTTTACCGTATCAAAGCCGGCCATGCAACCCCTGGACAGTTTGCGATGCTCTTGATGTATTGGGCACAGTTGACATCGCCGCTTCAATTTTTCGCAAAGCTGGGGAAAAACGTCAGCGACGACTTCATCGATGCCGAACGCCTACTAGACATCATGAGAACCCAGCCTTCAGTTGAGAACCAGAAGGGAGCCAGGCCATTGAAATTTGTTGCTGGCGAGGTGGATTTCGAAAAAGTTTCTTTCAGTTATGATAAAAAGAAGGCCATTATTAAGGATGTCAGCTTTCACGTTCCTGCTGGGCAAACTGTTGCTTTCGTTGGGGCTACAGGAGCGGGAAAGTCAACTCTTATCAAACTGCTAGATCGATTCTACGACGTGGGCGAGGGCCGTATCTGTATCGATGGTCAGGACATCAGAGACGTTGACCTGTTCAGGTAAAGAATGCTTCTATCACACCGAATTACTTCTTCTTGTTGACACTTCTTAGTCTTCGCGATCGCATTGGGGTCGTCCCTCAAAGCCCAATCCTATTCGACGATACAATCATGAACAACGTTCGATATGGAAGAATCACAGCAACCGACGAGGAAGTATACGACGCATGCAAAGCTGCGTGTATTCATGATAAGATCAAAGGCTTTACCCATGGTAAGACCACACCTGAAAGCCATCCAGAATGATATCTAACTCTCGGCAGGGTACAAGACGCGTGTTGGAGAGCGTGGCGTGTGAGTCAAGACTGGCCTGAATAGAGAACAGTACACTGACTTGATAGGAAATTATCTGGCGGCGAACTTCAACGCATTGCTATAGCTAGGGCAATGCTCAAGAAGCCAGATATCGTTCTGCTCGACGAAGCTACCAGCGCGGTAGACACAGATACCGAGCAACAGATCCAGGTCTCTTTCAAAAGATTATGTGAGGGTCGGACTACTTTCATAGTTGCGTAAGCTGTTTCCTTCCACTTCTTCTGAATCCTATACTGACACAGGTAGTCACCGCCTTTCCACGATTATGAACGCAGACCGAATTATTGTGGTTGAGAATGGCGAAATCCTTGAACAGGGCAATCACGACGAACTTATCGTTGCCGGAGGAAGATATGCGGACCTTTGGTCCAAGCAAGTTTTTGTGCGACCCAAGGATGAAGACAAGGATACCTCATCCGGTCAGGCAGGATTCGTTAACGACTTATCCTCGGAGCAGACCAAGGCTGAGCTGTCGAAGGTCAAGAAGCCGGCAGCCGCAGCCAGTGAACAAGGGAAATCGTCCAAGGCACAGGACAGTGAAGGCCAAGTCACCGGTACCCCAACGCAAAAGCGAGAGGTAGTTTCAGCCGAAGAAGAATAGTCTTTGGTGATTCTAACCTCTTATTTGCAGGGAAACCGATTGAATCCTGTCGCCGCTACGTTTACCCCCAGAACGCTGGCCAAGGCTAGGCTATTAATGGCGACTGAAACATCCGAAGCATCGACCATATCGACTGCTGACAATGAGGCGATTAACGTAAGTTCGCAAACTAGCCGACAGTGGTCTGATGAGGTTACCGAGCAGGAGGAACAGGCCAAGAAGCAGTCAGCCATTGCTAGCCGACCCTAGGGGAGTCGGGTTGCTCAAGACAGCGATCACGTGGCACCACAGAGTACAGCATCCAACGAAAAGAAGAAGGCTTTTATTGCAGCGGTCGATCATGCTCTGAAGAATAAACGTGCAAGTCGTGTTGATACTGGTGAAAATATGGAGTGTGAGTTCACAAGTTCGATATCAGGAGCTTTGCTGATCTTTGAAGCCCCTGCCACGGTCGCAAATGAACCTAAACCCTCCGAAAAGAAGGAAGATGCTACAGAGGGCCAACGTGTCGAATACAAGCTTCCATACTATTCCCGACGTAACCAATCCAAGAGCGAGCCGTCGCAGGGGTCACACAGTTCGGATGAACCTGACACGGACAGTGCAGTCTTGACTTCTGCAATTGAGGGTCCAGCATCCCCAGTAAGCTCGCTACCCACGTATCGATCAATGCTGGCTCATTTACCTAATGCTAATAGATGCGTCGTCGTGTTACATTGCCTCCTATGAAGGTCACTATGGGATCTCAAATTCCACTGCCCACCGAGGTCAAGCAACAGAAGCTAATGACTGCATCGAAGCCGACTGGCCACTGCAATAACCGGCAACAAGAGTCGTCTGCAAAGAACTCGGATCGACTAACACAAAATGACTTGCGAACTATCGAATCATGCGCACCAGCACGACCTAAGGTTTCTCAAAAGAAAGATGAAGTACCCGCCCAAAGCGCTATCAATGACGGCGTCAAATCCAACCACGCCGAGTTGCCAGAACAGGACAAAGACAGAATCACCTCTGGACCACGCCGGGGTGGGCGCGGAGGCCGAAGAGGGCGTACCCCTTGGTCCCGTGGCCGACATGGCCGAGGCAACTATCGGGGAGGCTCGCCAAACAGACAGGCAGCCTGA
>PSC50- FG1G41110
MAATSPTETALVILYYLYPALVFTYFFSASLVSACTASSQKDEHKKKRPNGTLILILYLLCILTYVAQLSLLGIQAALTREWPTEDHIIIGHLACILAFGIQLTRCLDTEHGPFYPFIGSLALGLSCDVAIASLSATIGLLSPFSTFGILNIVSIILRYFSFVSLAGLFTLGASVQAESDEEREPLLPKATTTSPSTPTSQESGYGSTLQVEEEEDETPEYSWERREREAKEAMKKRLEEGGNWFEYAKGFKILFPYVWPVGNVGLQLRAAAVCLCLFASNALHLLIPRQTGIIMDSLNGSSNSNPWIAVIIFAALRLAASESGIELIRQWLWVPVKYYSHDALTRAAYSHMMHLSADFHDSKSSSDMMMAIYGGSAVSNVVENVLLYAVPMLIDMGVAIVYLSITFGPYEGLITVATGIFFLLIASRLVANSKAASRNRVNALYEEHYVRQSGFLGWQTVSAFNQIGYEDNRHANAVTNRWLREQQYVLGWYISIGFQTLVLTSGLLASAFLAVYRIKAGHATPGQFAMLLMYWAQLTSPLQFFAKLGKNVSDDFIDAERLLDIMRTQPSVENQKGARPLKFVAGEVDFEKVSFSYDKKKAIIKDVSFHVPAGQTVAFVGATGAGKSTLIKLLDRFYDVGEGRICIDGQDIRDVDLFLRDRIGVVPQSPILFDDTIMNNVRYGRITATDEEVYDACKAACIHDKIKGFTHYKTRVGERGKLSGGELQRIAIARAMLKKPDIVLLDEATSAVDTDTEQQIQVSFKRLCEGRTTFIVHRLSTIMNADRIIVVENGEILEQGNHDELIVAGGRYADLWSKQVFVRPKDEDKDTSSGQAGFVNDLSSEQTKAELSKVKKPAAAASEQGKSSKAQDSEGQVTGTPTQKREGNRLNPVAATFTPRTLAKARLLMATETSEASTISTADNEAINVSSQTSRQWSDEVTEQEEQAKKQSAIASRPWGSRVAQDSDHVAPQSTASNEKKKAFIAAVDHALKNKRASRVDTGENMEPATVANEPKPSEKKEDATEGQRVEYKLPYYSRRNQSKSEPSQGSHSSDEPDTDSAVLTSAIEGPASPMRRRVTLPPMKVTMGSQIPLPTEVKQQKLMTASKPTGHCNNRQQESSAKNSDRLTQNDLRTIESCAPARPKVSQKKDEVPAQSAINDGVKSNHAELPEQDKDRITSGPRRGGRGGRRGRTPWSRGRHGRGNYRGGSPNRQAA*
>PSC51- FG2G00010
ATGGCTCCGAGACAAAGCTCTCGACAGAAAAGCAAGGCCAAGGCCAAGGCTAATATAACAACCGAACAGACCACAGACTCTCCTCCGTCAGGGTTACAAGGTTTATCCAAGGGCGTCAAATCGGTAAAGCTCACTAACAACAAATCTGATCTCGACTTTCAGAATGTTCGCAAGCATCCCGACTGCCCAGCTTGGCACACCTCTTGCGACTATACTGTACATGTTGCCGACGAACCACCCGAGATGAGCAAGGACAAGAAGAAGCGTGATCGAAAGTTAGAGTGGGAGAAGTCACGATATCCCCCTGGCATCTCGCTGCCTATTGCCCTGCCAGCTTCTCTTGGTGATGCCACACTTATTGCCAAGTACAATGGATTCAAGTCTGAAGCCGACTACATTTCCTACTGCGATGGACCATGTAAGTTAGCAGAATCTGAATCCGGCCTGATTTTCTTCTTCTGAATCTCGCCGGATTCAGATTCTACTATTTCTTCCCCCTTCTCTTTTCCTTTAGACTAACAATTGCAGTAATGGAGATCATCTATGCCTTTGGCAAGGTCATGCAGTTAAAATTTACACCATCAGCTATCAACAGCGCTCGTGAGGATGAAGTTCAGGGTTAGTGTCCCGATGTTGAAGAACTTACGGGCCTGGAGCAGAGCCCTGAGTTCTACAATTTTATGAATGAAAGCTTTCGCGCCACTGAAGCATTCTGCTCCTCTGTTCCTCCAGGGGAAGATGAGCCAGAAAGACCTATCCCTCGGCCTATCGACTGCATTACCCTCTATGCCAACAGCAAGGAGTGCCGAGACATGGTGGAGACGATTTGTCTCTATTGTCCTCAACCTACCTTTATTCCCATCTTCAACAACACCATCAGCATCGATGAGAAGAACCACAGGGATGAGCCATGCCCTCCTGCCATGTTTTTGGCCGCAGCTGCCCAGGTCTTGATTTTTGCACCGTCGCATTGGGACCCCGAATTGAAGCTGGTGCAGACGAGCGACTACCCGCGACGTTACCCCATCAATCAAGGTTTCAGTCCAACGAAGACGATTGCTGGCAGGTTCTCGATGGAGGATTTGAACAGGGCCCTTTACCTCATCTTCACGGTGAATAACCGTCGAGGTAAGGCTAACCTTCTTAGCGGCATCCCGACCAAGCGTACTGGCAACACACGATGGATGGGGTATCACGACCCCAGCTGGAACAGTACAGAAATGGAGCTGGAAGGTACTGAGATCATCGTCGACGGGCATACAGAGGCCCAGCTCGACGCGGAAGAGATGCTCATGGACCAACAAGACGCCGAGAATAACAAGGACCAGGACGAGGACCAGGTGAACTCATCGGATCTACCAGCCGTAACCGGACTCAATTTTATCGACCTCGCCGACCGGATCACTGTTGCACTCTCATCCGCACCCAAGCCCAAGACCGGACTCGGCGAGAAGCGCCTCACCGTCAAGGCAGACGCTATGCCTATCATGTCCAACCAGAGAGCAGCACAGGTCGTCAAAGTCCTGCGACGCTCGCACGCTATGGTCGACCCCCCCATGGACGATATTCAGAAGACGCTCACCTATGTCGACAGTCTTATCGACGCAGACAAGATGGCTGAGTATGTCACAACACAAGCTGGCAACGAGAACCTTGTCGCATTCGCACGAGAGCACCCCGACAAGCTCGACGAACTCACTAAGCAGAACAACCAGAGCTTTGCTATGGAAATGTTTATGTCGTCTCTCCAACCCAACCACCACTTCGATCTCGATCAATTATGTGACGAGTTGGGCCTAAGCCGATATCCTGCTATTCGCCTTCGTCCCGCTAATGATGCTATTGAGCCCTTTAAACCCCACCAGGTCTACGGTATGTTATTGCACAATCTGAATCTGGCCTGATTCTCTTTCTTCTGAATCTCGCCTGATTCACATTATCCTATTTTCTCTTCGCCTAGAATACCGCCCGATTCACATTTTACTAACTCGATCTTAGATGCCTACAGTATTCTGCAACGAGCAGAAAGCCCAAAACGCCACACCTTCTTATCGAATGATATGGGAACAGGAAAGACACGAATCTACCTGCTTGCTATCAACCTCCACGCCCGACGTCTTGCGAAGCAGCAACAACAGGGCAACAGTGTGACATTCTCGCCCTCCCTTGTTATAACTCCGGTGAACTCGCTGCCGCAGACGTACCTCGAAGCAAAGAGTATCTTCCCTGACTTTACTCTGATTGTATTTTATGGCCAACGATCTACCTTTATTGATAAAGGTGCGAAAGTCATGGGGACTGATGATCTTATCAACTATCTCAGCAAGCTAGATCCTACGAACCCTAAGACCGGCAAGACCCTAGTTATCACTTCATATACCACTCTCTCCGCTCGGTTTATTTCTCGCAACGACCGCCTTTTTGTTTTCAACGAGGGTTAGGCACCTCCATCTATCAAGAAGCGACGCGACCGTGCAGAGAAGAAGGCGGCCAAGAACCAAGAGCTTGGCGATGTAGAGTCTGATGACTCTAGCGACGAAGCAGCCGAAGGTAGGCGACGGAAGAAGGTCCCTATCTACTCACTTGCGCAGGTCAACCGCAAGAACATCACCTACGTCGACGATCCAGCCAAGGCTGACGGAAACCTCGTGTGGTATACCCGCAACAAGCCGGGCATCAAGAACCTCAAGTTTACCTTTGTGGTCTGCGATGAGGCTCAGATTGCTAAGAAGCACGACGGAAGCTACAACAATCTTTTACGCAAGTTCAAGTGGGACATCATCCTCTGGACCTCTGGCACACCTCTTTCGAACTCGCTGAGAGATCTGATCTCTCCCTTGCTTTTGATGTGGCGGGCCCTCGACGTGGACTGGAAGCCCAAGATCGGCCCCATCGGGTACCTCCCAGGATTATACAACGCCCAGTACGATCCGGAAAAGGAGAACAACGAGTTCAATGGCATGATCACCAAGGGTATCTTTCACCCTTCATTCACGGCACTCGACCCAGCCGTCGGCAAACTGATGGAAGCCTGGAAGGAAGATGGCTCTCGACTTTGGTACCTGCACCCAGACCTCTACCGTGCAGCCGGCTCATCGCATTATTGGGGCTCGAACCTCTCTTCCTGGGTGGTCCGACCTATTTTCCAGGAGATGCATATTCGAAGGACCATGAGGACACCGCTGACCTTGCCTAACGGCGAGATCACCTACCCCGGCATTGACCTTTTGCCTCCCGTCATTTCCATCCAGGAATACCGATTCGGACCTAGGCTTGCCATGGTAGTCCGAGAAGAGGGCTTCTTCCTGGCCTCACGCTTATTTCAGCAACCCAATGATGATGGGACGATTCCCGACAGTGTACAAGCAGCCTCGAGCCAGTCTATCGAAGGTGCTTCCGCCGAGGCGACCTTGAACTTCGGAGTACACCGAACCGGCATTCTCCAGACATTCGACTGGCGCAACTCGGTTCTGCTCAGTCCCGAGAACGACATGATCAGGGGAAGCAAGAAGGCCATTGAGCTTAGAGTCCAGGCTATGGTTGACCCCAACCAGCCCCAGACGAAGGCTGAGCTCGAGAGGATGAAGAAGAAGGAGGCCGAGGAATCCCCGGTTGTCGTCGGCGTCGACCACGTCCAGCACCTTGTCGCAAACGACCCCAACGGTGGGTTGACGTGGCTCTACAACATGACACGAAAGGACGAAAACACCCTCGCCCCCTCCGATCGAGCTAGCATGTTGCGCTGGGTATGCGCCGAATCGCCCCTCATGATTCGTATGGTCGAACTCCTGTTTCTTCATGTCAACCAGGAGAAGAAACGTGTCCTCATTTATGTAGACACTCCATGGATCCAAACGTAAGTTGGCATAATCTGAATCGGTCCCTATTCTCAATTGAGGATCCGGCCTGATTCACATTATACTATTCTCTCTTCTTCCCCCCTACATCTCGCCCGATTTACATTCTACTATTTGATATACTAACTTTCTAACAGTGTTGTTGTCAATGTCATTACTGTCGCCGGGTTCAATGTCCTTACCACTCGACCCTCGACTAAGCAGTCCGATAAGGACCAGGCTCTCCAGGATTGGAATGATGCTTACTCTGGAGCACAGGTTTTTGTCGCAAATATCAATACGATGTCAGTCGGAGTCAATATGCATCATTGCTGCCACACTGGAATTTTTATCTCATGGCACATCAACATGAAGATCAATCTTCAGTGTTGTGGTCGGCTTATTCGTATTGGGCAGAAGCACCAGGTGACTTGGACCTTTCTGAAAATTGCCGATAGTTATCACGACAATATTGAACGACTTGCTGTCAGCAAATGGGCCCCGCAGCTCTCCGCCGAGATCGACTTGCCGGACTGGATCAGTGACGAACTTCGAGAGATTCTCATCTACGAAGTGATCAAGACCTACCTCGCTCAGCCTTTTAACCGCTATTCCTGGGTTGTCCTTCGCGACATTTTTGGCCACGAGTTCAGCCACCACGACAAGAGGGCAACCAATCTGGGACACATCTTTTCCATCATCGCCAAGATCGTTCTGCGCAACCTCGAACTCGACCAAGACTTTTGGTGTAACAACATGGCCTTCCTCACTCTCGGTTGTTGGCACATTGTCGAAGAGTCCGATATTGACTTTTCTGTTAAACTCCTCCAGCATCCGGACGACCTTGACGCAGAGTTTACACCCCTCTTCATCGAAGCTTTTAAGCATGTCGAGGGTGCAATTGACTCTGATCCCGAAACCCAGAAGAAGCACAAAAAGCTTCGACGAATGATGCAGGACAGGGCAAAGGAGAAATCCTCTGCGCTTGTGAGCGACAATGGGATTCATGACGATGGAGCCCAAGAGGATGCGAGCGATGACGATGAGTCTGGCGGCCCTGCGCGACCCAAGTCGAGGAAGAAGCGGTCAGGCGTAACCACTTCTAACAACGATGATGCGACATCTACGAACTTGGATATTGACTCTGACGAGGAGGTTATCGAGGAGGTTGTCGAGGAGGAACCTCAGCTTCCTAAGGTTGGCGACAAGCGTCCCGCAGATGATGATGCCAACAGCCTCACTCCGAAGCGCAACAAAGTGTAG
>PSC51- FG2G00010
MAPRQSSRQKSKAKAKANITTEQTTDSPPSGLQGLSKGVKSVKLTNNKSDLDFQNVRKHPDCPAWHTSCDYTVHVADEPPEMSKDKKKRDRKLEWEKSRYPPGISLPIALPASLGDATLIAKYNGFKSEADYISYCDGPLMEIIYAFGKVMQLKFTPSAINSAREDEVQGWCPDVEELTGLEQSPEFYNFMNESFRATEAFCSSVPPGEDEPERPIPRPIDCITLYANSKECRDMVETICLYCPQPTFIPIFNNTISIDEKNHRDEPCPPAMFLAAAAQVLIFAPSHWDPELKLVQTSDYPRRYPINQGFSPTKTIAGRFSMEDLNRALYLIFTVNNRRGKANLLSGIPTKRTGNTRWMGYHDPSWNSTEMELEGTEIIVDGHTEAQLDAEEMLMDQQDAENNKDQDEDQVNSSDLPAVTGLNFIDLADRITVALSSAPKPKTGLGEKRLTVKADAMPIMSNQRAAQVVKVLRRSHAMVDPPMDDIQKTLTYVDSLIDADKMAEYVTTQAGNENLVAFAREHPDKLDELTKQNNQSFAMEMFMSSLQPNHHFDLDQLCDELGLSRYPAIRLRPANDAIEPFKPHQVYDAYSILQRAESPKRHTFLSNDMGTGKTRIYLLAINLHARRLAKQQQQGNSVTFSPSLVITPVNSLPQTYLEAKSIFPDFTLIVFYGQRSTFIDKGAKVMGTDDLINYLSKLDPTNPKTGKTLVITSYTTLSARFISRNDRLFVFNEGWAPPSIKKRRDRAEKKAAKNQELGDVESDDSSDEAAEGRRRKKVPIYSLAQVNRKNITYVDDPAKADGNLVWYTRNKPGIKNLKFTFVVCDEAQIAKKHDGSYNNLLRKFKWDIILWTSGTPLSNSLRDLISPLLLMWRALDVDWKPKIGPIGYLPGLYNAQYDPEKENNEFNGMITKGIFHPSFTALDPAVGKLMEAWKEDGSRLWYLHPDLYRAAGSSHYWGSNLSSWVVRPIFQEMHIRRTMRTPLTLPNGEITYPGIDLLPPVISIQEYRFGPRLAMVVREEGFFLASRLFQQPNDDGTIPDSVQAASSQSIEGASAEATLNFGVHRTGILQTFDWRNSVLLSPENDMIRGSKKAIELRVQAMVDPNQPQTKAELERMKKKEAEESPVVVGVDHVQHLVANDPNGGLTWLYNMTRKDENTLAPSDRASMLRWVCAESPLMIRMVELLFLHVNQEKKRVLIYVDTPWIQTVVVNVITVAGFNVLTTRPSTKQSDKDQALQDWNDAYSGAQVFVANINTMSVGVNMHHCCHTGIFISWHINMKINLQCCGRLIRIGQKHQVTWTFLKIADSYHDNIERLAVSKWAPQLSAEIDLPDWISDELREILIYEVIKTYLAQPFNRYSWVVLRDIFGHEFSHHDKRATNLGHIFSIIAKIVLRNLELDQDFWCNNMAFLTLGCWHIVEESDIDFSVKLLQHPDDLDAEFTPLFIEAFKHVEGAIDSDPETQKKHKKLRRMMQDRAKEKSSALVSDNGIHDDGAQEDASDDDESGGPARPKSRKKRSGVTTSNNDDATSTNLDIDSDEEVIEEVVEEEPQLPKVGDKRPADDDANSLTPKRNKV*
>PSC52- FG3G04700
ATGGTGCAAACGCGAAGGGGCGGGATGCCTGATAAGCGTGCAAGACGTCAGTCGCAGACGCATCAGATTGGGCAACTCGATACTACCCCGACAAGTCGACACTTACAGTCTCCCCAAGTGGACAATAACCACGAACCGCCTCCCAGCGCTCAGCCGCAAGAGTCAGCCAATGAATATGACGACGACGTTGATGATGAAGATTTAATCAGACGTAACAAGCAAGTCTTTGAATCTGAGGGTGCCTCGACCCGCCGAAGCACCCCTATTGATTCGCATTTCGACGACTCTTCCAGCCAGAAATCGGGTTCGGGGAAGCTTCCTAGTACCCAGCCGTTACCATCTCAGCTAATTTCAGGAAATTTAACCAACAAAGTACAGCCTTTAGTTGACTTTTCAGAAACAGCAACTACCGCCCGGCGAAGTTCGCCTTATCCACTACAGACCACACTATCCCAAGCGGCTGATGATATGCCCAAGTACAACACTGTCTTTGACCTACCAAGCACCATCCCCGAATCATTAGATGTTCCCGGGGACCACTTACCGGAAGACGAGCTATATGATACCACTCCAGTACCAGAGGACCGAGAGGAACAAGCTGCCGCAGAGAAACAGACTGCAAAGCCCAAGTCAGCACGGAAATCTACCAAAAAGGGCAAGGCTACGGATTCTTCAGAAAAGGCCAAAGCCTCTATCAGAGTTCTAGAAGAAGAAGTTGGATCTGTCGAGGAAGAGCCATCCTCGTTTCCGCCCAGACCTGTTGTAGGGCGCCAAAAACCAGCGAAAAATGCCAAACAAGTGCAAGAATCTCCCAAGCCAGCCCCTGCGTCAGTCGAGGCAACGACAAGTGGAACACGGCGGAAGCAAAAACCTAAACCTCCCTTGAGATTCAATTCACAGACAAATCAAATGATAGATCCTTCGTCGCCCCAGTTCCAGCCTGCGCGCCCGTCCTTGGTAGAAGGCATGATACAAGCTTATGCTGCCTCTCTCTCGCCTGATACCAACGCAACGAAGCCTACACCCAAGCCTGCGAAGAAGGTTTCGCCCAAAACTGTTGCAAAGAGGACATCAAAGAATTCTCCGAAGACTACTTCAAAGACCTCCCCAAAGGCTATTTCGAAAACTACTCCAAAAGCCGGACAAAAAGCCCCAGCAATTTCTCAAAGAATTACACGCCAGTCAGCTTTGAGAGGTCGACTTAATCAGCAAAGCCCGGATAAAGTCGACGAAGCGAACAGCAACGGCTCTCCAGCTGCTGCTCCAGTAGAGCCGAAAGAGAAGATCTCGCCTGCAGTGAGCCAGAGAACGACAAGAACAAAGGTAAAGGAGGAGACGGCACCTGTGTTGCCACCCTCGAAAGAAAAAGAGATAGTCAACCATGGTAATACTCAAGGGTCAACCGATGACCCGATTGTACTTTCGAGTGGTCGTAACAGTTCATCACCATACGATGACGATGAGTTTGTTCCAGCTACTGACCCAACTGAAGTTTCTCCTGAAGAGGCCCGTCCAGATACCGTTGCACAAGCCAAAAGACAATCGCTTGTTGACCCTGTGGAGCCATTGAGTGTTACTCGAAACGAGAAAGAACGAATCGTTGCTGCACGACAAGAGATTCCCAAGCCTATGCAACCTTTCAGTCAGACTGGGAGACAATTCACGGCACAGAACAAGAAAATATTTGTCAGGGCTGACCCTCAGAATCAGGTCGAAGCTGATTTTGAGAGAACCAACCGAGAGAGGCCGATTAGGATTGGCCCAGGAGAGATTTTGTTAGCCCGTGATGCACATGCCCTTGCCCAACGTCATGCCTCCAAATTGAATGTTCTGAAGAGGCCACCATCTACGAGGGATCCGGTGGTTGATACCTCCAAACCGCTCCGCAAGGTTATGAAGCGATCACGAAGTTTCAGCGTCAGCCAGGCCAGGAGCCCTTTGCCGCTTGAAATAGAAGCTCAGTCGCTCGGAACAAGTTCCAGGAATAAAGACGATGCTCAACACCCAGCAGTGTCACACAGCAACAAGCAGGCGTCAGGATATAGGAGATCTCAACGCTTACGGGGCCGTGCGGACTAGGTGTCCCCATATCCTCAACACAAAGTACTGCAGCAAGATTATCTGTCAGGTCTAGAAGCTGCAGAATCAATGCCTGTCAAAGCCCAAGTTGCTGAAGAGAAATTGCAGCAACAGGAAAGATCTAGTGACAAACGGTGGCGACGTGAAGCCAGTGGACACAATCAAGATCTGCACGCTCAGATCATGGCCTCTCTCCAAGGGCGAGATGAATCATCCCCTGAAGTTCATGATGAGAAACCTGACATGACCCCCGAAGAAGAGCTCGCTGAATCAACACGCCCGAAGGGTCCGAGCGATGAGGTGGAAGAGAAACTGCATGGACTTGTCAAGGTGCGATTCATGATTATTTTCATGAACGCGATACTGACATACTGCCCAGACTCTACTTGGTCATCTCCAAACCAGGGAAGCGACCATCTACGAAGGGGCAGATGCCTATCGAAAGAACGGTATCGACTCCGTGGAAAAGATTAAGCGGCGTTACTTGCATGAAAAGAAGCAACTTGGAGAAACATGGAAGAAAGATGCTGAAAGATTTGTCCGCGGCTCGCGGTCAATCAAAGCTGCCCTCGACAAGCGTGGTAAAGCGCAAGAGGAGGCTAGGCACAAATTGGAGGAGACGCTGGCAAGACGCCGTCATCTGTTTCAAAAGGCGACAACAAGTTTACGTGCTCTTCATGGACGATTGACGGAACATCGAGATGAAGTGAATGATGAATGA
>PSC52- FG3G04700
MVQTRRGGMPDKRARRQSQTHQIGQLDTTPTSRHLQSPQVDNNHEPPPSAQPQESANEYDDDVDDEDLIRRNKQVFESEGASTRRSTPIDSHFDDSSSQKSGSGKLPSTQPLPSQLISGNLTNKVQPLVDFSETATTARRSSPYPLQTTLSQAADDMPKYNTVFDLPSTIPESLDVPGDHLPEDELYDTTPVPEDREEQAAAEKQTAKPKSARKSTKKGKATDSSEKAKASIRVLEEEVGSVEEEPSSFPPRPVVGRQKPAKNAKQVQESPKPAPASVEATTSGTRRKQKPKPPLRFNSQTNQMIDPSSPQFQPARPSLVEGMIQAYAASLSPDTNATKPTPKPAKKVSPKTVAKRTSKNSPKTTSKTSPKAISKTTPKAGQKAPAISQRITRQSALRGRLNQQSPDKVDEANSNGSPAAAPVEPKEKISPAVSQRTTRTKVKEETAPVLPPSKEKEIVNHGNTQGSTDDPIVLSSGRNSSSPYDDDEFVPATDPTEVSPEEARPDTVAQAKRQSLVDPVEPLSVTRNEKERIVAARQEIPKPMQPFSQTGRQFTAQNKKIFVRADPQNQVEADFERTNRERPIRIGPGEILLARDAHALAQRHASKLNVLKRPPSTRDPVVDTSKPLRKVMKRSRSFSVSQARSPLPLEIEAQSLGTSSRNKDDAQHPAVSHSNKQASGYRRSQRLRGRADWVSPYPQHKVLQQDYLSGLEAAESMPVKAQVAEEKLQQQERSSDKRWRREASGHNQDLHAQIMASLQGRDESSPEVHDEKPDMTPEEELAESTRPKGPSDEVEEKLHGLVKTLLGHLQTREATIYEGADAYRKNGIDSVEKIKRRYLHEKKQLGETWKKDAERFVRGSRSIKAALDKRGKAQEEARHKLEETLARRRHLFQKATTSLRALHGRLTEHRDEVNDE*
>PSC53- FG4G33560
ATGGAGGCCTCCGAGGATCCTTCGACACGGGAAGCTGCTGCGTCCCAGCTGAGTTACCTGGATCAATGGGAGGCAGCTTATACCGGGGAGAACGTGGAATTACCATTACCGCAGCAAATCGTCGAGTTACGCATAATTCGACCTTATCTCGAATCTGTAGCCTCGGGGTCCGAGCTATGGGATGCAGATAGAGTTGGTCGTCTGATCAACGAATCTCTTCTAGCGGCCATGCAACCACCCTTCGTTGCTGAGGCCACGGGTAGGCTATCCAATAAACGCAAGACTATCTCGCTGACAAATTATAGAACATGCCGACGAATGTGACGCAGCAGACCAATCCGAGATCTCCTAGGAGGAAGAGTCTTGGGATACCACTGCTGCTACTGCCGCCAGCCCTACGTGCAGTCCCTCTGCAGAATCCGCCGCCAAAGTTGGTGGTACTTCTAACGAATCTGTGGTCAAAGGTAAAGAACTAATATCCATGCAGTTATATTAAACTAATATTTTATAGTAGAGCGTCAACTGGGCTTTGGAGATCGCATTGCAAAGATTTCACAATCCAAGTTGGCCAAGTACACCAACAACGCTTGGGAATTTCTTCAAAATGGTTCACGTGCCAAGATGACCCAGCCTGACAAGTCAGAGAACAAACTCTGTTGTCATTCTGATCACAGCGAGGAAGATCTGATCTCGTTCGAGAATGATCCTGTGGTTGGACCTGCCGATATCAAGCCCATCAACATCACTATCCCACATGACACATTCACAGATGACAAAGTTGATGTTAAGGATGAGCCTGTTGATGCCTGCCTCATCGTCGATCAATGCACTTCGCTCAAAATCGAAGATGACCATGCCGGCGTTGCATCGACCCACCTACTCGAAGAAGCTGTCAAGTGCTTCACTTGTGGGACTACTCCTTCCGCCGAGGCACTGGTCATGTGCCCTTGCCAGCATCAGTACTGCCACGGATGTCTTTGCCATATGGTAAAGTCTTCTATACGCGGTGAGATTCCATTCCCACCCATGTGTTGCGAATCTCCCGTCCCCATTGATGTGAACACATCAGTGTTTGACCAAAACACCCTGTGCGACTTCTTTTCCAGGAAGTTTGGCATCTCCTACATGAACCCGGATGCTTCTCCTAGAAAGCGAAAGGCTATCGGGGCCCCGTATCAGGACAAGGCGCCATCTCAAGTTCACGGTGTGACCGTAAGAATGTCAAGAAACGGAGTCCAAGGGTCTTGCTATCTCTGCAAGCGCGTCAATGAAAAGGATTCTTGTAAGTTGAGATACCACTACTACATCATCATTACCTAACTAAAGTCGCCCTAGTTTGCCCTGACTGCTGCTACCGTTGCAACCGAAGCCACGCATCATGCAAATGTGCCTGGTGGGAAGAGCGACAGAGAAGGATGGAAGCACAAAAGGCGATTAATGATAACACCTTCAATCCCAACGCCCCGGCGTTGTGTCCGACCGATGGCAGTGACAAATGCAGAAAGATGCCATTAAATGGCATTTTTCGTGGTCGTCGAGACTCTGCTCTTTTTGTTGGTGAACCTCCTAGTTATATGTGTGAATACTTGCTAATGGAAAACAGGAACCGACTGGGGTGGTGATTTAA
>PSC53- FG4G33560
MEASEDPSTREAAASQLSYLDQWEAAYTGENVELPLPQQIVELRIIRPYLESVASGSELWDADRVGRLINESLLAAMQPPFVAEATEHADECDAADQSEISWEEESWDTTAATAASPTCSPSAESAAKVGGTSNESVVKVERQLGFGDRIAKISQSKLAKYTNNAWEFLQNGSRAKMTQPDKSENKLCCHSDHSEEDLISFENDPVVGPADIKPINITIPHDTFTDDKVDVKDEPVDACLIVDQCTSLKIEDDHAGVASTHLLEEAVKCFTCGTTPSAEALVMCPCQHQYCHGCLCHMVKSSIRGEIPFPPMCCESPVPIDVNTSVFDQNTLCDFFSRKFGISYMNPDASPRKRKAIGAPYQDKAPSQVHGVTVRMSRNGVQGSCYLCKRVNEKDSFCPDCCYRCNRSHASCKCAWWEERQRRMEAQKAINDNTFNPNAPALCPTDGSDKCRKMPLNGIFRGRRDSALFEPTGVVI*
>PSC54- FG3G12820
ATGGCTGAGAACGAGTCTCCCGCAAGGGAACCTTCCACTCGTGGTCGTGGCCGCGGTGGGAGAGGTCGTGGCGGTCGAGGTAGAGGAGGTGGTCGAGGTGGCTCTACTGCTGCAGTATCCAAGGCGGCCACTGCAAAGGTCGGTCGTGGTGGCTCACGAAGAGGCCGAGCCAAGAACTTTGCGGATTCGCGTGTCCAAGCTGCTTATGAGCGTCAACGGCATCTCAAAGCCAATTACCAGGCTGTTGCTCACGCGCTCAAGCCAGCTCTGCAAGAGCTTGCCGAACGCACCATTGATGAAGCCTTCCAAAACCCTGACAAGCATAAACATGCTCAAGAGTTCATACCTCTCATGCAAGAGCTCCAAGATAACCTCGATGCTAAAATAGCCGAGTATACGCGGCGCTACAACAGAGACAAAGAGCTTGCTGAGCATTTGCTCAAGGCCGATCATTATGTTGCCCAACAAGAATACCTGGTATGCTATTTCCTCCTCTGACGTGACGCTATCACGTTTCCGAGATTCCTAATGAGGCTCTTGGCAAGTACTGACGAACCCACACAGAACGGTTGCGCAGATCTCACGGATCAGTTCTACGAAGGACAAGACAACCGTGCTCGCATTCTCAATTCATTGTATGACAAAGATCTTCCTGTCGATGTTAGTCAAAATTTTCTTCAATCTTTTCATCCCTACTCTACACTAATTACACAGTCTGCATTCCACATCCAAACATCTGCCCTTTGCGTTCATTGGCGGTGCATCTGCTGACACACTCAACACAGGTCGTCGATGATCAATACGAATACAAGGTCATCAGCGACGAACATTTTGACGAAGAATTTGGACTTTATGTGTGCAGGTTGGATGGTAACCTGGTTCCTTACCCTTCTCGTGTCCCAGGAACTGCCATGTGGCAAAAGGGACGCGATAATGAAGTGGCCGCCACTGCTGCTGTCAGTGCTCCTACCACTTCTGCTCCCGCTTCTCAAGTCAAGAGTACCCGTGGCCGAGGTCGGGGTGCCAACAAGCGTAGAGCACAAGATCAGCCCGAAGGCCAACCTACCCCCAAGAAGAACACCAGAAGTAACCCTGACGATGCCGCTGCATCTCACTCACTTTCTGCCCCAGCCCCTGCCAAAGGTCTTCTTGCTAGTGCTGCAGAAGTTGAGGCAACGCCTGAGGGCACGCCAGCTGAGTCAGACTCCACTCCAGCATCCCCAGAGCCTCCAGCCTTTGTCAACGGCATTGCACATGCTGCTGTCGCTAGGGCACAGAATCACAGACTGCAAACTCGCGAGAAGAGCCCTCCATTGCCAAAGAACATGGGCGAGGCAGATGAGTATGGCTTTCGGATGTTCAACCAGAAACCGTCCATGCGCGAGAAGGGTATTAGCAGTCGTCTTTTCGTGCCTCGACCGTTCGAGTTCGAGAAATGGGAGATTGGTTTTAGAGACTCTTCCAATGACTCTAGCAAGGGCCACAGCCGTGCGAAGCGCGGCAAGTATCTCGATACTCCTGACAGCAATGGTTTGTATATTGATGCTTGGTGTAACGGTTTCGACTTTTCAAACACAAAGCCATCCGACTTTGACAAGGAAACCGTGAAGCGTTTTGGAGTTCACCCCAAATTTGGCATCATCTTGAGAGATGCACCTGTTCCCGAAGCTGAAAAGACTCCTCACGTCATGCCAGGAAAACCTGTGGTCTATATCGCGAACCCTTCGGGTCGAATTTCACATGCTTCTCGCTCCTTCTTGAAGACTATCAACCACCGTCGTGTGGAGGATAACCCGTATCGTGCCAAGGTCGGGGCTTCGATGAGACGGTTCTGCAAACTTGGAGATATCGACCTCGATGAACTCGACATCTCTGAGTATGTTCGATCAGAAGACGAGCTGCGAAGCAATTCTTTGGGTACTGCTCTCAAGGAACTTGAAGCCAGACCTGTTGTCAGCCGGGAACCATCGGAATCCGAGGAGCCCGAGACTGAAGAACAAGTGATCAAAGTAGAGGATGTGATAACCGCACAGCCTGAAGTCGGATTTACCGGTATTTCAGTTCTCGCCCTTGCTAGTGCTTTCCTCGAAGCCGAGGGACACAAAAAGGCACCCGAGCCTGCGCCCGCGCCCAAGCCTGCTCGATACGATGCCATTCGCGACGTTTTCACCGATTCAAAGCCTGCACCGGCTCCTAAGCCAGACACTAACCCCAGCGTTGGCCTCGATATTCTGGCTGCCTTGAGTGACGTTGCAGGCACTCCCAACGAACCTGCTCCCGTTGAAGAGCCGCTTCCAGTCTACGAGGCTGCAGAAATTGAGTATGCAATGGGCTATGAGCCAGCACCAATGTCTGAAACTTCTCACATGATCGAGTCAATTGGGGTTCAAGAACAGCCAGTCTACCGCGATGCTATGACAAATGGTATGGGCCCTGCGTGTATTTCCTCACATGGAATTCAGGAGCATGATCCTCGAGGATCGATCTCCCGAAACAATGAGCTCCCACCCGTCACTCCAAGCCAGGCACCTATCGACCCTCGTTTCAACTCCAACCTTGTTGAGGTACCTCAAGGCTATATGCACCAGCCCCACGCTCAGCTGCCAATGCAATCAAGCGGCTCAGTGCATGGTCATCCCGGGGAGGCCCTGCCCTACCCACCTATTCATGACCCCAACGTGCCACAGCATCCGTCAGTACGACATTCTGAGTACCCTCCCCCCCCTCCCTCTCAGGGTCCTCCAGTTCAAGACCAGGGGACATATCTGTCACATAACAGCTACCCGAACCCAGATCACCGTGATGCTCATATGGCCTCCGGCCGCCCTATCGATCCCGGATATCCACCCCGTCGATTGAGCTACGCTCCCGAGGCTCCTAGCTACTCCCGTCAATACTGGTCGCAGCCTCCACCACCTCCCGGTCCTACAATTGCTGCCTCCGCTCCTCCAGGACCGGCTTCAGGCTCAGTGCCGTCTCACTACTCATCTCCAGCTCCGCCTTCGGCCCGGATACCCTTTTCTCACAACGGTAGTGCCGAGCCTCTACCTCCCCTACGTCCATCGAGGGGACGCAACCAGTCCCTTCAGGACGAGGCACTTTTGGAACCTAGTTTACGGTCGCCTGGTTCATACTACCCTCCTGGCCCTCCTCGCTCTTACCACCGAGGAGGCTACCATGGCCCCGAGCCACATGGGCAACCGCAACTGCAGCCCATCACAACGGATAGAATCCTGCCAAACCCGCAGACTGCCGGGCAAAGTTACATGACCTCGCCTCATCAAGGCTACGCACATCAAGTACTATCTCCAACGTATGCGAACCCCCCTCCTATGCCTCCGCACATGGCTCAAAGCCCTCAAGACAATCATCAGGGTCTGCCCAGTTCGGTTCATCGTCATCGATCTACCCCTTCAGGGTCGTCTGATGCCGGTAACAAGTACCGCAAGCTCCAACCCGCCCCCGTTCCCGCGCATCGATCGTGGCCGAATAAGCCCGAACTTAAGACCATCCCGTACGACCACAAAGAGACCGGGTCTGTCGCCGCACTTCCTAGCTCTGGCCCGACTCAAATTCGAGGATGGAGCGTAAACCAACCACGCAAGCGAGGCAGCAAGGAGAAGGGCGAGCCTGGCCAAGATCGAGAAGACTCGCGATAGAATGGTGATAATTCTTCTTCACAGGCAGATGGGCAAACTAAACCGAATAAGCCTTTCAAGTCCGTCCGATTTGCTGAGCCCCTCTTCGGCGACCCGGCTATCGTCCAGAAATCTAACAAGCGAAAGCGTGCTGATTTGCAAACGAATAAGGATCATGTGGAGAGTGAGTCTCCGGAAGAGACACAAGCGAAGAAGGATGAGGACGTTGTGATTATCAACACGCCCGTGGACTTAAACAAACGACAACTACGTCCTAGAAAACCCAAAACCCCCCAGGGAAACATGACTGCTTCAGCAGCTGAACCACCAAAGAAGAAGCCAAGAGTGACTGCGGCGCGGAAGTCAGCTGCTGTTGAGCCTGCTAAGACGGCTCCAAAGAAGACTGTAATCAAGATTGTCCGATCCAACTCATCGAAGAAGACCATCGCCAAAGCCACGGGAACCACCACAAAACCCAACACTGCGAGCGATAAGTCTTCAAAGGATCAGGAGTCTTTGGTCAAGGAAGAATCATCCGATGACGTCCAAATCATCAAGAGTCAGCGGTCCGTCATCGTCATTGACAGCACTGACGAGAGCTCAAAATAA
>PSC54- FG3G12820
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>PSC55- FG3G13040
ATGGACAAAGGAGACAAAACTAGCCTCGGGTCGTTTCCGCTCTCTCAGGTTGCTGAAGAGCAGCCACCCATCGCCCAAGATGTTCAGAATACCCATCTGCCAGATGCCTCGCCTCTCAATAACATAAACAATAATCAGGACAACGCAACAAGACCAACTCTAGAGAAGCTGCCCAAGCAACGCACCAAATTGCGAGTGCCTGCCAAGCAAGACCCAACTACTGTGAACCTCAAAGATTTCAAAGAGCTTATGATTCGGCTTCGCCTCGATGACTGGAAAGCAAGGGCTCAGATCGTGTACAATCCTGGCAAGGTCGACGCAACAGCCCTTTGGAGCCCACAGTTCGCTGGCATCGAATCAACTAAGAATGGAATGATTTCATTTGATGGATTTGACCGTATTTGGTTTGTTCCGTTTGATTTGAATGCGCCGATACCTTCAGGCAAGCAAAGTGTTGTAGATGATCTCGACAACCGCCGTAAGGAGCTCGGCCATGCGCACCGCGTGAGGGCAACTGGAGACAAAGAGTTTCACGACAAAATAGTTCGCCTCATCGAGGATGAGGTCAAGGAGACGTGCCAGAGCCAATGGAGCAAAGATGTCGAATCGCATATGCCACCTACACAATGGATCGATGTCCAGCAGATGTACGACCTTCCTGGGTTGGTCTCCATGATAGCTCGAGCTCGACTGGAAGATGGAAGAGAGCCACTGCCCGGCTACTATCAAGCTATAGCCCTTGAATTGGGGATCGATGGCAAGGTAACCTACAAGCGCACCAGTATGCCGTCCGATGTCGACGTGAAGGGACTCATCTCGCGCCTGGAAAGCTGGTACCCCCATTCTGACGAGCACAGCATTGATGTCATCAAGCGCTTTCGTCATAAACTTGACTTGGTCTCAGAGCACGTCGACGAAGCCCGGAAGCGGAAATGCCAAACAATGTACCGACAGTTGGGCCGCTTTATCGAGACAGAAGGACCAGAATGCGAGTTAACTCAGTGGATATTCAGGCTATGGGTCAAGCCTGACTACAGTATACCCGCTGGAAAATCACCAGACAGGATCAGCACATGGACAAAGCTGAAGGAGGACACATATAAAGACCTCCTTGCTGGAGTGCACATCAACAAGTACCCGGTTTTCGTTCGAGTGAGTTTAGCCGCCCCCCCAGCATGTATCTGATTTCCTACTGACACTATACCCCTCAGCCCTAGAAGATTCGAGTTCGCCGGTGGTGGTTCGAGTTGACAGAGCTTGGGAAGCAAATCGAGACAAGTCAAGGCGAAGCTGGTCTTTCAGCAGAGCAGCTGGATAGACTGGACAAAATGCTTGCACGCCGCACTGATGAAGAAAAAGAGCAAGATGCCAGATCGAAAGAGGCTCTGGACATGGCCAAGATGGCAATGATGTGA
>PSC55- FG3G13040
MDKGDKTSLGSFPLSQVAEEQPPIAQDVQNTHLPDASPLNNINNNQDNATRPTLEKLPKQRTKLRVPAKQDPTTVNLKDFKELMIRLRLDDWKARAQIVYNPGKVDATALWSPQFAGIESTKNGMISFDGFDRIWFVPFDLNAPIPSGKQSVVDDLDNRRKELGHAHRVRATGDKEFHDKIVRLIEDEVKETCQSQWSKDVESHMPPTQWIDVQQMYDLPGLVSMIARARLEDGREPLPGYYQAIALELGIDGKVTYKRTSMPSDVDVKGLISRLESWYPHSDEHSIDVIKRFRHKLDLVSEHVDEARKRKCQTMYRQLGRFIETEGPECELTQWIFRLWVKPDYSIPAGKSPDRISTWTKLKEDTYKDLLAGVHINKYPVFVRPWKIRVRRWWFELTELGKQIETSQGEAGLSAEQLDRLDKMLARRTDEEKEQDARSKEALDMAKMAMM*
>PSC56- FG1G23800
ATGGCGGCGGCTAATGTATTCACTGCGGGCCAAATCAGGAAGCTTGAGGCGATTATAGGTAACAGAAACATGCTCGAACGGTTGGAGCCTACTGACTGGATACCTCGTGCAGAGTTTGCTACCGATCTTCTTTCCAAACTACCAACCTCCCATGACTTGAGCTCCAACGATGTTCTTCTTTCCGATCTGAATCACCATATATCTTCGGCCAGTGCTTTGACTGAGAAACGAGCAGTACCGCCGACCGAAATTGCAGAAGGATTGAGAGATATTGGGAGGAGACTATGGAACGAGTGTATCAAAGAGAGGAGAAAAAAGGATGACATTTTATCATCGTCCTCGAGGATCCAGCTACAAGCTCGCGCACGCGTTCTGGCCTTTTTGGCCCATGCCTTAGCGCGAGAAACTCGGAACTGCAAAGAGAAAGGCTTCGTCGAAGATGTGACAAGTATGATGGACTTGTCACTCACACTGGCCAGAGTTTGTGTTGAATCATCCGACCTTGATGGTGCGCTTCTGAGCATGACCAAAGCTGCTGACTACATCGAACGGCTGAAGATAACGGAGAATACAACGGCAGAAGACCATGAACAGATGCAAAGGATTGAGGCGGAATACTTTGCGATGAGATGCGCCTTGGTAAGTCCAGATCGGCATACCTGCAACGACTCGCTAACCTGTCAAGTCATGGAAACAAGGCTGTCTAGACGTTGCCGAGCACATGTACGCAAAAGCAGATAATCTCTTGCAGCATGTTGATTCGTCTTCTGCAGAAAGGTTGGCTGACACGTTTCACTGCATTGGAGGCGAGCTCTCGTCCAAGGAGGATCATGACATGGCTTTGAAATGGCTGCGGCGGGCGCTCAACCTCATCAACGCAAAAGGGCTAGAGAGACTCTCGACAGAAGGACTGGAACTTCGAATGTCTATCCATCATGAACTCATCCAAACATTGCTTGCTACAGGCTCTGAAGAGCATTTCGAGGAAGCTGATAATCTAGCGTCACAAGTAGAATCCGAGATTGGAGACAAGCCAATCGTTCTCCATTGGAAACTTGAGATTATTCATCGATTACCCGGTGAGCTTTTTGATGCCGATGCATGCGCAAGTATTCTACGACGCATGATACGATCGTTCAGTCTTTCGGATCCTGGGCTCGGATTTCTTCTGCATGGTATTGGAGAACTACGCACCAGGGGACCTCGACTGGCAGTAGGGTTGATGGAAGAGCTTATAATAAGAAAGCTGATACCATGCGGTAATCTGGACTGGATAGGGAAAGCTGTCGTTCGACGTGTTTGGATGGGCACAATGGAAACAGATACGTCCACGGGAGTGAAAGACTTGGTCCGACTTCTGGATCAACTCATTCAAGAGACCGGTCAGTGCAACGTCGAAGCTTCAACTGCTGCGCTTTCGGCAAGTCCTTTAATGCCTTCTTTTAACTTTTATGCGTTGCTAATACGTAGAAGCTCATATGGAAAAGGCTAGATACGAACTATTTCAAGAAACAATACAGAGAATGTCAACTCTGGTGCCAAGCGGCGCTTCATCCTATCTTTTCTAATAGCGGCGAAACAACTCAGGGAAAGTTCAGTCGAAGACTGGTGCGCTGTGCAATTTCCTGCGAGGATGCAGATTCTGCATACGCTGCTTTTAATACCATGCCAAAAGATATCCAGGACGAACCCCTCACGAGATATCTCATGTTCAAGGTGGCTCTAATGAGCTGGAACCATGAACTAGGGCGTCAGTGTATCGAGTATCTTGGTAAAATGCCAGACAAATCCCAATGTCGAGACATCATATATGCATGCGTCAGGGATGCACAGAACGCCGGCGACAGGATGATGACGCTGGAGACTCTAAAAGCAGCGACCGAAACATTCGATATGGAGGGTGCTTCAACTTCGAATTTACCGTCGCTATTTAGATGTGCGATACGACTGGTACACCTGATCGAGACCCCACAAGATGAGGATGCGGACGGAGTTCCCGAGCTTGCAGAAGATACTTGTTGCATGTTTGAGAGAGGTGCGTTTTGTTGTTCAGTCTTGGAGACCTACTAATAAAAATAGCTGCTGAACACGCAAAGCTGGACCCAAAAGACGAAGAAGGTGCCAAGATCTTCACAGTCCCAGAGTTACACTGGTTTCGAAAAAATGCTTACAACATTGGTGTAACGAAGTGCCATGTTTAGGAGCCGTGGCATCTAATTCGTATTTTTCGCGCCTGTCTCACTTTCGCAGCCTGCTACCCTCCTGATATCTCTTCGGATGATGTTTCTAGTATAAGACTTATGACAGCCCGTTGTCATTTTATCATCGCAGCGGCATTGATCTCGCAGGCACGTACCGAGGACGAAGTGGATGAGCGACTCCAGCGGTATCTTGAAGTAAGATATCACATCTCAGTGTTTGACACGTTTTTCACTGATCATGTCCGGAACAATCCCAAGTCTGGCATCTACCCGGACCTTTTGGTTAAGATGTCAACACTCTTTGTCTTTGATTTTGAAAGTGCTGTCTGTCTGAAACAGTGGGACGATTCGAGCGAAATCGTCAGAAAGGCTACAATCTGCAAAGATGAGATAATGTACAAAGCCATGGCAGATTGCCTACTAAGAAGTGAAGCTCCGGGTAATGGTACGTGGCAACTGATATTTGACAGCGTAGCTAAAAAGGCTAATGCCTCCAGTTGTGTATGGAACAATGCGTCTCATTATCAACGAAATATATTTACTGGAAGGTTTCGACAACGAACGGCTGGCAAAGTATATACGCTGCTTGTTCAAGGCTATTCTGCCTCTGGACGATCGTCTGGCTTTGCAGGTCGTCGAACAAGCAGTCAAGGTCGCACGAGAAGGAAGCCAAGTTAGCGAACCCATACCAATGCTCTTATGGCAGTATGTTTCCTTGAGCTAACATCGTGGCATAGGTACAAGCCCCTTTCCCTGCAGATGACTTGGACTATATCGTCGCAGCAACTTTCAATCATGCCATTGATATCTCTGGGAGGGGTGACGAAGGGCTATGCCAGCAATGGGCTTTGAAAGCACTGGAACTCGCGGAGTACATGGACGACGGTGGTGACATGAGAGATAGTTTACGTGAGAGAGCCGCCGAAATGGGATTAAGTAAGGGAACTGTACTCTAA
>PSC56- FG1G23800
MAAANVFTAGQIRKLEAIIEFATDLLSKLPTSHDLSSNDVLLSDLNHHISSASALTEKRAVPPTEIAEGLRDIGRRLWNECIKERRKKDDILSSSSRIQLQARARVLAFLAHALARETRNCKEKGFVEDVTSMMDLSLTLARVCVESSDLDGALLSMTKAADYIERLKITENTTAEDHEQMQRIEAEYFAMRCALSWKQGCLDVAEHMYAKADNLLQHVDSSSAERLADTFHCIGGELSSKEDHDMALKWLRRALNLINAKGLERLSTEGLELRMSIHHELIQTLLATGSEEHFEEADNLASQVESEIGDKPIVLHWKLEIIHRLPGELFDADACASILRRMIRSFSLSDPGLGFLLHGIGELRTRGPRLAVGLMEELIIRKLIPCGNLDWIGKAVVRRVWMGTMETDTSTGVKDLVRLLDQLIQETGQCNVEASTAALSLIWKRLDTNYFKKQYRECQLWCQAALHPIFSNSGETTQGKFSRRLVRCAISCEDADSAYAAFNTMPKDIQDEPLTRYLMFKVALMSWNHELGRQCIEYLGKMPDKSQCRDIIYACVRDAQNAGDRMMTLETLKAATETFDMEGASTSNLPSLFRCAIRLVHLIETPQDEDADGVPELAEDTCCMFERAAEHAKLDPKDEEGAKIFTVPELHWFRKNAYNIGVTKCHVWEPWHLIRIFRACLTFAACYPPDISSDDVSSIRLMTARCHFIIAAALISQARTEDEVDERLQRYLEVRYHISVFDTFFTDHVRNNPKSGIYPDLLVKMSTLFVFDFESAVCLKQWDDSSEIVRKATICKDEIMYKAMADCLLRSEAPGNVVYGTMRLIINEIYLLEGFDNERLAKYIRCLFKAILPLDDRLALQVVEQAVKVAREGSQVQAPFPADDLDYIVAATFNHAIDISGRGDEGLCQQWALKALELAEYMDDGGDMRDSLRERAAEMGLSKGTVL*
>PSC57- FG1G02520
ATGGCGTCGCAAGGGCGCGGCGGAGGTCCAAGTAACTCCCGGACCAAGCCTTGCCAACATTTCAAGAAGGGCAACTGTTATTACGGAGAAAATTGCACCTTTCTACATGAAAAATCTTCTGATATCGACAGCTATGTGGCAATTCAAACTCCTGTTGCCAAAACCGACCCACGCAAGCGATACATGGCGTGGAAAGGCATGGTTCGTAAACCGCCTCCCAGTTTCCAAACCACATCAGGTGTGAAGGAACATCACAAGTTCTGGAAGAGAGCCCTCGAACTCTTGGACGAAGACAATCCCGCACAGCACCAAGATATTGCTCGCGATCTTGCCAACGACGATTATCACGGTCTGCAGTTCATTGTAGACGCTGCCGAGAATGGTTCCTCTGACGCCAAGGAGAACTTGCCTACGTCCTACGTCTTTATACAGGTCATCTCTCATGCAAACCTGATGAGCTCGCTATCTACAGAGGCCTGCGTTGGAACCATCTTTACAGTATTCGCGGGCATGAATGGAGAACGAGGCATCGGCCTCTTTAGTTCCATGTGCGAACAAGCTCTTGAAAGCACTGAATTGTTTTCCGAGCTACTTGGGACAACCACCCAGGCCGCACTTCGTGTAATCATCACGGCGCTGTCGCAACTCCTGAACAAAGTACCCCGAACACAGTTCTGTGACGAACTACCTGATCTCATTGAACAGATGGACAAAGTCATTTCTATGATCGCCGAGGACGCCCCCCCGAAAGAACTTGAAGAAGTTTCGGCTCACTTTAAGTTGTTGAAAAGACTGGTCACTGCTGCTAACGATCGTCTTGCTGCAAGCGAGGACACCTCCGACAAACCAAAGAACCTCAAGGCCATCGCATCAACCTTCCCAAGAGATCTAGAAATTCCTGGAGGCAGACACGACAATGACTTTGCCGATATCTCCAAGATTGCCATCTTGCCCACATACGAAGAAGTCACCAGCGAGCAGGTGGAGTACTTACCGTCCACCAATTTCACGGAACCCCATGTGCTGGCAGACCCTCTGCAGCGATACATCGACTCCATGTTCCGACTGGTCAGACATGATATCCTCGGCCCCGTCAAAGATATCCTACGCGACCTTCTCCAGTCAGATGATTTGCTGAACGGCCGCCTCTCAAATCCCGACCCGCAGGCACAAGTTTACTTGGAATCAAGTATCGAGGCCTTTGTCAGTAGCAAGAAGCATGGCACTGAAGCTGTACTATCTTTTGAACCACCTGCCCAAATTCTTGGAAAGACGGCAGAACAGCAAAAGGCATGGTGGAAGACATCCTCTCGCCTGGGTCAAGGCACTTTAGTGTGTTTTGTTTCCCCAACACCTGGTCGCACGAGCTTGCTTTTCTTCCAGGTCACTTGCAAAAGCACAAGCAGTAGTGACCTCAAGGAGACTGACGAGCGAACAAGCAGCATTGCCCCATTGCAAGGCTTACCCAGCATCACCGTCAAGCTTGCGAACCACAATCGAGAAGACTTGCTCTTGCTGGCTAAACTCTACACGACCAAGGCTGTGGGTGTACTTGTCGATTTCAACGGTGTGATTCTGGATACATTCGTGCCTATCCTCAGAAACCTCCAAACCATCAAGTGCGAGAACCAGATCGCGTTTCAACAATGGATTCTCCCTAGCACAGATGAAGAGCGAAGCGTCACGACACCAGCATATGCTCGCAGGCTGGATTTCACTTTTTCGCTGAGATCTATCACGAAAGACAAAGGAACCGATCTTGTTCTTGACCCAGAGTTTCCAGAGAACCTAGATATCCAGGAGTTGGAGCGCGCGACAGGTTTAGACCAAGGACAATGCCGTGGATTGGTTGATGCACTCACTCGTGAGTACGCGCTCATACAGGGCCCTCCTGGAACAGGAAAGTCATACCTCGGCGTCCAACTGCTCAGAGTTCTCTTGGCTGCGAAACAGAAAGCACACTTGGGCCCCATTGTTATTATGTAAGTTCTCAACCGCATCACTGTTCAATTAAGGTACTGACTGAGAATTTAGCTGCTACACAAACCATGCCCTCGATCAGTTTCTCAAGCATCTCCTCGACGTTGGTATCTCTCGAATCATTCGAATTGGTGGCCGCAGCGTCACGCCGGAGCTCGCTGGATTAAACCTTCGAGTAGTCAGTCAAGAGACGCCCAAGACATTTACTGAGCGCATGACTCTCGCTACCTCATTTCGCCAGATCGATTTGAGCTCGCTCACCGCGTCAGGAGCCTTGGAGTCTCTCCGATCTGCTCGCAACAGATGCGTCTGGAACTTTCTCAAAGGGTTCTTGCAGGAGGAAGCCCCCAATATTTATGAACAATTTGAGAAAGGCGACGAAGACTTTACTGTTGTTGGGGGTGATCCCATGGAAACTTGGCTTGGCTCACAAACTCGAGCAAATTCCGAAGAAACACCAGATACCGATCTCGAAGTACTGCAAATGATGGCAGACAAGGATATCCACAGCCTCGCTTCTTAGGAACGGCGTGCTCTGGTGAATAATTGGTCGCGGCGACATCAAGAAGAGCAGACCGATGTTCTTTTCGAGGCTATGGACGAGTACGAAGAGCAGCAAAAGAACATCAAACGAACACATGATGCCACCAATGTACGAACCATGAACCAAGCTGATGTAATTGGGTTGACTACCACAGCACTCGCTGGTCGGATCGACATGTTACGAAGTCTGAAGCCAAAGATTGTCATTTGTGAAGAAGCAGGCGAGGTCAAAGAGTCAGATATTATTTCTGCTCTGATGCCGGGGCTTCAGCAAGTGATCCAGATTGGGGATCACAAGCAGCTGCGACCAAATATCAACAACTACGATCTGAGTCTCGAGTCGATGTCGGGACAGAAATGGCAACTGGATCGTAGCCAGTTCGAGAGAAGAGGCGAGGGTGAACCAGGTCTTGACCCATCGCCACTAACACAGCTCAACGTCCAGAGACGAATGAGACCCGAGGTTTCTCAGCTGATTCGTGGAGTTTATCCCAACTTGATAGATCATGAGAGTGTGTTGGAAGCACCAGATGTGGTTGGTATGCTTGACAACGTGTTTTGGCTGGATCACAGCCACCCACAGGATGTTGGAGGAGACGGTACCCGGGTCAAATCCCACAGCAACCGATGGGAGACCAGCATGGCAACGGCCCTGATCCGCCACCTAGTCCGACAAGGCAAGTACAAAGCTGAAGACATCGCGCTCCTGACACCCTACATGGGCCAACTTCAACAACTCCGAACTGCTCTTAGTCGCGACTTTGAGATATGCCTTGGCGATCTTGATCGAGAACAACTTGCCCATGAAGAGTTTGAGGATGAGTCGAGCTCGAAGAAGCCGGTCGAAAAGAAGAAGTTGCTGCAGACTATCAGACTTGCGACGGTTGACAACTTCCAAGGCGAGGAAGCAAAGATCATTGTCGTGTCGCTGGTACGCAGCAACCCTCAACGCCAAGTCGGTTTCCTTCGAACAGAGAATCGCATCAACGTTCTTCTTAGTCGTGCTAAGCATGGAATGTACCTGATTGGTAATGCAGCAACCTATTCCAACGTTCCCATGTGGGCTGATGTTTACGACATACTTTACAAGAGTAATTCTGTTGGAACGGCACTCAGACTCTGTTGTCCTCGTCACCCGGAGACACCCATTGCATGCTCAGAGCCGGAAGACTTCTCCATCAAAAGTCCTGAAGGAGGATGCACTCTGTCTTGCTCTCGGAGATTGGAACCATGTGGTCACAAATGCCAGGCGACATGTCATTCAGAGGCCATGCACAATGCATTCACTTGTACAAGATCTTGTCCTCGCATCCGAACGACTTGTACCCACCAGTGTCCCAAACTATGCGGAGAATCGTGTGGTCCTTGCCTGACCAAGGTTTATTGTATCGACCTTCCATGCGGGCATACCTCAATGAGTATGACATGCTACCAGACACAGAACCTGGAAGCGTTCAAGTGTACTACCCCGGTGGAAAGGACTCTGCCTCATTGCGGACACAGTGTAACTCTCGAATGCCATCAGGTTGGCAACACCGTTCTGCCTCAATGCAAACAGACTTGCACTCACATTCTTCCATGCGGCCACGGGTGTTCTGGCACTTGCTCCGGCTGTCAGGGTGGCATCCATCCCGGGTGCGTCAAGCTTTGCGGTCGTCCATACAGCACATGCAACCATCGCTGCAATCAAGAATGCCACAATGGAGAGGCTTGTGGTAGTTGTAAGCAACCATGCGAGGTAAGTCTAAACATCTGGAAAAGACAAAAATTGGTGTCACTAACAAAGCTCAACACCAGGTTCAATGCCCTCACTCTACGTGCAACTCAGTCTGCAACAAACCATGCGCTCCATGCATCGAGCCTTGTACATGGTCGTGTCCTCATCAGGGCGCTTGTACTTTGCCATGCTCTGCTCCTTGCGACAGACTCCCTTGCAACGAAAGATGCGACAAGAAGCTGTCATGTGGTCACCAATGCCCGAGCTTTTGCGGAGAGGTTTGTCCTATCGGTTACTGCCAAGTGTGCAACAGGTCAAAGAAGACTGCTCGAGTTGACCTCTTGGAGTTTCGCAAGTATTCAGAAATTGACTTGGACGAAGCCCCCATCGTCGTTCTCGGATGCGGCCATTTCTTCACAGGTGAGACTCTGGACGGTCTCGTTGGTCTTGGTGAAGTCTACCATACGGATATGTCTGGGAACTTTACCGGTATGAAGAACATGTCTGGCACACTTGCGCAAAAGACACCTTGCTGCCCTGACTGCAAGAGATCTATTCGACAATTCGCGACTCGACGTTACAACCGAGTCATCAACCGAGCAGTGATGGATGAAATCTGCAAGCGTTTCCTCATCAAGGGCCAGGCGGCTCTGGACAAGCTCAACAAGAAGCTGGCGAAACTCGAAACTGCACTCGCGACATCTCGTAGGTCTTCGTCTTTAGGCCCTCACCACACCGCTACCACGTTCTTCAGAGAGCGACACGCAGGCATCAAGAGCCTCGAAAAGTCGGCAGAGTCTCTCCTGAAGCTCATGGGTGAAGAGAACCAGCCAGCCAAGAAGCTGATCAATGCGATCGCAACATCGCAATCTGCTGCCACTGGTGGTTTCAATTCTATCACCCAGTTGATGGAAGCTCTGAAGCTTTCGCATTCTGCGCCTGGTGACCAGTTGCTTCTCGGTGCACGTCTGGTAATCTTGGAGGCTCAGCAGATACAGCTGATGGACGCGTTTATGGTTTCTAAGTCAAAGGGGAAGAAACTACACGAGAACGCTCTTGATCTGCCTTGCATGGATGAATGGTTCAAGACTTGCTTGGCGATTATGAAAGATGCGATGGACGTGAAACTCAATCGGATCGTCATTGCAACCATACTCGGGCTTGCAAAGATCGCAAGAGGTGATGCGTGGACTGCAAAGCCCGAAGCAAGATCGAAATCGGCAAGAAAGGAGTCTGTGCACATTAAGGTAGCTCGTGACCTTCTTCCAATCGCTGTGGACCGTTGTTCCAAGCTAGGCGACAACGATGTTCTCAAGAAGAGAGTTGGAGACATGGTTGAGCTCTATAAGCCCCGACACGAAGAGGTCACGCCTGAAGAACTGGCATCTATCCGGTCAGCCATGGTCACCGGACCTCATGGCATGGCGACACACTCTGGTCACTGGTACAACTGCGTCAACGGTCATCCTGTAAGTTTAGTACTTGCCTGGTATATTTTTGTCTAACATTATTTTAGTTTGCGATCGGAGAATGCGGTATGCCGATGGAGACGGCAAGATGTCCCGAGTGCGGCGCAGCAATTGGTGGTTCTTCCCATCGTGCTGTTGAGGGAGTGTATCGAGCTGAGGAGATGGAGACTCCTGCTGCTGAAGTACGACGTGATGGGGGAACTGCTGGTAGACGTGTGCAGGAACAGGATGGAGGACCTGCTGGTGGTCAGGGGGGAGAAGGCTGTGTCGTTAGCTGA
>PSC57- FG1G02520
MASQGRGGGPSNSRTKPCQHFKKGNCYYGENCTFLHEKSSDIDSYVAIQTPVAKTDPRKRYMAWKGMVRKPPPSFQTTSGVKEHHKFWKRALELLDEDNPAQHQDIARDLANDDYHGLQFIVDAAENGSSDAKENLPTSYVFIQVISHANLMSSLSTEACVGTIFTVFAGMNGERGIGLFSSMCEQALESTELFSELLGTTTQAALRVIITALSQLLNKVPRTQFCDELPDLIEQMDKVISMIAEDAPPKELEEVSAHFKLLKRLVTAANDRLAASEDTSDKPKNLKAIASTFPRDLEIPGGRHDNDFADISKIAILPTYEEVTSEQVEYLPSTNFTEPHVLADPLQRYIDSMFRLVRHDILGPVKDILRDLLQSDDLLNGRLSNPDPQAQVYLESSIEAFVSSKKHGTEAVLSFEPPAQILGKTAEQQKAWWKTSSRLGQGTLVCFVSPTPGRTSLLFFQVTCKSTSSSDLKETDERTSSIAPLQGLPSITVKLANHNREDLLLLAKLYTTKAVGVLVDFNGVILDTFVPILRNLQTIKCENQIAFQQWILPSTDEERSVTTPAYARRLDFTFSLRSITKDKGTDLVLDPEFPENLDIQELERATGLDQGQCRGLVDALTREYALIQGPPGTGKSYLGVQLLRVLLAAKQKAHLGPIVIICYTNHALDQFLKHLLDVGISRIIRIGGRSVTPELAGLNLRVVSQETPKTFTERMTLATSFRQIDLSSLTASGALESLRSARNRCVWNFLKGFLQEEAPNIYEQFEKGDEDFTVVGGDPMETWLGSQTRANSEETPDTDLEVLQMMADKDIHSLASWERRALVNNWSRRHQEEQTDVLFEAMDEYEEQQKNIKRTHDATNVRTMNQADVIGLTTTALAGRIDMLRSLKPKIVICEEAGEVKESDIISALMPGLQQVIQIGDHKQLRPNINNYDLSLESMSGQKWQLDRSQFERRGEGEPGLDPSPLTQLNVQRRMRPEVSQLIRGVYPNLIDHESVLEAPDVVGMLDNVFWLDHSHPQDVGGDGTRVKSHSNRWETSMATALIRHLVRQGKYKAEDIALLTPYMGQLQQLRTALSRDFEICLGDLDREQLAHEEFEDESSSKKPVEKKKLLQTIRLATVDNFQGEEAKIIVVSLVRSNPQRQVGFLRTENRINVLLSRAKHGMYLIGNAATYSNVPMWADVYDILYKSNSVGTALRLCCPRHPETPIACSEPEDFSIKSPEGGCTLSCSRRLEPCGHKCQATCHSEAMHNAFTCTRSCPRIRTTCTHQCPKLCGESCGPCLTKVYCIDLPCGHTSMSMTCYQTQNLEAFKCTTPVERTLPHCGHSVTLECHQVGNTVLPQCKQTCTHILPCGHGCSGTCSGCQGGIHPGCVKLCGRPYSTCNHRCNQECHNGEACGSCKQPCEVQCPHSTCNSVCNKPCAPCIEPCTWSCPHQGACTLPCSAPCDRLPCNERCDKKLSCGHQCPSFCGEVCPIGYCQVCNRSKKTARVDLLEFRKYSEIDLDEAPIVVLGCGHFFTGETLDGLVGLGEVYHTDMSGNFTGMKNMSGTLAQKTPCCPDCKRSIRQFATRRYNRVINRAVMDEICKRFLIKGQAALDKLNKKLAKLETALATSRRSSSLGPHHTATTFFRERHAGIKSLEKSAESLLKLMGEENQPAKKLINAIATSQSAATGGFNSITQLMEALKLSHSAPGDQLLLGARLVILEAQQIQLMDAFMVSKSKGKKLHENALDLPCMDEWFKTCLAIMKDAMDVKLNRIVIATILGLAKIARGDAWTAKPEARSKSARKESVHIKVARDLLPIAVDRCSKLGDNDVLKKRVGDMVELYKPRHEEVTPEELASIRSAMVTGPHGMATHSGHWYNCVNGHPFAIGECGMPMETARCPECGAAIGGSSHRAVEGVYRAEEMETPAAEVRRDGGTAGRRVQEQDGGPAGGQGGEGCVVS*
>PSC58- FG3G12540
ATGCCCAAGGCCAAGGGTCAGCGCTCTATGAGCGCCCGAAACAACCCTATCGGGAGTCGTTCTTCTCGACGTATCAGCAACTCTGTAGCTGCTGCCAAGGCTGCTGCCACCAAAAAGACCAACACACAGAACCCGGTCAAGGAAGAGCGAGTACAGGAGCCTGAAAGCGATGACCAGGAGACCCCTCAGGATCCTGAAGATCACCCTTCAGCTGCCGAAAATGCCTCCTCGAACGAATCCGTTGATAGCTCTGCTGATGAAGAGACCAACGAGGACGAAGAAGAGGAGAATGACAACGATAGTGAGAATGACCAAGACGAGGACGACGATGAGAATGAAGGTAATGTCGCGAATGAAGACAACACTGCTCTTCAAGGCCCAGCACCACCTGGTTATACCTGGCAACTTGTGCCCACCACTTACCATGGCGAAACCGCTGGAAACGTCGCCTCTCGAATGTTCGGCAAAAAACTGAACGCCAAAAGCTCACTTGCAAAGAGATTGTTTGACGAGCTGGCAGTACGTCCAGCAAGCCAGAGAAACCGCAATACAAAACTCAATGTGTCGCGGCGTAGCAATGCCGAAGCTCTTCTGTGCCACCTTACCGGTGTTCGGGTTCAGACCGCTTGCAAGAACTGCTCGAGAAGCCACGGTCCCTGGCACGAATGTGTTATCTATGACGGTCAAATGTGCGGCAGTTGCACTAACTGCTGGTACAACGCGAGCGGATCCCGTTGTACTTTTCATGGTAAGTTTATTTAGACAGTCAAGTGCCGGCAATAAAAACAACGCTAATCAACATGATAGACGACAATCAGGCTTGCCTATTTCTCCCTGCGCCGTTCCCTGCCCTGCAGATGCAGATGCAGTCCATGCGTATTCCTACTATGCGTATGCCTGCCATACTCCCTGGAACAAACAATGTTCCCGGCCAACAGTATTTGGAATACGCCAACGGCCAGACAGCTACCCAGAAGGAGACTCCCCTCGAGCGCCTGCAAAGAATCGGTGTCAACGCTGGTAACTAGAACCTGCCCAGCTCAACCGCTGACCTGATCAACGAGGCCATCCAGACTGGCATTTCTGGAACCCCTCTGGATAGACTCATTTCGCGAGTGGAGAGTGCTGCTATTGAGCTTGGCAGTCGCGTGGGTGAATTTCAGGAGTTCATCCAAACCCCCGCGGGTTACCTCATGATGGCCCAACGCGCGGCTCAGGATGCTACCCCTTCTTCCTCAACTGTCGAAGAGCTCGGTTCTGATGAAGAGCTCGGTTCCGATGAAGAGAACGGTTCTGATGAAGAGAACGGTTCCGATGAAGAGAACTAA
>PSC58- FG3G12540
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>PSC59- FG2G37210
ATGACACAGTCACAGAAGAAGACACACACAAGGATAGCCCCATTCACTCAACAGAGTTGGCTAGTTACGCATAACGCTAAAAAGATGGGAGGGAGCTTCTCTTCCCCTAAGAGCCATGATGATGGTGCTCCTCCGCCACAGAAGCGTCCGCGCTTGGAAACTTCTTCCAAACCGCTTGATGACGCTTCACCCTCAGAGTCAGAAAATCGCTCGCACCTCCGTGTTGAGATTCACAAGATTTTTCATAAAGACTCAAAGAAAGCTCGACCTCTTCAGGAAACTCCTCCAACTGACGCCATCATCAAAACAAAGGGCAAATGTCAGATCACCGTTTCCGATGTGAGTGGCGGCTTTACCAATATTCTCTATCGCTTCAGCCAGAGCTGCGACGTACTCTCCTACGAAAACCCCACCGGTCCTCACCGGATTATTTTCATCAAGCCGCCAAAGCCGTTTCTTGTTCCCGAAGAAACCATTTTAGTAAATAGGCAAGATGAGGCATCTCACGATTACTCGCCCTCTTACAAACTCGATGTTGAGCTGAGTTCACTCAATGGTGGCAGTTGGCCGCCACTGAACGGTCAGGAACTTGGACTTTCCGCAACTCAGCCCTCACCACTGACTGATGCTGGGAAGCAAACATGGGTGCTGCACAGCGAATTTGATCAGGTCTTCGCTAGACGCAAGAATCCCGTTAGGCTCACAACCGGGTTTCACCCACAACGACCAGAGTGCCCTACCGATTATGTCATGGACGTAGATCTGCGCTGGACCACTGGTTTTCGGCCCATCGACAAAACCGCCAAAAATTGCATCACTGCCCTAGATCCGGACGTGGAGGATATTTACACCAATGGACACCTGGAGCCCATTCTCGATGAACAACTAAACGGCATCAGCCCTGTTGATACCGAGGACGATGCCAACGTTCTCAGTGATACGAGTGCGGTGAACGGAACCAACGGAATTAACGGTATCAAAGACGTGGACAATGCTCATGATCATGATATGAATGGTGTGGACGGCATCAAAGATGCTGTGCCCGAGCCTGAGGGTCTAAATGGCACTCATGACACGAACGGCGTGAACGGCGTGAACGGGGATGAGCATATTAGTGAGGAAGACATGTCGCATGATCTTTCACATGACATGGACGAGGAATTGGAAGGCGATCAGACACCGAACCGCCCACTTCGGAAAAGGGCCAACAATAAGCAGTACAATCTCAAGGTGTTGACTGACCAGGCGCATGGCAAAGAATCCAAACCTCGGTCGAAACCTGGTCAGATTACGCAAGTTGAGGGTCGCGTTACGTATTTGCCACCTGTCAACCCACCAGTACATTTGGACTCATGGCGATGTCTAAACTGTGGTTGTTCGAACGAGTGTTTGGATGTGCTGCGCGCTCACCTGAAGGATTACCACCCCAACTACGACTACGCGCTAGAAGACGCAAGTGAAGGGCCACTATTCCGCGTTACTCGTATTTCTGGTCCTGTTGATTCACCCGCCAAGACGTTGCAGCTTGGCAGACCGACAAAGTCATTCAACCTAGAAGACTACAATCGGGGTGACGAGTCGTGGATAACTTCGCGCTTTGGTCCGGATCACAGCGAGCCAGATGTGTTATCACCATCAAAGCTGCCAACTACAAAACAAGCGCTTGGCAAATCTGCTATCAAGCCTTTGCAGTCTTCATCAACGGCACGACCAGCGGCCCCGCGGCCAAAGAAGAAGAAAATTCTCATCCCAGACTCATGTCAGCCTCTGTTCGACCCTATCAGCAAAGCCCGCCTCAAACCTGGGGAGGAACTGCCGAAACCTGCTGTAGATAGTTCCTGGTTAATTCAGAAGCATCGCGAAGATATAGGGGAATTCTCGGATGTCTCAGCAGAGGAGAAGGAGTATATTTGCAGGTGGGATGCTTTTATCCTAGAGCAAAACGTCACTTCTGGAGCATACTTTAGACGGGCTTGGCTCCAGTTCGTCAAAGATAACGCAGTATGGCTAGCTAGTTCGGACCATCGGATGAGGGAGTTTGGCAAGCATATGTGTGTTTTAATGGCTCGTGATGTTCTAAACGACCAGGGCATTGACAATGCCGAGACACTGATCGAGGAGGCAAGAGCTCAGTTGAAGTCCGGTGGTCTCGATGAGCAGACGAACGATACCAAGACGGCCGACAACGCATTGAAGCAATCACCTCGCGCTTCACAAATCACGAAAGGCGCGAATGGGTGTACGATATGTAAACTCCCCGTTCTTGGCCCCTCTCTCCTGATATGTTCAAACAAGGTAACACGTACGCTATCATAAGGCGAAGGCTTTGCTAACTTGTTTCTTAGAAATGTCTAAACCGACTTTACCATGCTATGTGCATAGAGAAGTCAGCTACAACTCCAGTGACTCGTCCCAAGTGGCTTTGCAACGAATGCAGCAGGTCTGAAGGATCCTCTTAGAGCGGGGTGTCCTTACCCTTGCCGGGTCGGAGTTCTCGAGCAGTTGCTCCTAAACCCTCAAATATGCGTCCCATACGAAGCAATACTGGCTTGCAAAGTGCAGAATCCTCCGATCTAATGACTACGCAACGGAGGTTGAGGAGGAAAACTGCAAAAACAAGCAGTACGGAATCTCTTAG
>PSC59- FG2G37210
MTQSQKKTHTRIAPFTQQSWLVTHNAKKMGGSFSSPKSHDDGAPPPQKRPRLETSSKPLDDASPSESENRSHLRVEIHKIFHKDSKKARPLQETPPTDAIIKTKGKCQITVSDVSGGFTNILYRFSQSCDVLSYENPTGPHRIIFIKPPKPFLVPEETILVNRQDEASHDYSPSYKLDVELSSLNGGSWPPLNGQELGLSATQPSPLTDAGKQTWVLHSEFDQVFARRKNPVRLTTGFHPQRPECPTDYVMDVDLRWTTGFRPIDKTAKNCITALDPDVEDIYTNGHLEPILDEQLNGISPVDTEDDANVLSDTSAVNGTNGINGIKDVDNAHDHDMNGVDGIKDAVPEPEGLNGTHDTNGVNGVNGDEHISEEDMSHDLSHDMDEELEGDQTPNRPLRKRANNKQYNLKVLTDQAHGKESKPRSKPGQITQVEGRVTYLPPVNPPVHLDSWRCLNCGCSNECLDVLRAHLKDYHPNYDYALEDASEGPLFRVTRISGPVDSPAKTLQLGRPTKSFNLEDYNRGDESWITSRFGPDHSEPDVLSPSKLPTTKQALGKSAIKPLQSSSTARPAAPRPKKKKILIPDSCQPLFDPISKARLKPGEELPKPAVDSSWLIQKHREDIGEFSDVSAEEKEYICRWDAFILEQNVTSGAYFRRAWLQFVKDNAVWLASSDHRMREFGKHMCVLMARDVLNDQGIDNAETLIEEARAQLKSGGLDEQTNDTKTADNALKQSPRASQITKGANGCTICKLPVLGPSLLICSNKKCLNRLYHAMCIEKSATTPVTRPKWLCNECSRSEGSSWSGVSLPLPGRSSRAVAPKPSNMRPIRSNTGLQSAESSDLMTTQRRLRRKTAKTSSTESLRKRDASESLVKSRGVKLDRRRL*
>PSC60- FG1G50060
ATGGAGTCGTTTTCTCAACACAATGGATATCTGTCAATGAACAAGGAATCGATCCAAGGATTAGTCGCATTAGCCGGGGGTGAGAAGCCAGACATAGTCACTATCAGAATTGCTGTCGTCCGCGTAGACGAAGACAGATTCAACAACAAAGCCCTCCTTTTCCAAGAGCGGAGCGATTACCCCCACGTCCGCGAAATACTACAATGCGATCTCGACGACTCGAACACGCTCGTACGCGATGTCATCAGACGAAAAATCACCAACGATTTGGGCCTTGACGCTTGGAAGGTCGTGGGCACCACAGAACCTGAGTTCTAGGCACACTGCGAGGGTGGGCGAATCTTGGAAAATCATGCGGTGCTGGGCTATGTGATCCAGGTTTGGCCCAGTGACAAAGGATACACGCACAAACCCCCGTATAGAGGCATTGCCTGGATCAACGAGGTTCGAGAGCCGCGCGAAGCGTTCAGACAAGAAATGATCGAGTTGTTCAGACACGACATGCGCGGGTTTGTGTCAAAGGTCTATGCACTTTCATGGTGGCAGGGACAGAAAATGAACCAGATTCTACTATGA
>PSC60- FG1G50060
MESFSQHNGYLSMNKESIQGLVALAGGEKPDIVTIRIAVVRVDEDRFNNKALLFQERSDYPHVREILQCDLDDSNTLVRDVIRRKITNDLGLDAWKVVGTTEPEFWAHCEGGRILENHAVLGYVIQVWPSDKGYTHKPPYRGIAWINEVREPREAFRQEMIELFRHDMRGFVSKVYALSWWQGQKMNQILL*
>PSC61- FG3G22830
ATGGCACTCCCCGCCGCACCGCCTCCCAAGAGCCCTCTGGGTCGATATCGCTTGCTGTCACCTACCGCTTCCATTTGGGTCTCTCCTATTTGTCTTGGTACCATGAACTTTGGAAATGCTTGGTAAGTAGGAGTCTATAGACTATCCCTACTCTCACTCATCAAGATATAGGAAAGAATTGATGAGCGAATGCAACCAGTCTACAGCCGAGTCAATCATGGATTTTTACTACGAACAAGTATGAATCACACATTACCCAATATGCACAGATGATCTCACTAAATTTGAACAAGGGCGGTAACTTTATTGACTCTGCCAACAACTACCAATTCCAAGAGACCGAGAAATGGGTAGGGGAGTGGATGTCGAAGCGCGGAAACCGGGATGAGATCGGTTTGTTTCTTTATCTGCCACTTCATTGATACGACACTAACTCTTCTCCCCAGTGCTTGCTACCAAATATACGACAAACTTTCGGGCTGGCCCTGGTAGCCCTAACATCATGGTGAACTTCTGTGGCAATGGCGCCAAAAGTCTCAGAACTTCGGTCGAGTCCAGTCTTAAGAACCTACAGACTGACTACATTGATCTGGCATGCTTATTAATCTCATAAATGACCACTTGCTAACCTTGTAATAGCTGTATGTTCACTGGTACGATGGGAACACTACCATTCCGGAGTTGATGCAGTCTCTTAATCAGCTCGTCCTGTCTGGTAAAGTTCTTCACTTAGGCATCAGTGATACCCCTGCTTGGATTGTGAGGTAAGATAGCATATCGGACCAAGACTGAACAAGTGACTAAAAGTCCTGTAGTAAAGCAAACGAGTACGCTCGTTGCAACGGACTTCGCCAGTTCTCCGTCTACCAAGGCCGCTGGTCTGCAGCCTCACGCGATTTTGAGCGAGAAATCATTCCTATGTGCCGAGCTGAAGGTATGGGAATTGCCCCTTGGGGCTCCCTAGGAGGCGGAAAGTTCAAGAGCGAAGAACAGCGAAATGCTCAGGACGGACGAAAGGTGGTGGCCAGTGAACAAGAGATCAGAACCAGCCGTGTGCTGGAGTCTATCTCTAACCGTAAGACCACACTCATCACCAGTGTCGCACTAGCATATGTCATGCACAAGACATCATATGTCTTTCCGATTATCGGTGGTCGGAAGATCGAGCATCTCAAAGCCAATATTCAGGCACTCACCCTTAAGCTCACTCAAGAGGACATCCAAGAGATCGACAGTGCTGTGAAGTTTGATCCGGGATTTCCCCACGACTTCCTTTACCGTAAAGGCCAGACGATTGGGGGTCCAGACGTTTGGCTGCTGCAGATGGGCGGCACAGTCGATCATATCCAGCCGTCCAAGGTAAGCTATTTCATAACAAGGTCCGTATCTGTTTGCTAATCGTTCCAAGCCTATTTCTCCTGTGAAGCGGGGTGAATAGGGAGCCCGTCTCAATGCGAATTTTTGGCGATGGCTACCAGGTCGGCCCAGACCGCAAATCCATGCTGAGTGGCAGGAGTTGGATTGGAAGGAAAGAATTGGGGCTATGGTGAGGCCTTCATATCATTTTTAA
>PSC61- FG3G22830
MALPAAPPPKSPLGRYRLLSPTASIWVSPICLGTMNFGNAWKELMSECNQSTAESIMDFYYEQGGNFIDSANNYQFQETEKWVGEWMSKRGNRDEIVLATKYTTNFRAGPGSPNIMVNFCGNGAKSLRTSVESSLKNLQTDYIDLMYVHWYDGNTTIPELMQSLNQLVLSGKVLHLGISDTPAWIVSKANEYARCNGLRQFSVYQGRWSAASRDFEREIIPMCRAEGMGIAPWGSLGGGKFKSEEQRNAQDGRKVVASEQEIRTSRVLESISNRKTTLITSVALAYVMHKTSYVFPIIGGRKIEHLKANIQALTLKLTQEDIQEIDSAVKFDPGFPHDFLYRKGQTIGGPDVWLLQMGGTVDHIQPSKPISPVKRGEWGARLNANFWRWLPGRPRPQIHAEWQELDWKERIGAMVRPSYHF*
>PSC62- FG1G51430
ATGTCCAACATGTCCAACGACGAACCGCAAGACCACGACATGCTCGACAACGACGTCGAAAGCCCCATAGTGGACTCTGATCATGTCATTGAACTACTCAACCATGTCGACCCAAACGCCGAGGTTATGATGGAAGATGCCGAAATGGGCGCAATACCACAGGTACAGACTTTTGAAGGCATCACCATAGACTAGGGTGCATGGAACAATCATTTCGCGCCGAACATGACTGCATGGCAGGCCACAGTAGACGATGCCGATGATGAGGGTTCAGAAACCTCGCGACCAGTGAGTACCAGCCTTTGTGCAACAGAAACAAAGTGCTAATATGGTCAGCCGTCACCCACAGAGAGAGAGGGCGATATTCCCACATTGAAAGAGCTGGCGCGGTCCCATGAAGAGGACTAGTTGCCTCAACAAGGGGAGGAAAGCAGGGTAAACATTGTTGAGAACTTGAGGGCTGTGACGGAAAAGAAAAGAGATATTGGGATCGTGTGGTATGTCTTTACATCATCTGTGTTGCACCAGTTACTGATGACCATTCCTGCAGGGACTACGAAGTCGAGTACAGCTTTTTCTAA
>PSC62- FG1G51430
MSNMSNDEPQDHDMLDNDVESPIVDSDHVIELLNHVDPNAEVMMEDAEMGAIPQVQTFEGITIDWGAWNNHFAPNMTAWQATVDDADDEGSETSRPPSPTEREGDIPTLKELARSHEEDWLPQQGEESRVNIVENLRAVTEKKRDIGIVDYEVEYSFF*
>PSC63- FG4G35950
ATGGTTATCCACGATTGCTTTAACTTAGACATCGTGGAGAATGATACCTCTCGAGACGGTAAGTTATGGTTCGGGCCAGAAGAACGCCCGCCTACTGGAGATTTAACATTTTCAGACGATGTCGACATGGATCGCGATCTCGAACAGGAACTCCCCAATAATGACGATGACATGGAAGCCGAGTCCGAAGCCGAGCGCAAACGTGCCATCAGAGAAGGAAAGAAATCAGTCCGCCCGAACCAGGCATTTGGGTTGTTTCCTGTTTACAACCCTGATGAACTACGAATAATACAACAAGGGTTCAGTGAGTCCCCGGAGGGCCTGATGACAACCGATGAACTAGAGGAATACTTCATCCCGGGGCGAAACCGCACGATCGCTAGGCCCCCTCCTCGTCCTGAGTCACTCCTGGACAGCATCACAGTAAAACCCAACCCTCCTCCTGGCAAGAAACGTGTAGGACGACCACGCAACGATGATAGGACTGCTAAGAAACCCAAGAACCGACGTGGTGGCAGTCGCCCACCGCCAGTCAATAGCAACGCTCACCAAACGTATAATACGTATTTGCATCCCGGCCCCCGGGCCTGTCAGCGGTTCGGGCAACAACATTACGAAAGGCAGGAGGATGCCCCTACTGAAGTCCGAGCTAACGGTACACCACATTACCTTTCAATCATGGCAAATCGTGTGACTCTGGACCACGGTCGCAAGGACATTTTTGACGGTATCGATCCAATTGTGGCTCGCCAAACCCGTGAATTCTTTGCGCGTACAAGTATCGAACCACCTAAGAACAACAAGGCCCTGTATATTCTGCATCATTTTATGATGAAGCGCGAAGAGGAAAATAACCCATTCTTCAAGGAGTTAAAAACCAAGAAACGCATAAAGATACTGAAGAAGGATCCTCTCACTGATGAAGAAAAGGCTCAACTCAAAAAGCTGTTGTTTCGACCGGACGTCGAATGGGAATAGGATTTCATCGACAATACAGACACAGAAACAGGCAGAAAAAGCCTGACACGGGAAGAATGGGGAGTGGACAACCATGTAGAGGCGTGGGACGACCTCTCATGGGGTGTCAAATGGGTCATTCTATGGATCCTCAACAGAACTAATCGTTTCGCAAAGATTGTTTCTTTGATCTTGCACCTGCGACATCGTCAGGCTCGAGAGTTCACAGAACAATACACTCGGCAGTATTTCATGTGGGAGATTTGGAAAGAGAATGTCGAACGCATTCCACATGCTGCCCTTCTGGAGCATGCGCTAGAGAAGAGACAGACTGTTGCCGAGCTTCTGCAACAGTATCGCCCTCCTCTCTACACTGAACAGATAAGTCGACAGGATGAAGAAAAGGGGATGTTTTTCTTAATTAACCTGAACAACACTGCTGTGACTGAAGAATTTAAAGCATTTATGCATGAAAAACAGCCAGGCTTCTTGCGCTTGGACATTGAGTGGGATTTCATCCAAGAGACTATTGACAACCAACAGATCCTGGCTTCGGTTGGAATAGGTTGGCTGAACCCTAGTGAAGTTGCCAAAGTCATGATGAGATCTCTGCCAAAAAAGGTTTCAGAACAAAACGCGGGGATGAGAGACCCTCTTTCAACCATAACCCTTTCTGGGGCTACATTCGAAGATGAAGGACACGATTCGGATATGTCCCAGAACGAGGTCGAACCGACCGATGATAGCCAAGCATTGGAAATGGGCAAAAGACTTGTCGAACTGGAAGCACACGATGAAGAGGTGGGCTTGGAAGATCTTCCCCTTCCAGAAGCTCCTTTATTGCCCCTTATACCAGGACCGCATGGCCCGCAGGCAACGCCGGATCAACAACAAATGCTGAGATTTGCCTTGCAAAGAACAGCACCCGAGAGCTACAGTATTGTGCATGGCTTTTATGCATCCAGGCTTGTATCAACCCTTGAAGAAGAAGAAAGAGCGCCTTTCCCAGCACAGTCTGCATTTCGTCCCAGGGGCTTTCCCTTTTATGCTAGACATATTGCAGGGATTGTAGGCCACAGCGACGAAGACCCCGTTGGCGAGGTTTTGGGGGGTAGCGAGAGTCAATGTATGGGCTCGACTGATCAACAATTGGCAAGGCATGGTACTCTGAGCGCGAGAGTAAGAAGCTCTCCTCAGATCGCTAAGAGAGGGTCTTTCAACCTTGGTCAACAAACAGGCAGTAGCTCAGCTATGCAGAACAGTCGAAACGAGTCTGGATATTACAGCAAGTGGCAAGTGAATAACTTGGTCAACCCCCCTAATGTCGAGCATAACACTTTCGGCCCTTCGACTAGATCAATTCCACACCAATTACAGGAGCCAGAAGCAGCAACAACACCTTCAAAGCAACTCAGACAGATGCTTGAGAAGTATCAAGGCTTTCTTACGAAGAGCAACAAGGAAGAAAAAGGGGCCTCCACCGATGATGATAGTGATGACGGAACTGTGATGGAGCTTGGTGACGTTGCCCCCCCAGAACCCGAAAATGATGAAGATTACTGTCCGAAAAAGAAATCAGCGAGAAAGCCGCCGAAGAAGAAGACTACTGCCGTCAGGAAGTCTGGCCGACCAGTTGGCCGACCCAGGAAGGCGACTCTCAAGAAGAATAACACTGCGACCCCGAAGAACGTTGGAGATACTGAAGCTGGAGAGAGCAGCACCCTGGACTCTTTCGACGTCCAGAAAACACCAACAAAGAAACAAACGGGGGATATTCCACTCGATAGCGGACCTCCCTCGTCTGGCCGCATCAAACTCATCGTCAGGCCATCTCAGACGTCTACCTCGAACGAGCCCAACAATCCAAAACCTGAGGTTACCATGCCCAGGATAGATACCCCTACCCCTTCGCGCGCTCGTGTCTCGAAAGCAAAATATGCGATTTCTGCCCAATATGCAACGTACGCTTCGATGTCGACAAGTGCGCGCTTCGCCCAAACAGCTGTTGACAGCGCTAAAGGGATTGCTGATACCGCAACACTTGATGCCCCCAGCAATATCATCGATCCAAACAAGCTTATTTTGGGATTTTCGAACATAAAGAAAGATGGCAAACAGCATGTTGATAGAGCTGAGTTTGCTTGGAGGGCGGAGAGAGCAGAGTTCGCAGGGACGGCATTTGAGGCGGATGATGCGTTGCAAATACTGGCGAGAGGAGAACACGGTGACGCAAAGGGTACTGATTGA
>PSC63- FG4G35950
MVIHDCFNLDIVENDTSRDDDVDMDRDLEQELPNNDDDMEAESEAERKRAIREGKKSVRPNQAFGLFPVYNPDELRIIQQGFSESPEGLMTTDELEEYFIPGRNRTIARPPPRPESLLDSITVKPNPPPGKKRVGRPRNDDRTAKKPKNRRGGSRPPPVNSNAHQTYNTYLHPGPRACQRFGQQHYERQEDAPTEVRANGTPHYLSIMANRVTLDHGRKDIFDGIDPIVARQTREFFARTSIEPPKNNKALYILHHFMMKREEENNPFFKELKTKKRIKILKKDPLTDEEKAQLKKLLFRPDVEWEWDFIDNTDTETGRKSLTREEWGVDNHVEAWDDLSWGVKWVILWILNRTNRFAKIVSLILHLRHRQAREFTEQYTRQYFMWEIWKENVERIPHAALLEHALEKRQTVAELLQQYRPPLYTEQISRQDEEKGMFFLINLNNTAVTEEFKAFMHEKQPGFLRLDIEWDFIQETIDNQQILASVGIGWLNPSEVAKVMMRSLPKKVSEQNAGMRDPLSTITLSGATFEDEGHDSDMSQNEVEPTDDSQALEMGKRLVELEAHDEEVGLEDLPLPEAPLLPLIPGPHGPQATPDQQQMLRFALQRTAPESYSIVHGFYASRLVSTLEEEERAPFPAQSAFRPRGFPFYARHIAGIVGHSDEDPVGEVLGGSESQCMGSTDQQLARHGTLSARVRSSPQIAKRGSFNLGQQTGSSSAMQNSRNESGYYSKWQVNNLVNPPNVEHNTFGPSTRSIPHQLQEPEAATTPSKQLRQMLEKYQGFLTKSNKEEKGASTDDDSDDGTVMELGDVAPPEPENDEDYCPKKKSARKPPKKKTTAVRKSGRPVGRPRKATLKKNNTATPKNVGDTEAGESSTLDSFDVQKTPTKKQTGDIPLDSGPPSSGRIKLIVRPSQTSTSNEPNNPKPEVTMPRIDTPTPSRARVSKAKYAISAQYATYASMSTSARFAQTAVDSAKGIADTATLDAPSNIIDPNKLILGFSNIKKDGKQHVDRAEFAWRAERAEFAGTAFEADDALQILARGEHGDAKGTD*
>PSC64- FG3G27620
ATGCCGCCCTACGCCGCCGACCTCGAAACCTGGTGGCTAGGGAGTGGTTACCATCTCATCAAAGAGTTGATGAACACCGCGACAAGCGGCCTCGACCCTTGGCAGTGTGGGTTTGCGCCACAGATGAAAAGTCGATTGGTAGCATTCGACCAAGATACAGCTACCATAGCTCAAATTAAGAAGGATTGGCCAGCGATCCGTGCAGCCAGATGTATCGACTACGATGCGAACAGTCGCAAATATGCCAAATACGTTGCTTCCACCATCTTTCGGAAGCCTGAGAACGGAGGCATCAATTTTGACCTCGCAATGAATGGCCTAGGCTACCTCGATGCAATAGAAATCCGCCGCCTTCGTCTCATCGAAGCTGCGGATGTTGCAATTCAGGATGCTTCGGAAACATGGCCCCCAATGCTTCACGAGCTTGAACGGACGTCCTCTGCCAACTTCAAAAAATTGCACGGAGGGCTTAGGGTATGCGTAAGATATGCTTTAACCCGCGAATACAACACAGTAGCTGACAATTTCAGATTCTGACCGAGGAGCTGGCCAAAGATGCCAGCCACAGAAAGGAGGCCGCTCAGATCATGGCACTACTCAACGCACTCATGCCCTCATCTGTGTTTATGGGGCCTGAAGATGATGTAGACCCGGCTCCGCATTCATCAGGCGTCCGCGATAGTGTTCGATTCGCAGTTTTTGAATACCTCATTTCCGAGGATTGCTTCACACAGGAGCGTCAGGAGGTCATCAAAATGAAACTGCGTTGCTGGTCTGATATCTCTGATTACACAGGGGTCAGAGACGCCATGGCGCGCTACTGTGAAGAGTTTAAGAAGGTAGAGGAACTCTCACTAAGGCTTATGAACAAGCTGGAGAAAAGGGCAGGTACAGTATCTTATCATGCGGTGTCTGCCAACTCTCCTATGGTGCCCACTACAGACACATCATGCAACTCTGGTCCACAGGACAATTTTACTCAGGTCGAAAGCACTGTTCTTATGCCGAACGCATCACTTGACAACAAAGGGTCTTCAAAAAAACCGCCCACGATCCCTCAACCTCCTTTGTCTTTTCATCCCCTACTAAGAGGTATGCCCGGACGAGAACTGAGCGCTGCAAAGACAGACATCGCTCTCCTTGCTAGAGATACCAGCCAACCACCTGTTGCTTGTTATCCTAACGATCTCTCCAAAACCTTGTTTTACCAGCACCCCTTAGCCCGGGAGCTCGAGATGACTACACTAGAACAAGTGAAACTTGGTCTTCTCTTACCCGCAGAACTCGTTGATCATCGAGACTACTAGTATGATCTCGACAGCGAAGATGAGGCAGATGAAGATGTGTCACTGGCTTCCCCCCATGCACCAAATCCTGACAAGCTCAAAGTGCATCCTGCACCAGGCGTTTTGGACAAGATCAAAAAGGAAGGGCACTATCAGCCTGCCCCGGCAGAAAGCACAAGATTGGAAGACACGCATTTACAACCACTAGACGAGTGCATTTCCAATTCCAACAAAAACCAGCCAAGCCATGTAATGCATCCACCGATGTTCACAGGCAACGTCCCGCAATTTGAGCCATTTGCAGGCACAGATCATCAGAAATTGAGCTTTGATGACACCAGTCATGAAGCCTCTTCTGTATCACAGGTTGTTGAACAGAGTCCCGGACAGTCTACAGCGCAAGACACCGAAGAGTCGCACAGTCAGCAAGAAGAACCCGAGAGAGAGAACCCCCCTCCACTGGTGTGTAAGCTTGCGAAACCTCGGATCTCGCCTATGGAATACGCTCGCATGTACCTGTTGGAGAAATCTGCAGCCTCTCGCGAGAACCGAGAATGTGAACTTCCGAGACCTGACATGCAGTGGCATTGGACCCCTGGATACAAGAAGTTTTTCATTATTCCTCGAATACCCGAGACGATTCAGCGTGATCTAGTTCCCGCTGATGCCAACTCTGTTCCTAATACAGATGTTGACGAGTCCAACAGAGGGCACAAAGCACCAGAGCCCACTGAGGAGAAAGACCCCTTCGGGCACATGCGTCTATCGCTGCACCTCGGAGAGGCCGCTCTATTTCCTGTTTTCCCGGGAAGTACAGATTTTAAGGGGAGCGATGAAGGAACCCCATATCAAGGATCTAGCAAAGCGACTGAAGCCTCCAATTCTATTGATGCGCGTGAAGGAAAATATCCAATAATGCAACATCGAGGTAATATCCACTACTACCATGCGGCCTCAATTTCTACCGTTCGGCACTGACAGAGACAGGACCAGCTGGCGGCAGAGTTGAAGATTGGCGGCCAATGAGCGAATATGAAACGGACGTAGATGACGAAGAATCGGACACCACCACGCCAATTGGTGTTGGTGACGACAAGAGTACAAATCTAAAGCCAAAAAAGGCCACCCAAGGAGATACGCATTCACCTACAGCCCAAACACTCGAGGTTCAAGACAGGCCTCGTGTTCATATAGCTACAGAAGAACTTGGAGAATGTTCTTCAGGTTCACATAAAAGCTTTGAAACAGCAGCTCGAAACGAATTTCCGGACCAAGCCGACGTGAAGGCTGAGGATGATGCTGGAAACCTCACCCTCTCGGGACAACTTTCACGTGTCTGTACAAAAGACATGTCAGTTTTGGACTTTGCCACACCGAGAACCAAGGGTAAGACGATGGATGACACTTCAAACCATTTGAATACTATTTGTGGGCGTAGTCCGCTTGCTCGCTTTCCTATAGTAGTCCAGCCAACTAACCGATTGACGCCAGGGACTCTTACAAAGCGTGTCGTTGACAGTTCTGGCGGCCAGCTCCTCTCTGAGAACATTCGGCAAGCTCAACTTATTTCCAGTCCCAGGGAAAAGCCCCCCCAGGGACTGAATGCAGACTTGTGGGATATCGATGCAGAATCAATGTTGTCTGAACTCAAACCAGAGCCGCTACAGATTAACCGACAGAGACCACGCGCGAACACGGGTGATGATCGAAGATGGTCGAGAATGTTTAATGGACTGAATGCCGATGTGCCGTCCTCACTTGGGATGATTAGGCTCAACACCTCACCCGCCGTGGACCATGAATTCGCTGTTGCCAATGTCGACGACGATGACGGTTATACGGCAACGGAAAGCGATCTCACTCCACGTGCTTCGGGGACCGATATCAGGAATGCTGCAAACGTAACTCCAACACCCAGAGGTCTTCAGCGGTCCACTTCGACAATCATCACTCCTACGCAACCCAACAGAAGACTCCATCATCAAGCTTCATACAATTTGGACAATGTAGAGCACTCTGGATTCACGCCTGAGCATCGCCGGGAAAGTATCACTTATGGAACATTTCCTAGGTCAGGCGTAATGCTTAATCTCCGGGATACTCAAGCACGCCTTAGATATCCCCTTCACAGCCCCGAGGAAAGCCAGCTCAGTAGGAGCTTGGACGACACGACTCCGAAAGCTAAACACTTCAACGGTGCATCTGAAACAGATCGGAACAAGCAGAGTTCGATCAAGGAGTGGGTGAAATCCATTGCAATAACACCACGAAAACCTAAGATTGCGTCACATGCTAGAATCGGAGACCACAGAGACTCTTCTGCATCAGGGGATCAGGTAGCCTCATATGGTACTTTGGATCAGCAGAATGTCCAGCCTTTTCTGACAACCTCTACACGGGATTTCTCTCAATCTCAAAAGCTCCAAAAGCAGCGATCGAAACCGAAACATACTCCTAGCAGTACACATCCTTTTCCGAAACAAGATGTTGACACACAAGGCCGAGCTCAATCCCCCGTATCTCCTACGAGAGAACAAGCCTTGGCTCATCGCAGAACGCCGTCCCCATCAGAACAGGGCAGCATTGCCGTTCCGTTGACCCCTTCGGGAATCGGTAGCGTCCTTCGCAGGCGTGTGCGTTCTGGTTACAGCACACCAGGAACTCCACGAACTCCACGAACTCCGGCTTCACCTCAGTTGGCCTGGCGGCCGTTTGATGATGACCAGCCCGAACCACCTTGCGTTTTACCTTGGTTATCGAACAATCGTGAAGTGAAGCGGGAGAAGGAGAAGCGAGTAGCGTTTTTCCGTGAAAAGGCAGAACTCGAGCTTGAGGACAAGCAATCTCCCAAGAGACCAAGCCGCAGGAGCTCTTTTGGGAGCACCATTCTTGGAGACCACACGAATCGGGACAATCCAGCAGTGGTCAATCTCATGAGCAATGAAAGTCTTGTTACCTGGACGAACTTCATCCAGGACGCCCCTGAGCCGCTCTTTTCGTCTCCCCCGCCACCTGTGCCGCCGCTTCCCACCGAATCTCAGCTGAACATTGCTCTCGGCCGACTTCGGCAAGCGCAGACACCATCTCGTGCTGCTGTAGGTGTTGAGACCCTTCTTGTTACTTCTTACCGGGCCAGGAAGCCTCAAGGACTCAAGGTTGATACGGACTGGGCGCGTCAAGCAGGTCAAGATGGATCACGAACACCGAGTCGACACAGAGGAACGAAACCTGCTAGTGGAAGCAGCAACAGAACTACACTACGTTTTGATGGTAGACAGATGGGCCTCGGACAAGCAGAGGCGGAAGAAGAGCGTCAAGGCAGTGGACAGGATGGCGAGATCATATCACGACGCAAGTAA
>PSC64- FG3G27620
MPPYAADLETWWLGSGYHLIKELMNTATSGLDPWQCGFAPQMKSRLVAFDQDTATIAQIKKDWPAIRAARCIDYDANSRKYAKYVASTIFRKPENGGINFDLAMNGLGYLDAIEIRRLRLIEAADVAIQDASETWPPMLHELERTSSANFKKLHGGLRVCILTEELAKDASHRKEAAQIMALLNALMPSSVFMGPEDDVDPAPHSSGVRDSVRFAVFEYLISEDCFTQERQEVIKMKLRCWSDISDYTGVRDAMARYCEEFKKVEELSLRLMNKLEKRAGTVSYHAVSANSPMVPTTDTSCNSGPQDNFTQVESTVLMPNASLDNKGSSKKPPTIPQPPLSFHPLLRGMPGRELSAAKTDIALLARDTSQPPVACYPNDLSKTLFYQHPLARELEMTTLEQVKLGLLLPAELVDHRDYWYDLDSEDEADEDVSLASPHAPNPDKLKVHPAPGVLDKIKKEGHYQPAPAESTRLEDTHLQPLDECISNSNKNQPSHVMHPPMFTGNVPQFEPFAGTDHQKLSFDDTSHEASSVSQVVEQSPGQSTAQDTEESHSQQEEPERENPPPLVCKLAKPRISPMEYARMYLLEKSAASRENRECELPRPDMQWHWTPGYKKFFIIPRIPETIQRDLVPADANSVPNTDVDESNRGHKAPEPTEEKDPFGHMRLSLHLGEAALFPVFPGSTDFKGSDEGTPYQGSSKATEASNSIDAREGKYPIMQHRGPAGGRVEDWRPMSEYETDVDDEESDTTTPIGVGDDKSTNLKPKKATQGDTHSPTAQTLEVQDRPRVHIATEELGECSSGSHKSFETAARNEFPDQADVKAEDDAGNLTLSGQLSRVCTKDMSVLDFATPRTKGTLTKRVVDSSGGQLLSENIRQAQLISSPREKPPQGLNADLWDIDAESMLSELKPEPLQINRQRPRANTGDDRRWSRMFNGLNADVPSSLGMIRLNTSPAVDHEFAVANVDDDDGYTATESDLTPRASGTDIRNAANVTPTPRGLQRSTSTIITPTQPNRRLHHQASYNLDNVEHSGFTPEHRRESITYGTFPRSGVMLNLRDTQARLRYPLHSPEESQLSRSLDDTTPKAKHFNGASETDRNKQSSIKEWVKSIAITPRKPKIASHARIGDHRDSSASGDQVASYGTLDQQNVQPFLTTSTRDFSQSQKLQKQRSKPKHTPSSTHPFPKQDVDTQGRAQSPVSPTREQALAHRRTPSPSEQGSIAVPLTPSGIGSVLRRRVRSGYSTPGTPRTPRTPASPQLAWRPFDDDQPEPPCVLPWLSNNREVKREKEKRVAFFREKAELELEDKQSPKRPSRRSSFGSTILGDHTNRDNPAVVNLMSNESLVTWTNFIQDAPEPLFSSPPPPVPPLPTESQLNIALGRLRQAQTPSRAAVGVETLLVTSYRARKPQGLKVDTDWARQAGQDGSRTPSRHRGTKPASGSSNRTTLRFDGRQMGLGQAEAEEERQGSGQDGEIISRRK*
>PSC65- FG3G16240
ATGAGATCTCCCAGGTCACCGTCCAAAGAAAAGGCGACCGAGGAATCTCCCAAATTCAGCTATCGTGCATTCAGTGACTTTGGAACTTCACCTACTCCGATATCTCGTCAGACCAGGGAGGATAGCGACTTTTGGATGGGTCGTTACCTGGCTCCTGGCACCCCTTCCCCCATAAGAGCTGACCAAACCTCTCTTTTTTCTCCAGAACGGCGAATGGGTTTCCCGATACGCGAACCGAGTCTTACTATCAGAGAAAAAGGGACTGGGTTTCATGATGACAAGTTGGCCAAATCTCAAGGCAACTATCACCAACCATCTCTGCGACGCGGATCGGGTATCGCATATCAGATACCAGAAGTTTTTGGTAGAGTCACGGGAAACCAGAATGCATAGGATGCACGGTCTAGCACGACGACTTCGATGAATGGAGGGTCATTTCAGTGGCAGCCTCCCAGCAGCCAGCAATCTGTAAGCGATAGCATCTGTCAGGTAAGTCAATGCTGCATCTAAGCTGTTGCACTTTGGTTGTCGAGGTCATGAAACGTTTCAGTCATCCACTAACTTTTCAAGTTTGATCTCAATCGACGAAGGCCGCAGCGAGGCGATATCCAGCCTGTCGAGCATCGACCTCTTGCTGTGATTACCAAATATCCTAGGCAACCGCAACCTGAGCCTGAGCCTGAGCCTGAGCCTGAGCCTCCTAACGTTCATTCCCGACTCCCAACAGCGGATTTTGAGAGTGAAATTTGGCCCGCGGTGCAAGACAAAGTCCAGTCCCTTATCGAAGAGAAAGTGTTGGGACAGATAGAAACAATGCTGCAGGAACGGGAGGCCGAGTTGGAGTCTTTGACTCGTCTCCCACTGCTAAAAGCGGACAGCTCTCCAGAGGTGTACTTGGCTTACGTCCAATTCCTTCAGAAGAGATTGAAAGCAATGTCAAAGAACTCCCCAATGAAACGAAAGACTGAAGCTGCCATGTCGTTGGCGCTGGACTTGGAGCCAGGACTAGAGACGTGCCTTCGCGAGCATTTGGCTCACATCGCCGCTGGAGAGAACCGTGAAGAAAAAAGCAAAGACTTGCAAATGAACGACAGAGAGGGCCAAGAGGAAGAAGAACCGGGGATAGACGATGAAGATGTGGTTATGATTCCTGACGAAGACGATTCGGATGATGTCGATGAGGAAGATAAGATCTTGCCTTCTATCGAACGTTGCACTCCATTTACCACGCGGGCAATAATGGTCCAGCTTCACAGATATGAAGGAAAATATTTGGCGTCTGTACGGTCTGCAAAACTGGAGAAAGAAAAGCACAGTCGCGTGCTCAGTCCTTTGGACAGACACCCGAACATGCCAAATGGTAGCTCTGATGACCCTCAACAAGCTACTGGTCATCTTGAGACCTCACGCAAGGTTATAGAACTCGAAGAGACCCCGAAAGGAAAATCGGGGGATATGTCTAACGACAAGAAGAGGCATTTGGAACCTCCCAGCACCCCGACTAGAGCAAGTAGCAAGAGACGTTGCATGATCAAACCCGCACCTGGACTCACACACAGTCCAGCTTCGTCAACTTCTTCATACTTCCCCTCATTGGATGAGTTGTTCAGCTCAAGCTTGGCAAAGCAATCATCTCCAGCAACACAACCGAGTACCATCAATAGCCAGCGCTCACAGGCTACCAGCCTGACTTATAGTCCAGCAGTGAGCAAACAAGAGGGAACAAGAGATGTCTCTGGTGCTGCTCCTAGGCCTCCAGTACCGCTATTTGGCGAGTCGCCCGGTCTGTTCATGACTCCCGATCCAGCTCCCGCCAACAATTCGTTTGCCATTAAGCGAAGCGCGTCTCGTAGCGCACGAAATTTCGATCAGATACAGCGCGAGGGCAGATCACCGTCTCGCTTCCGAGAGAACACGGCCGATTTTGAGGCCCTGGATACGCCCCAGAAGCTGTTGTTGCTGTTCAAAAGGACTAGAGGAAAGAAGTCATAG
>PSC65- FG3G16240
MRSPRSPSKEKATEESPKFSYRAFSDFGTSPTPISRQTREDSDFWMGRYLAPGTPSPIRADQTSLFSPERRMGFPIREPSLTIREKGTGFHDDKLAKSQGNYHQPSLRRGSGIAYQIPEVFGRVTGNQNAWDARSSTTTSMNGGSFQWQPPSSQQSVSDSICQFDLNRRRPQRGDIQPVEHRPLAVITKYPRQPQPEPEPEPEPEPPNVHSRLPTADFESEIWPAVQDKVQSLIEEKVLGQIETMLQEREAELESLTRLPLLKADSSPEVYLAYVQFLQKRLKAMSKNSPMKRKTEAAMSLALDLEPGLETCLREHLAHIAAGENREEKSKDLQMNDREGQEEEEPGIDDEDVVMIPDEDDSDDVDEEDKILPSIERCTPFTTRAIMVQLHRYEGKYLASVRSAKLEKEKHSRVLSPLDRHPNMPNGSSDDPQQATGHLETSRKVIELEETPKGKSGDMSNDKKRHLEPPSTPTRASSKRRCMIKPAPGLTHSPASSTSSYFPSLDELFSSSLAKQSSPATQPSTINSQRSQATSLTYSPAVSKQEGTRDVSGAAPRPPVPLFGESPGLFMTPDPAPANNSFAIKRSASRSARNFDQIQREGRSPSRFRENTADFEALDTPQKLLLLFKRTRGKKS*
>PSC66- FG1G05280
ATGGTTCTTGCGAGCCTCATAGAGTACTCAACGTGGATCGCCAAACGTCCTTTGATCCACGGAAGCGATCAATACAAGGACACGAACAACGATCGAAATGGATCAAGTGAGGTTTCGTCACCATTAGATCAGACCCTGAAATACACATTGCCTACTTGGTACCGACATTCTCATGTGGTTCATACTGTTGACTTCAGAGTCAGCCAAATTTACGAAAGAGATAAAGGAGACATGCAAAGTGGGATATTCATACAAACGCACATCACTAAAATGCATGGCCGCCTTTTAATGCCCGTCCAGAGCCCAGAGTCAGGTCAATATACGCTTGAAAGCCAGGAGTAGGATAACCTGGCCCATCACCCGCATCTTGACTCTGAGTGTGCGATCGGTTGCATGTACAAGAAGGACTAA
>PSC66- FG1G05280
MVLASLIEYSTWIAKRPLIHGSDQYKDTNNDRNGSSEVSSPLDQTLKYTLPTWYRHSHVVHTVDFRVSQIYERDKGDMQSGIFIQTHITKMHGRLLMPVQSPESGQYTLESQEWDNLAHHPHLDSECAIGCMYKKD*
>PSC67- FG2G32320
ATGGAGTCCTCACGCAAAGCATCGCATTACCTGTTCGAGGTTTACCTGAGACTACGACCGCCGCCCTTGCGAAACGGTGATGGAGAGCGCATCCTCGAAGTTGAATCTCCCGAAGACGAATCGAAATCGACACATGTTGTGCTAAACCCCCCTACCGATCGTCGACGAGCCATCGAGAAGTTCGCGTTCACTCAGGTATTCGAGGAAGAAGCCAGCCAACTCGATGTGTTCCACGGTACAGAGATCGTTCCCTTTGTCGAGGGCGTTCTCGCTCCTGAAGGTGGCGAGGGAACCGACGCGGTTGTTGCTACCTTGGGAGTCACTGGCTCAGGCAAGGTAAGCTTCACGTCTACGCCAGAAAGACGTTGCTAATAACTGTAGACACACACGATCCTCGGCAGCAAATCCCAACGCGGCATGACCCAGCTTGCAATGGACGTGCTCTTTCGATCCATCGGCGAAAACATGATCGACGGAAACGATATTTTTACAGCGCAGGATTCTCTTCAGGAGTGTGATGGGGCTGAATCATCTCTGACCATCGCGTCGCACTTCTTGAGTCCATCCTTTCGTGACTCGGTGGCGTCCAGAGCGCCATCACGAGCCGCCACGCCAGGCCTTGTACGACCCCCGACATCAGCCCTTTCCTACACCAACTCTCCCATAACCCAACACGTCTCGAAGCTCGCCAGCGCGTTGTCTGGAGACTACACACCAAGTCAGAATAGTGTACGGCTTGTCACCGAAGGGGGTGGAACAACGCGTCCCAGTGAACGATAGAATTGTTCCCCTGGCCGCGACAGACAACCCCTTGGGTCAATCACAGCGTCTGCCAGCACAATGAATTGTTCCCCTACCTCAGCCATGCCCAAGCGGGTTACACGACACTTTATGTCGCTCCGATCTGCCACACATGTAAGGAATATTGCTAAACAAGATTTAAAGGGCGAACGTAATATCATGTCTCCTCCTCCCCCCCGACGAGCGACGGCGCGCCCTTCGACCTTTCCCGACCAACCCGACGTCAGCAATACCGACGTTCCCTGCGACCCTTCAGCAGAGTATGCTATTGTCATCTCTATGTATGAAGTACACAACGACCGTATATATGATCTCCTGACACCAGCTGTCAAATCTGCTGCGTCCAAGGAGCCGCGACGCCGTGCCTTGCTATTCAAATCAACCGAATTATCACCCGATCGAAAGGTTGTTGCGGGCCTGCGAAAGGTTATCTGCTCGAACTATACAGAGGCATTGACAGTTGTCGAGACTGGTCTACAGGAGCGCCGAGTTACTGGTACCGGTAGTAACAGTGTTTCGAGTCGAAGCCACGGCTTTTTTGTATTTGAGGTCAAGAAGCGAACTCGGGGTAGAAAACCTGGACCTTGGGGGGGAAGCAAGTTTACCATTGTCGATCTGGCAGGTAGCGAGAGAGCACGCGAGGCGAAGACGGCTGGTGCCACGCTTGCGGAGGCTGGCAAGATCAACGAGAGTCTGATGTACTTGGGCCAATGCCTCCAAACGCAAAGTGAAGCTGCAAGCTCTAGCAAGGTTAGTAACGGCGGGAGTAGTCTTCAACATCAGCTAACATGCAACAGCCCAACATCGTTCCTTTCAGGCAATGCAAGCTCACTGAACTCCTCTTCTCCAACTCATTTCCTTCATCCTCTTCTTCACAGCCTCTTGCTCCTCGTCGTAACCCTCAAAGAGGTGTGATGATCGTCACCGCCGACCCGAGGGGGGACTTTAACGCTACATCGCAAATCCTTCGATACAGTGCTCTTGCCCGTGAAGTAGCAGTGCCTCGCGTCCCTTCCATTACCAGCACCATCCTCTCGCCGACCCAAAATCGTTCGATTAGTCCAACCCTCAACCATAACCATTTGCGTCCAGTAGTGCCGTCGCACCATGTATCTTATAGAAATTACACCCCTCAGATGAACATCGATGACCGTGCGACTATGGAAGTTGCCGCACTTGAGATTGCCCGACTTAGCGAGGAGGCTGATCAATTGCGCGAAGAAGTCGACCGACAAGCTGAAGCACGATTCACCGCTGAAGCTCATCTCTTGACCATGGAAGACCGCATGTTGGACCTCGAAGCAGCTATTCGCGAAGAATGCGCTAACGAGTTTGAGCAACGCCTGGCTCTCGAAATGGCTCGCTGGAAGAACTCAATGTCCATTGAGCAGGAGCGTACCGAAGAGCACTGGGACCGCAAGATTGAAGTGCTTGAGCGTGGGCTGGCTGCGGACGAGGATGGTGACAAAGAGAACGTTCTAATCGAAGATCTTGAAGAAGAGGTTGACAGACTTCGTCGCGAAAACGGTATCCTCAAGCGCGAATTGGCCTCCCGCAGTCCTACAAAGCGCAGGCCCCTCGAAGAGCGAGAAGACTTTGCTCCCCCGACCACAAAGCAACCAAGAGGCGACACCAGAGGCGATAGCGTTACGAACCTGGGACGCAAACTGGAGCGCATGCGTGTTGGTGGTGAAAAGGCAAAGTCCGTACCTGTAGTAGGTAGCGGCAGTCCCAAGAAGATGCGCAAGTTGGGAACGAGGAAGTGGGAGCACGAAGAAGACTTGGAATAG
>PSC67- FG2G32320
MESSRKASHYLFEVYLRLRPPPLRNGDGERILEVESPEDESKSTHVVLNPPTDRRRAIEKFAFTQVFEEEASQLDVFHGTEIVPFVEGVLAPEGGEGTDAVVATLGVTGSGKTHTILGSKSQRGMTQLAMDVLFRSIGENMIDGNDIFTAQDSLQECDGAESSLTIASHFLSPSFRDSVASRAPSRAATPGLVRPPTSALSYTNSPITQHVSKLASALSGDYTPSQNSVRLVTEGGGTTRPSERWNCSPGRDRQPLGSITASASTMNCSPTSAMPKRVTRHFMSLRSATHVRNIAKQDLKGERNIMSPPPPRRATARPSTFPDQPDVSNTDVPCDPSAEYAIVISMYEVHNDRIYDLLTPAVKSAASKEPRRRALLFKSTELSPDRKVVAGLRKVICSNYTEALTVVETGLQERRVTGTGSNSVSSRSHGFFVFEVKKRTRGRKPGPWGGSKFTIVDLAGSERAREAKTAGATLAEAGKINESLMYLGQCLQTQSEAASSSKVSNGGSSLQHQLTCNSPTSFLSGNASSLNSSSPTHFLHPLLHSLLLLVVTLKEVSSPPTRGGTLTLHRKSFDTVLLPVKQCLASLPLPAPSSRRPKIVRLVQPSTITICVQCRRTMYLIEITPLRTSMTVRLWKLPHLRLPDLARRLINCAKKSTDKLKHDSPLKLISPWKTACWTSKQLFAKNALTSLSNAWLSKWLAGRTQCPLSRSVPKSTGTARLKCLSVGWLRTRMVTKRTFSKILKKRLTDFVAKTVSSSANWPPAVLQSAGPSKSEKTLLPRPQSNQEATPEAIALRTWDANWSACVLVVKRQSPYLVAAVPRRCASWERGSGSTKKTWN*
>PSC68- FG1G38270
ATGGCTACTGTTTCTAGAATGCCTGTTCCAGTCAGGCGCACCGACTCCGACGTTTCTCCCAAAACCATTATACCACCACAAGACTCGACTCCGCGTGACGCAAAGGTCGACTATTTCCCAGACTCCAACACAGTCGATGGATCCAATACTAGTGTCAGGGCCAGCGACGACGATTCCTCTGCGCACAAGTCGAGTATCTCATTTGCACCCGATCCACGACCCGATCGCAGCTCAAGCCGTGAGAGCAACCAAAACCAAACACAAAACCAAGACCTGATGGTCCAGAGGAAGTCATCCACCGGCTCAGTTTCCTTCCGCCGAATGACCAATCCCAAATTGCCACAGGGAATGCCTCAGCAAATGAGCAACAGTCGCATACGCGCAAGTTCTCCTGATCATAAAAGGTACGTTGGATCTTTCTGTTTTGTCTTCCCCCACTGTGAAGGCACATGTTGTTGCAATGTCAACCTCTCAATTTGATTCCCAATCTCGCTTGCAACAATACGTTACCCGAACCAAACCCAATACGCTTGCATCCGGTGGCTTGAGCATTGAACTTCGCAAGACCGTTATGAGCATAAATCGAGACCTGCTCGATCTGGGATCGATTAGCATCTTGTACCAAAGTTGGTCAGATTGAGTCCAAAATGGTCTTATTGGAGATGGATGTGACGCCATGCCAAGAACGTGTCGCGTGCGGCTAGGGGAGACCTTCGACCATCGATAATGCGTCCCCACAGTGAGCAGCTGTTTCCAGCGAGTGCGGCAGGCAAAAGGGCTCGGCCATCGCGACCTGGTTGACCGTCACCGTCAGGTCAGGACTTGCGAGTTGAGTTGATTCACATTCACGATGCGGTAACTATTGCAAAGATGGATTCGTGCCCTGGTCCCCGACTGGGTGGAACTGTTTTACTTGGCTGGGCCATTCCTTACAACAACCTTTTCGACTCCACCACTGAGCTCCCGCTATTGATTATGGTTACCCCGCCGTCTGCGACAAACCTTACCGTAGACGTGGGGATGGATGGTCTTCGCCGACTCTCCTCGTCACTTATTTGGTCTGGATCGTCAGGCCATCTTTCACCACAGCCACCCTTAGCAGATCGTCAGCCCCCAAATTCCCGCAGAGCTTTCGAATATTTCCGTCGCAATCGTCATTGACAACCTTCTTCTCTCATACCACTTCCCTGCCCATCATCACTTTCCCAACTCGTTATTGTTTCTCTTTGCCTCTATTTTGTGGCCTTTTCGCACTTATGGCGACGCTAACCGAGACCCCGCCCGATAGGTTCCAGAAACATGTTGCATTTGACAATGTTCCAACTGGTGAACCGACAAAGAATAATGCCATTTCGTTCACACTCAATGTTCGACACAAGGGATATCAAGCTAGGCGCAGATCCCGGTGCTTCATGGTTGGAGTGGACGAGCATGCCTACTCTGATTATGCCCTACAGTGGCTGCTGGAAGAGCTTGTTGATGACGGCGACGAAGTTGTATGCGTGCGCGTAGTTGAGAAGGAATTGCGTTTCTCGAATAGGGAATACCGAGAAGACGCTGAAAAGGTCATGAGGGGCATTCTCGACCGTAATGGCAATAACAGGGCCATCAACATCGTTCTTGAATACGCCGTTGGCAAATTACATACGACCTTCCAGGTTCTGGTACGTTGATGAAGTGACTTCTTTTGTGGAATCCCCAGGCTGACAACTTCTTAAGATCCAGATGTATCAGCCTGCAATGCTTATTGTGGGAACAAGGGGACGCACACTTGGTGGTCTACAAGGGCTCGTTAACACGCGCAATTCGTTTTCCAAGTACTGCCTCCAATACTCGCCCGTACCTGTAGTCGTGGTTCGACCTACAGAAAAGCGCGTTAAGAAGAAATCTAAGCGGGCCAACGACTCTGCACGACAGACTTACGTGAGCATGTTGGCTGCGAATTCTGGAAAGCACGAAGCCGATAGTGAGGCGAGCAGCACTTATGAACTTGAGGTTCAAAACTCTCCCGACGAAGAAGCTCATCAAGTCGCACGGGCCTTGGGGCTGCCTGCATCGTTCGATCCCACGATCAAGCCATTTAACCACAGTCAAGCGCTCAACGTCAGACCGCATGGACCTGCTACTGTTAGCGCGTCTAATGAAGCGCCAGAGGACCGGCGATTGGTTAAGGATGATGCCAGTGCTGCTGGTGAAAGCGACGATGAAGATGATGGCGAAAGCGATGACGACTCTGGAGAATTCGAGGTTGTTAGTGGGCAACAAGCTCTGGATCAGGAGAAACTGAAGCAGCTCCACAAGATGGAGGTTGGTGAAGCAGCGGCGTTGAAGATGAAAGTGGACGAAGATATAGATGAGGAAGATGACACCCCGTCAGCCCAAAAAGGTACATCATAGAAGATGAAGGGCAGAAAGAATTTAGGGACAGACAGTAAGCAAGGGAATGGTGGGAATGAAGTTGTCGAATACATCGACGAAGTCTCACACCAGAAAGTCAAGCGATCAACTACACAGCACCCTCTAGCGAGGATCTCCAGAATACCCATCTTGTGCGAAACTGCCTACTTAACGCCAAACAAATTCAAAGGTGCAGGAAAGGCCGTGTCTGTTGACTCAAAAAGCAATGCCAATGATATTACAAGATCATCTACAACGCTTGGGGAACCGCTTTTGGGGCCAGATTCCAACTAGCAAGACGGACAGAGCCAGTTGTCGAGAACAGATAACGATGGAATCGAGCAGATAGACGGCTGCCAAGACTACCCGATTATACCTGCTGACAGTCACCGGTTGCAAGATATCGATTCTCATGAGCACAATCCTGAAGCGGGCAGAGATTCCATGGAATTGGAGACGATGAGCCGCGTGACGAAGGACGACAACGACGTTGAAGATGAGGCCAGGGAGGAATCTTTCGCCAGGGTTACGGACACAACGAACGGCTCACGGGAAAACCCACAGAATCAGCGTCCAAATCCCGAATTACCGGCAGAGGACCAAAGATCCAGCGTCGATTTGGGGGCGCAAGATCAACTTGGCCGTGGACCTGGAGATGGGCGTGGAGGTGGCCGAGATAATGGCAACTACGCCAATGGCAATGCTGACGGTGGTCTTAATGGTGGTGATAACGCTACAAGTCGGCGTGGCGGTAGGCTAAGGGACTTGGTAGGAGGATTCATATACTTGTGGTGCCTTGACTTGCGGCGAGGAACATTAGAACTAGGAAGATGA
>PSC68- FG1G38270
MATVSRMPVPVRRTDSDVSPKTIIPPQDSTPRDAKVDYFPDSNTVDGSNTSVRASDDDSSAHKSSISFAPDPRPDRSSSRESNQNQTQNQDLMVQRKSSTGSVSFRRMTNPKLPQGMPQQMSNSRIRASSPDHKRFQKHVAFDNVPTGEPTKNNAISFTLNVRHKGYQARRRSRCFMVGVDEHAYSDYALQWLLEELVDDGDEVVCVRVVEKELRFSNREYREDAEKVMRGILDRNGNNRAINIVLEYAVGKLHTTFQVLIQMYQPAMLIVGTRGRTLGGLQGLVNTRNSFSKYCLQYSPVPVVVVRPTEKRVKKKSKRANDSARQTYVSMLAANSGKHEADSEASSTYELEVQNSPDEEAHQVARALGLPASFDPTIKPFNHSQALNVRPHGPATVSASNEAPEDRRLVKDDASAAGESDDEDDGESDDDSGEFEVVSGQQALDQEKLKQLHKMEVGEAAALKMKVDEDIDEEDDTPSAQKGTSWKMKGRKNLGTDSKQGNGGNEVVEYIDEVSHQKVKRSTTQHPLARISRIPILCETAYLTPNKFKGAGKAVSVDSKSNANDITRSSTTLGEPLLGPDSNWQDGQSQLSRTDNDGIEQIDGCQDYPIIPADSHRLQDIDSHEHNPEAGRDSMELETMSRVTKDDNDVEDEAREESFARVTDTTNGSRENPQNQRPNPELPAEDQRSSVDLGAQDQLGRGPGDGRGGGRDNGNYANGNADGGLNGGDNATSRRGGRLRDLVGGFIYLWCLDLRRGTLELGR*
>PSC69- FG1G14180
ATGCATACTCGATCTCACGCACTCACTCCAGTGAACGCTTCAATGATGAAACCCCTATCCGAAAATGTAAGTTGCACACACATTGTGTCTCCTCTCCCTGTCACAAGATCCCCCCAACATACTGACCTCAATCAATAGTCTCTGCCATACACTGAGAGTGACAATTCGGCCCGAGATGCGCGTCATGGGCGTAACACCACCGCCTCTACTGTTTCCTGTCACTCAAATCATTACGACAAGTCTGTAATTGAAGATGGTGTTCAAATGCACGACTTCTCTTCCCCCACCCCGAGCAAGTCTCGTGGTAAAAGCCCCGATCCAAACAGATTCGTCGCAGAACGTCCTCCTCGTATCAACCCACGTGTTGGGACGGGACTCACAGTTTCCAAGACCGACAACTCGTCTTTCGAAGATCAAGCCGCTTCAGAGTGGGAAACTGTCGCTGGAGACGATGCATCCGAAAGCTACCCAGAAGCTTCAATCAAGCCGCTGAGACGCCAGGGAAACTTTTTAGGTTACAGCCCACAGAATGGAATCCCCCAGAACAACCACAACGTTTGGGCACCACAAACGGAGAGCTTTGAGCTTGTCTCACACTCTGGTCCGTCCGTGCGAGTGCAGCCGAGATCTTCTCCTCGTTTGCATTCGTTTAACTCTTCGTCCAGTTTCTACAGTGATTTGAGCAAGCAGAGTGGCAACGACGCAAACATCTACGGGAAATCTCCCATCCCTTGCGATCCCGAAGATTTCCCAACGGACAATCGCGCTCAGCAACAAATTAAGACGTACTCCCATGCCTCGTCCGACAGTCATGACGACCCCTTCAAGTATGACAATGAGACGTACTCAGGATTTCTTCGTCCATCGGCCGAGAGAGAAGTAAGTGATGCGCTGCACAAAGCCGGAGTAGCCGTGTCTTCAAAAGAGACCATCCCGCGATCCCCAGAGGGAAACATTCCCAATGCTTCGCAGCGAGGTGCCCCTGTTGCCTCCTTCTACCATGCTGGCGCTATTCGTTCGGCCTAGAATGTCGATGAAGAGGTCAAAGTTCCGGTTCATCGGGAAGGAGACAAAGACACACGCCGTGCTCCAATCCCCGATAGACGACTGACTGGTGAAATTGCTGCTCTTGACAAGAACAGGCCTCTTACTGGTACCGAGGGCGACTGGCAGACTGTCACTAGCGAACAAGCTCTCAACTCCATGCAGCAGGAATACCTCGACAGCATCGCAAAAGGAACTGGGAGCAGCCTTGCTGATGTGTCTGATGTGACCGAGCGCGGCCATCAACTTCGCACATATAGCTCTACAGACAGAATCATTCGTCACCCTTATGGCGACAACCCTTATGATTCGTACCACATTCGTCGCGACAGAGGAACTAACCTCGCAGTTTCTGTTCCGCGGTATGGCGGCGGCCCGGGGACATTTGCCAGCAACACTGCTCGAAAGTTTGTCCAGCCCATGTCCAGATTGCCCGAATCAGCTGCTCGATTCTCCAACATTTTTCGCAGAGACCAAAATGAACAGACGCCTGACGGTATACTCCTCTCCGATCTGGACCCCAACAGAGCAAGCTACCAGAGCCTTGACTCGGACGCAATTCCAAACAGCAATACCGCAGACTCAAACTTGCCCAATGGTCAAAAGTTTTTCAGCTGGAATCGAATTCGCGAAACTCTTGGGCGAGAGCCACCCAAGACCCCTCTGACCATCCTCGATCAGCCACTGTATAGACATGGTATACAAGACTCTGATAATTCCAACAAATCGAAGCACATCCCTCATGACAATTTTCTCAAAGAGCTTCCATCGCTGCCTTTTCCTCTCGTCAGTCTTCCCGAGGCTCAAATGCTGCAGCAGTTCAAACGACAGAGAGGTGAAGAAGATCATACTGAGAGTGCAGGCAACTTCGCCGCCCGTGGAAGGTCAAACACTATCAGCACTGCTGCATCGCCAGGTCTCCCTGTAACCCCTTCTCCTCCCAAGAGAAGCTTCTGGGCCATATCTCCCGAGAGTGGCATTACACGACCTGCGCCGACTCACCAGCCCAAGAGCCTGCGCCAGAGGTTCCGTCGTCGTGATTGTAAGTGTAGAGTGTTTGTGATGGACCAAATGCTAACATGAATGCAGCAAGCGAGAGAATTTCTGAGATGCTCGTTTCTTCTTCAGCCATTCTCGATACTCCGCCTTCCGCGAAGCCCCAGTCCAGCACTCACCGAACGTGGTATCGAGGACAGCAGCCGAGCTTCTCAACTCCTCGCGCCAGACAGAGCCAACCTCGTGGGTTCTCCTCAAGCATACGGTCTCGTAGATTCCGGCCCGATTCTGAACCTCTCGATGGAAGCCCCTTCACACTGGCCGAGACTCGCCTTATTGAAGAGGCTCGTGAGAACATGTTCTACCACCGTCAGCGAACCGACATGGTCGCCCAACGAGGAAAGCGGCTTTTCATCTGGATCATGATCCTGACCCTTTTCTTCCCGTTCATAGGCCCAGTCGTACTCTACGGCAAACTCAACTCGGCCATCTCGTGGTATACCCATGGGGAAATCCAGTGTCTCACCCAGGATCAGCGCGGAATCCTCAAGCAGCAACTCGTAGTCGAGGCTGTCTTGTACACTGCTCTCATCATTGCGCTTTCTGTCCACTACTCAATCTACAACTAG
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MHTRSHALTPVNASMMKPLSENSLPYTESDNSARDARHGRNTTASTVSCHSNHYDKSVIEDGVQMHDFSSPTPSKSRGKSPDPNRFVAERPPRINPRVGTGLTVSKTDNSSFEDQAASEWETVAGDDASESYPEASIKPLRRQGNFLGYSPQNGIPQNNHNVWAPQTESFELVSHSGPSVRVQPRSSPRLHSFNSSSSFYSDLSKQSGNDANIYGKSPIPCDPEDFPTDNRAQQQIKTYSHASSDSHDDPFKYDNETYSGFLRPSAEREVSDALHKAGVAVSSKETIPRSPEGNIPNASQRGAPVASFYHAGAIRSAWNVDEEVKVPVHREGDKDTRRAPIPDRRLTGEIAALDKNRPLTGTEGDWQTVTSEQALNSMQQEYLDSIAKGTGSSLADVSDVTERGHQLRTYSSTDRIIRHPYGDNPYDSYHIRRDRGTNLAVSVPRYGGGPGTFASNTARKFVQPMSRLPESAARFSNIFRRDQNEQTPDGILLSDLDPNRASYQSLDSDAIPNSNTADSNLPNGQKFFSWNRIRETLGREPPKTPLTILDQPLYRHGIQDSDNSNKSKHIPHDNFLKELPSLPFPLVSLPEAQMLQQFKRQRGEEDHTESAGNFAARGRSNTISTAASPGLPVTPSPPKRSFWAISPESGITRPAPTHQPKSLRQRFRRRDSSERISEMLVSSSAILDTPPSAKPQSSTHRTWYRGQQPSFSTPRARQSQPRGFSSSIRSRRFRPDSEPLDGSPFTLAETRLIEEARENMFYHRQRTDMVAQRGKRLFIWIMILTLFFPFIGPVVLYGKLNSAISWYTHGEIQCLTQDQRGILKQQLVVEAVLYTALIIALSVHYSIYN*
>PSC70- FG3G13030
ATGTGTCTCCCATGCTTCCCTTGGACGTGGACCAAGGTTGAAGATCCGTACGACGAGATGCACAAGGCCCCTGATCAGTCCGTCTGGGTCCATGATGGACAGGGGTGGGAGTTGCAGAAACTGGTAAGATATAGTATTTCTTTTTCTCAATTTTCTTTCATTTCAGTTACTTGTTCCTTGGGGCACCCTTTTATTCACAGCGAATCCTGTCACCTTGCATATGGGCAACCGTCTCTGCTAGTGACAGCCACGTGGAGAGCGAAAATTGAGTCGCATCAAACAAAGGCTTTCAATTGGAGTGTTTGATGAAATGTAAACATTGAAAACACGCTTTGTCTGTATCGTTACTTGACGCAGCGTTTGCAAGGTCTTGTGCAGAGTGGAGGTGATATCTTGACGAGCTGCCCTCTTGTTTTGAGTCTCCTCTTCTTTTCCTTTCTTCATCAGAGAAAAAGAGGCATCTCTAGCCTTGAGGTTCTTGAATCGCAGGCCTCTCGAGAAAGAGTTTTCCGCCTCTAATTGTCAGAGTTGAACTCTTTCTTCTTGAAAGAAAGAACCAATCATGGCTTCGGCAGGCGCGAACCCGCTCAAGTCTCCAAAGACGCCTCGACGACCCAAGACTCCCGAGTCTCGTCAAGTGCACTTTGAACCCGAGACTAAGCCAGCGACAACTTCTGCTTTCGCCAGGGACTTCAATTCTGGTCGTATCACGGGATACACCAGTGCCAATTCTCCCAGCGGCGGCTTCAGTGCTGGCGTCAACGGTGTCAGTGCCCCAAAGACACCTCCTGGAATCAAGGCTGCTGCTTCCACTGCTACTGCTACTGCTACTGCTGCTGTCACTTCTGCCCCGGAGCAAAAGATCGAGACTCAGCCTACAAACTTCCCCGCTCTCGGTTTAGGCGCCAACCAGCTGCAGTGGCATATCAGTGCCAATCCGACTCAGAGCCTCAGTTACCAGCTGCCTGGGTCCGTCAATTTCATCTCGCCCCCTCCTCAGGCCCATCAGCAGCATTTTTTCTCTCCCCCTCAATTTCATCCTGCTTCCTACATCAGCGTAGGACCAAACGACATCGTCAATTCTCCGACCCCGACCCCAAGCCCTATCACGTATATCGGTATCGGCCCTCAGTCTCCCGCTCTCACCCTCAACCAAGCCAGCAACATGGGTGACTATCAGAACGCTGCCCCTCCTGTGAACGGGCTGCACTTCCAGCCTCCTGTTCCCGACACCACCTTTGGTCCTATGCAGCACGTTTACGTGCCTCGTCATGACGGTGGCCTTGCCGGTCTTCAAGTCGGTGCCCCTGCTTCTTTTAACTATGTTTCTGCTGCCCCTTTTGCTATTGCCCCCTCTTCCTCCTACACCACCGTCGTGGTGCCAAAGACATACTATCTCAACGGCTACACTTACTATGCAAGTTCACTTAGCTGGCTTACCGTTTTGCTCTGTCTTTTGCACGAGTTCGTTTGATACAAGTGCTTTAGTGTTTCTCTCCTGCATCGTCAAGCGACGTGCTAGGATTTTCTATCTCTCCCTCATCTCATCTTCCAAACGTTCATCGCTTTCACCAACATGTACTGACCATTTCTACAGCAGCCAGCTATCGGTTCCATGGCTCCCCAGCCTAGTGCCTATGGAGGCTACGTTGTCCAACAGCAGCAGCAACCCTACTACGTCCAGCAGCCGACCATGGGCCAGCAGCCAGTTCTCATCGCCGGCCAGCTGCAGCAGCCACAGCAGCAGTTTGTGCCTCAGATGCAGAACGTTCCTGGCGTCCCCACGGTCGGCCTGGCGGGTGGAACTGCTGTGCCCGGCACGGTCCCCGTTTTTGCAGGTAATGTCCCTGGTGGTGGTGGCGGTGGCGGTCACATCCCCGAAGTCATGGGTGTTGGTCGTACTGCGGGTGAAGAGCAGCTCCGTCAGATCAAGTTTGCGCATGCGAACAAGCTGTACGAGCCTCAGGAATTCAAGCCCGCCGATGATGACCCTTCCCGTTTCTACTATGTCCGTGAAGTTGACGGGAACTGGACCCAGCGCAACCGATTTACCATTGATCACATGGGTGATTCCAAGTGGTACGTGACCGACGAGGGATGGTTTTATGCCGTCCGACTTCCCAACTAGGCGAGGTGTCACGTAAGTATCTCTACACTGAAATTCCTCACCGTGGGCTGATGGGATTCTACAGGCGAACCACAGTGCACAAAAAGCACAAGAGCAGCAGAAGAAGACAAGACTGCATCGCCAACCAGCACACATCCTCGATTTGTAAGTGGCCGCGAATTTGACACGCACAAAACCAATTCTAACATATTATAGTTGGTCCAAGATCGTTTTAATCAAACAATCTGCTCATCAGAGCGATGCCAATTGA
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MCLPCFPWTWTKVEDPYDEMHKAPDQSVWVHDGQGWELQKLKEPIMASAGANPLKSPKTPRRPKTPESRQVHFEPETKPATTSAFARDFNSGRITGYTSANSPSGGFSAGVNGVSAPKTPPGIKAAASTATATATAAVTSAPEQKIETQPTNFPALGLGANQLQWHISANPTQSLSYQLPGSVNFISPPPQAHQQHFFSPPQFHPASYISVGPNDIVNSPTPTPSPITYIGIGPQSPALTLNQASNMGDYQNAAPPVNGLHFQPPVPDTTFGPMQHVYVPRHDGGLAGLQVGAPASFNYVSAAPFAIAPSSSYTTVVVPKTYYLNGYTYYASSLSWLTVLLCLLHEFQPAIGSMAPQPSAYGGYVVQQQQQPYYVQQPTMGQQPVLIAGQLQQPQQQFVPQMQNVPGVPTVGLAGGTAVPGTVPVFAGNVPGGGGGGGHIPEVMGVGRTAGEEQLRQIKFAHANKLYEPQEFKPADDDPSRFYYVREVDGNWTQRNRFTIDHMGDSKWYVTDEGWFYAVRLPNWARCHANHSAQKAQEQQKKTRLHRQPAHILDFWSKIVLIKQSAHQSDAN*
>PSC71 FG4G02750
ATGAAGATTGCTGCGATCCTTTGTGCCTGTGGCCTTTTGCCTACAGCTGTGGTGGCTGAGTTCAATGGAAATCTGAACTATGCCAGTCCGTCTCGTCGTCATGATCGACTCGGTTTGAACGTTCCTCTAATCAAGCGCCGTTCCTTGAAACGGGGCAACACACCCTACGCTGCATCCCAACTCAACTTCACCCATGGCGTCGCCTCTGGAGATCCTTGGCCCGAAAGCGTTATCCTATGGACTCGCATTGCCCCTTCCCTTGATTCAAGTCTAAGTAACAACGCCGTAAACGGTACTGCTGGACTCTACAGCCACGAGACTGAGAAGTACATCAAGGCCGATCCTCACCCTATCTGCGTGGAATGGGTCGTCTCTGACTCCAACCTTTCTGTGGATCAAGGAAAGTCGGTGGCTAGCGGTCGGGCTTACACTACATCTGATATCGATTATACTATCAAGGTGAGAGCCAAAGGATTGCTCCATTGAACAAGGCTAACTCTTCCAGGTTGAAGCCGATAGCTTACAGCCTCTCACCACTTATTATTATCAATTTTCCGTCTGCGACTCGGACAACAAAAGCCCTGTCGGCCGTACAAAGACTGCTCCTACAGCGGACGACGACGTTTCCGATCTAAGCTTTGCAGTTTTCTCTTGCAGTAACTATCGTGAGTATTGCCCACCGCCTCCATCAGGCTCGTTCAAGTTTGAAATTCGCTGACCAGCCCAGCCAATGGTTACTTCAATGCTTATGGGAATGCGGCTAGAAAGGACGAGCATGACTATGTTATTCATTTGGGAGACTATATCTACGAGTATGGCAAACTTGGCGAAAGAGCCAGCAATCCCAAGTGGGAAATCCGTACGCTTCACGATTACCGAACTCGTCATGGACAGGTACGATCTCCGGACGACCGCTGTGTAAGCCGGACTCTCACATGTTACAGTACCGAACCGACCCAGATCTACAGCTTCTATCCAAAGATTTTGCTTGGATTCCAACTTGGGATGACCACGGTATGTTTACACTCTGTCAGGGGCGCCTATCTAACAACTATGCAGAGTTTGCAAACAATGGTTACAGAGATGGGTTTTCTGGCCTGAATAATACTGAGGACTCTTTTCTTAAATCCGGAAAGAAAGTCAGCGTCGATACTCGAAAAGTGAACGCTGTACGAGCTTACTTTGAGTGGATGCCTATCCGGTATGTTGTGAACTGGTGTCTTTGTGCTCGGCTTTTACTGATACTGTTTATAGCCAAACCGACTTGGACGATGGTCTCCGTGTATGGAGATCTTTCAAAATGGGCAAGCTCCTCGACCTCATCATTCTCGACACGCGAAACTATGACCGCAGTATCACTTCACTGGAATGGAACGATGAATATATCACAATGATCAGTGACGATCCCAGCCGAACACTCATGGGAAGTCGTCAAGAGAACTGGTTTTACAGATCTCTGAGCGAGTCCAAGGAGCGAGGTGCTACTTGGCGAATCGTTGGCAACCAAATCATCTTTTCACGTATCACTGAGAATTATGGTTCCGGTGAGATTATTTCTGGTGATAATTGGAACGTAAGTTTCAAACTACAATACCTGTCTTTCTCGTTATCTGACTTTTGCAGGGCTACGTCGCGAACCGAAACCGAACTCTTGAGCATCTGTACAACAACGACATTAACAACAATGTGTTCCTCGCTGGTGACAGCCACCAGAACTGGGTATGTCTGACTCTACGCTGTTGGATATCAACTAACATACTTTAGGTCTCGGACCTCGTCTGGCTGGGAACCAAGGAATACGACAACAAGACTGGCGCCGGAAGCATCGGAGTTGAGTTTGCTGGAACCGCTGTCAGTTCTAGTGGTATCGACGGTCCAATCGAGCCCACGGCCGGTAAATCCTCTCGATCTAGAGTTGAAAAGAACCCCGAGCTGCAATGGCAGGAAGGCTACTACCGTGGATACTTCATCCTCGACGTCAATTCCAAGAATGTCACATCTCGATTCTACGGTGAGTTCCCAACTTGGATGTCAAGGCAGTTTCACTAATATTTTCAGGTTCCCCCTCTGTCGCTACCCGTAACTCGTGGGACATTCCTTTGGCCAACTTCACTGTCGTTTCTGGTGAGAACCATCTCAAGCGACCTGTTGCCGGCGGTCGTGCAGAGTCTGGTGCTCTTCGTTATGGGGAAATCACTCACACCAACGTTAGTCTCAACACCGAGACTGGAGAGTGGAACAACACTGGCTTTGCGAAGATGTATGTAGACATTCCTAAGGAATAGAGTAGTCTTTATGGAAGTAAAAGTCTGAAGGAAACCGCTTTTGGGAAGAATCTTTAG
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