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	MAEADTSAAPSSSADGSNGAAAPQTTSPKSKGLGLLGKVKVSVELLIALAALLSWVVVGVVMFDFVEYKAVPDIQQIITDPVQAVNDAVDEVSSLLNKFQECAPDLSDPMSAATYAAEEISIAKDGFVQYFSDEEGNFYLSYIDPVVIGRQAFHSTNDFMGGVMGSFRDTLCAIVDTVLDTISDINKGIIDLSYIDPVVIGRGVFSVTNGTVGGIVGYIQDILCAILDSILDIVKGTTDISFIDPVVIGRNVFNVTNDFVSGVAGYVKDVLCAILDVIMDTVKGIQNAVGFNPMTVLQRTVEITTEQISMLVSYVSTTLFGEQGIVPEVPIDPMKVVEDAVLEFTDKKDLFVAYMSSMIVGDQGEPAMPVVNIVTEKDEAVASPSDVTLVRRKGEFLPPFEKDLKAAETRKEEKKEKEAKPEKTIEIKLKEEKLQTKTKPEAKPLEEKPKEEEVVKKLPKEKKEVRKPSKDEKKVKKPLKEEKVVTKLPKDKKEVKKPPKEEDDIKKPPKALKEAKKPPKDDKEVKKPSKDKKEVKKPPKEEKEIKKLPKEEKEVKKPPKEEKEIKKLPKEEKEVKKPPKE

	TRINITY_DN31950_c0_g1::TRINITY_DN31950_c0_g1_i1::g.6433::m.6433
	gi|221158258|gb|ACM07327.1|
	 troponin I [Siniperca chuatsi]
	77.3
	MSHDKKMTSSRKHHLKSVMLAIAAGWLAQEKKDIAAAKQAYMAESCPAPSLGGDQATLMETCKKLHALIDKVDESRYDLQIKIGKGDKEIEDLRIKVVDLAGVKKPALKKVRMSADAMLKALLGSKHTVNMDLRSNLKQVKKEVKEEPAEAVGDWRKNIEDKADRKKMFETS

	TRINITY_DN58952_c4_g30::TRINITY_DN58952_c4_g30_i2::g.114965::m.114965
	gi|657574621|ref|XP_008291025.1|
	 PREDICTED: dehydrogenase/reductase SDR family member 7C-A-like [Stegastes partitus]
	68.8
	MALPFVVVLPLLIVVAAGVYYIYNEVMRFMSKSLVRNKVVVITDAVSGVGTECARLFHKGGARLILCGPSWDKLESLFDSLTSDADPKETFAPKLVILDFSDMDSMEDVVSEVLECYGGVDVLICNSSMKLKAPVQSVSLEADRNIMDVNYFGPSTLAKGVLPMMTSRRSGHIVLVNSIQGRLAVPFRSSYAASKHAAQAFFDCLRAEVEEFGIVVSTISHTFINASEPEPLAAAGPGPKPNFLAEFIVRQLTHGVRPSVLANEILQTVNRKRKEVVLAHPIPRVALCLRSFCPPFLFAVLAAGVKDSVLAEQM

	TRINITY_DN50013_c0_g1::TRINITY_DN50013_c0_g1_i1::g.117766::m.117766
	gi|958304908|gb|JAO51287.1|
	 RS2, partial [Poeciliopsis prolifica]
	50.5
	SCYNDHQMADDAGGRGGFRGGFGAGGRGGRGRGRGRGRGRGRGARGGKSEDKEWVPVTKLGRLVKDMKIKSLEEIYLYSLPIKESEIIDFFLGSGLKDEVLKIMPVQKQTRAGQRTRFKAFVAIGDYNGHVGLGVKCSKEVATAIRGAIILAKLSIVPVRRGYWGNKIGKPHTVPCKVTGRCGSVLVRLIPAPRGTGIVSAPVPKKLLMMAGIDDCYTSARGCTATLGNFAKATFDAISKTYSYLTPDLWKETVFTKSPYQEFTDHLAKTHTRVSVQRGQAVQAATS

	TRINITY_DN58121_c0_g3::TRINITY_DN58121_c0_g3_i1::g.89912::m.89912
	gi|657583721|ref|XP_008295981.1|
	 PREDICTED: titin-like isoform X20 [Stegastes partitus]
	61.5
	GCMITNYIVEKRESGSTAWQLINSSVKRTTLHVSHLTKYMQYTFRISAENRFGVSKSTESETIVAEHPFTPPGPPTKPSVFNVTANTMTLKWEEPYHDGGSKVTGYWIEKKERNNILWVRENKIPCFECYHKVEALVEGLEYQFRVYAMNSAGLSKASEASKGAVAQNPVDPPSKPEVTNVTRTTVSLKWSAPLNDGGSPIVGYIIERKPYTLTGEGRWLKCNYTNVTDQFYTVTALGEGEPYEFRVIAKNTNQVFSLPSESTGSVQCKTDFEPPKAQLDSKLMSETVMVRAGSDLVLDAAVGGRPDPKASWSKGNRDLELCEKYHLQYTSTKAMAIIKFCDRDDTGKYILTVRNVSGTKTAEVNVKVLDTPGVCEGSIEISKITEESCTLSWKPPVEDGGDDISHYIVERRDTNRLNWVIMNAECKELTCNISGLFKNTEYLFRVRGVNKYGPGVHLQSGPMIARNTFTVPTPPGAPEILASGKDFATIEWLKPESDGGSPLIHYLVERRERKSARWVKVNRDGAHLDSTLKVSGLTEGNIYQFRVTAINKAGESEASEVSLYVVCRVPTCTPAPPSIPRITDTHADSISLAWSRPVEDGGSDVMGYILEMQEAGAEEWSKAHEKTLRTTEHVVTGLSAGKKYCFRVAGININGTGDFSEPCAETEPVERIEPPDFELHDDLKKTICLRAGGSLRMFVHVTGRPTPAITWSKPGVDLHTRGFIEVNSSSTTLIIDKVHRYDAGKYTLVAENSAGKQEVNILVKVYDTPGPTGPLKIKELTKDSATISWEAPAVDGGAPVNNFIIERREASMRAYKTVTAKCSKTSYKIDGLMEGMLYYFRVLPENIYGIGEPSETPDVILVCEVPLPPNKLEVIDVTKSTVSLGWEKPEHDGGSRLTGYVIEACKFGTDKWMKVATLKLTDFEYTIEKLNEKEQYLFRIKAVNSRGASEPKELVTAITVQEQRVMPMVDFSSIPQKVVNVLAGKTLELDLPIIGRPPPVCSWYFHENKLKVTDRVKIKSTGKFSKLTMSDTTINDTGDYSLEVKNAVGVITEVIKVVVLSKPDEPSGPFRLDEIDATCVTCSWDPPARDGGAPISGYVVEQRDAHRPGWVPVSDSVSRPTFKFVNLIEGDEYVFRAAAVNRYGTGDFLQSEIVTCKSLKNVPGPPGRPVVFDVSRDGMTVAWEPPEEDGGLDISGYIIERKEVRSDRWVRANKNPVTMTRYRSTELIEGLEYEHRITAINARGQSKPSLCSKPAVATDPIDPPGCPQNPRITDTTKSSVSLAWSPPDDEGDARVDGYLIEMQKVGTMAWIKCNTTPSLICEYTLTKMPQGEEFKFRVMACNAGGSGEPAEVPGTVTVTEMLESPDYDLELKYKDVYVVRHGGVVRLSVPIKGKPHPTCKWLKDSGAVSTKAMIASTEDASELVIKGAERSDSGMYDLLLENRVGKKKAQIKVKVIGRPNAPEGPMVFEDIQANSVKVCWKAPTEDGGSEILGYIVERREATRNAWYTVDSRVTDTHLVVKGLREGTEYHFKVTAENSFGVSASLKSEEPLMAKTPLCPPEPSSTTPEIMDVTKSSVALAWSRPKDDGGSAITGYFVEYKLVSSETWSRYETKISSTMFTLPGLTPDAEYQFRIVAVNDIGESEAGPVSDPVTCKDPFEKPSQPGEIDTVNVTNNLIAIRWQAPECDGGKEVLGYWVEYRKSVESTWKKCNRDRLKQMEFTMRGLAEATEYEFRVFAENETGMSRPRRTVTCIKTKLSVETKPSLRKEMDEVTTKLGQPAVMKCQIIGRPVPEIKWYHAGKEIVESRKYEMSSDGRNHSLSIMTDQQEDEGEYTCKAINDAGDAETSGVLVLEAAPSFHPDYPLKDIYYAGLGTTLRIHAAYIGRPEPKIMWLHGAKTLENTDDISIETTEHYTHLVIKNVQRRVHGGKYRIRLHNHFGRADTPFTVEIYDKPDVPQGPIVLDALLKNSVIISWKPPKDDGGCMITNYIVEKREDKEGTEWELVSSSINGTSCRVPNLIDSAGYFFRVYAQNRYGNSEPLELTSPILIKSQLEKPSPPQSPVVSGITKDSCVVSWKPPLSDGGSKIKSYCLEKKHKKDKKEWTEWTPVTTDEIKQTVFSVKRLTEGVEHIFRVKCENLGGQSDYSEETTPMIPATAVDVRAPAFKEELRNMSVKYKSNATLVCKITGQPKPVIKWFRRGKEIHSDGKKIKIQEFKGGYHQLVITEADEEDSTVYQIRATNQGGSICATVSLDVEVPAKIHLPKNLKDKEAIPALRGEVVNIKIPFSGKPDPVITWQKGQDLIDSNGHYQVIVTRSFTALVFPNGVEKKDAGFYIVCAKNRFGIDQQTVELDVADVPDPPRGIKASDVSRDSVTLNWVAPANDGGSRVISYIIEKCPTTAERWERVAQSRDTRYTVINLFGGTSYQFRAIAENKFGQSAPSETSGPVMTKEDKSRVLLYDREVDDTGHVRKGKAPNSEAKNLHNKYAIAEELGRGQFGIVHRCVDISSEKTYMAKFVKVRGADQAIVKKEIATLNLAKHTSFLLLHESFDSPEELVMIYDFISGGDIFERLSSAEFELNEREVANYIRQICSALEFLHTQSYGHFDIRPENIVYTTRTSSNVKIIELGQSRHLTPGDQIKVQYTTAEYAAPEIHQCDMVSTVTDMWSVGVLAYVLLSGLNPFTAETNQQMIDNISNAAYSYDDESFTHVSVEALDFTDRLMTKDRKHRMSAAEALAHPWLTKPVEEISGRAIPTGRHKRYYQSMVRKEWSTVISAARVACGGSIRSQRGVFVAKVKIAPFEHGPLAGQVTHAVANEGDNVKFICNIDNYDSTTEVTWYCGVRQLEAGNKYEIDYEDGLAVITVSKVTRADDGTYRCKVVNEYGEDSAYAELFINGVRKYRDFFTTRVVKRTKRRVDTARMLQKPPEFTLPLVNRTAYIGEDVRFGVTITVHPEPRVMWHKSGQKLIPGQDDKKYTFITDKGLYQLIIHDLDKEDDAEYSVVARNRYGDDSCKSRLTVVPRPKPADLTLRPMFKRLLANVECREGQKVRFEIRVSGHPTLKWEKDGTPLAFGPSIEVVHEGLDYYILHVRDTLPEDSGVYRVTATNSAGSASCQATLKVERVAHVKKEYEPSQKEKEKAAKKEELDKKVRLSQILSGTVITPLPPAAVQAVREAATMFKPAVTTKKGEKTEAEIKKEQEERKKRADEKRLRMPYDVPAPRVINPAVLEEDVEIKHFKPFSDMKWYKKLRDQYEFPEPMDKIKQKRMKRIRLSRWEQFYEVPIRIKDQYKPKWRISSMTQDDLETVRPARHRTPSPEIDAYHRIRRRSLGDLSDEELLLPVDEYLSMKRTEEERLRLEEELELGYSASPPSLSPVRFELSALRPSSPRRAYSDDEEGEEVHRYDSYRIPSKYEAGPSFIDLRQRHDKTTHRPPREKQRVYAEREDQELLRPHKTAQRISSYKSELKRMEFEEKTRTTKQKSTVTVTAYSEGVESEHLTAFTSEYIPKPIKKLPTPEPERRRSPTPERAVKTDIVYPKVDFASRYEERKQALRSERRSVERKFEVVTQAPFSLDHAPRITIRLRSHRVPYGTNTRFTLNVQAKPEPEVKWFHNGKEIHQSHKYHMTNISGVLTLQIINCVTEDGGTYRVVCKSAKGETSDYATLDVAGEEYAAFSSLRRDEEPPSSHLPEMTRTEVYHVSSSKTTVRESVKETVKETTTVVERPRETPSVPAKILTKPLSLTVEEGDLARFECDVAGEPAPCITWMHEGAVIGSSARHHIVSTQYNSSFEISAVEMSDEGSYTLEVENAGGKQEAHFTLSIRKSESKEKVVAPQRVTSPEAKSPLAKSPEPVKSPQRVKSPEPVKSPQRVKSPVSPKSPTPKSPTPKSPTPKSPTPSEKERVTSPIKSPKRVMSPTIERKPTFSVGLSDVTANSDSIVKLSVKVTGEPRPTITWLKNGKALSQGGKYEIFEESGSVHLEIYESEVSDSGEYRCTAANSSGAVSTTCTVTVRASKISEEVVKQEMVHKEVVSSHSQMSITQGQSLTSDPAKRSDAPHFLLQPRSQIVDEGQNVIFTCEVAGEPSPEVEWLKDNVTISATSNIRLSCSQHVYTLEIREATVADTGKYTIKAKNQFGQCSATTSLNVISSPPKIEALPHDVSIEPGKSLKVEGLFSGDPAPSVEWVRSGRILPNGDERYRVENTSDLSTLVISAVKEDDAGAYTLRLNNELGSDSATVNIHIRSM

	TRINITY_DN5796_c0_g1::TRINITY_DN5796_c0_g1_i1::g.101435::m.101435
	gi|6230879|dbj|BAA86218.1|
	 alpha hemoglobin A [Seriola quinqueradiata]
	57.3
	MSLSGKDKSIVKSFWDKVGGKAADIGADALGRMLVVFPQTKTYFAHWADVGPDSAQVKKHGATIMAAVGDAVGKMDDLTGGLSALSELHAFKLRVDPANFRILAHNMLLVLAMYFPADFTPEVHTACDKFLQNLALALAERYR

	TRINITY_DN3078_c0_g1::TRINITY_DN3078_c0_g1_i1::g.463::m.463
	gi|961956273|ref|XP_014869118.1|
	 PREDICTED: guanine nucleotide-binding protein subunit beta-2-like 1 [Poecilia mexicana]
	65.3
	MTEQMTVRGTLKGHSGWVTQIATTPQYPDMILSASRDKSIIMWKLTRDETNYGIPQRSLKGHSHFVSDVVISSDGQFALSGAWDGTLRLWDLTTGATTRQFVGHTKDVLSVAFSADNRQIVSGSRDKTIKLWNTLGVCKYTIQDEGHSEWVSCVRFSPNSSNPIIVSCGWDKMVKVWNLANCKLKTNHIGHTGYLNTVTVSPDGSLCASGGKDGQAMLWDLNEGKHLYTLDSGDTINALCFSPNRYWLCAATGPSIKIWDLEGKIIVDELRQEVISTNSKAEPPQCTSLAWSADGQTLFAGYTDNLIRVWQVTIGTR

	TRINITY_DN57995_c0_g4::TRINITY_DN57995_c0_g4_i1::g.44197::m.44197
	gi|657548411|ref|XP_008279112.1|
	 PREDICTED: mitochondrial inner membrane protein isoform X2 [Stegastes partitus]
	63.7
	RGRSGATRASKRSKLRRRGRGSEGRKRKTRGERSQSVSQCSVCAGSSDHQCLKPPQRPRTMLRACLRGANATARKHCGRVPLNNLQHSRHYTTGGSSGGAAKVVVAGLLTVGGGVGGTIIYAKWDHKFRAAVESNVPYSDWVLGLALGPPSQDAGLPFKKQLEKAQPPSMLEKQMKAKAKSEKKAAEAAESSPVPTQPALSLEEASTEATHIISAISEVPTVPAPCDTEAAAVKEECKECHDHTEAPVSAAVQPDPESAAAEPLRERPVEEVTARLAQQDLEEQDVVAAVSEGLEDSLSSSAKATLQAIGAQEAALQAITRHTLKLKEAMEAEVPPQEKSDQWKDLEAALTDRTSAVNDAQSALTKANEALDSLKSVIDKSKGLKVSAVRPLVLAAEENLHNMVVDLDKVITKVQSAESESKIVSQYSELVNEAKLQFQREVSSLTPEIQANWKGLTGKLSPDDLNALIAHAHRRIDQLNRELAEQRVREQIHMDGALEQQRLEDQKAQEKAVATALQHYKEDSRLEQERKLSELREVMEAEMRTQLRRQAAAHTDHVQDVLKVQEQELKSEAEQVLSSKMLEQETRYRQLSQEQLDNFTLDMNTAYARLKGVEEAIDSHVVAEEEARKAHQLWLSVEALNYALKTAEAGSPTAPLEGAAQ

	TRINITY_DN47624_c2_g4::TRINITY_DN47624_c2_g4_i2::g.12600::m.12600
	gi|657554793|ref|XP_008281877.1|
	 PREDICTED: nascent polypeptide-associated complex subunit alpha isoform X1 [Stegastes partitus]
	85.5
	MPGEATETVPVTEQEMQQPQVETASSQQPQAASGPAKPKGKGAKNAQGSSAPKAVPGRRKRSSMSASSSSPTSPKSTPSTPLTPVISPLASSPASSSAQQANRSAPKVVKAGKQGKAKKGEEFVPAPTPQECKVTVAAEKPVEASPKQTVVEAKPAPAETKKPSPAAFKVTSKPAVAAPVSFSETLATSPPKSHVEVKVASPKAVAADDELPPLIPPEKPLKMPEIVPPAKVEVAVEAPKPAVEAKAAPKAKQEAAKPAVEVAKPAVEVAKPAVEVAKPVVEAKLAPVEAPKAKQEAAKPAVEVAKPAVEVAKPVVEAKLAPVEAPKAKQEA

	TRINITY_DN46549_c6_g3::TRINITY_DN46549_c6_g3_i1::g.96573::m.96573
	gi|379998736|gb|AET79258.2|
	 parvalbumin 1 [Siniperca chuatsi]
	95.4
	MAFASILKDADITAALAACQAADSFKYKEFFAKVGMAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA

	TRINITY_DN29852_c0_g3::TRINITY_DN29852_c0_g3_i1::g.5844::m.5844
	gi|657528877|ref|XP_008292573.1|
	 PREDICTED: proteasome subunit alpha type-1 [Stegastes partitus]
	58.9
	MFRNQYDNDVTVWSPQGRIHQIEYAMEAVKQGSATVGLKSKTHAVLVALKRAQSELAAHQKKILNVDNHIGISIAGLTADARLLCNFMRQECLDSRFVFDRPLPTSRLVSLVGSKTQIPTQRYGRRPYGVGLLIAGFDDMGPHIFQTCPSANYFDCKAMSIGARSQSARTYLERCMDKFSDCNLNDLVQHGLRALRETLPTEQDLTTKNVSIGIVGKEMEFTIYDDDDVAPFLEGLEERPQRKVAQPADEPAGDAAPAPDEPMEH

	TRINITY_DN51108_c0_g7::TRINITY_DN51108_c0_g7_i1::g.82614::m.82614
	gi|657588840|ref|XP_008298779.1|
	 PREDICTED: creatine kinase S-type, mitochondrial [Stegastes partitus]
	81.3
	RDWPDARGIWHNNEKTFLIWINEEDHTRVISMEKGGNMKRVFDRFCKGLKQVEHLIQERGWEFMWNEHLGYVLTCPSNLGTGLRAGVHVRLPKLSKDPRFPKILDNLRLQKRGTGGVDTAAVGDTFDISNNDRLGKSEVELVQMVVDGVNYLIECEKRLEKGQDIKVPAPVSQFRK

	TRINITY_DN48294_c0_g1::TRINITY_DN48294_c0_g1_i1::g.55880::m.55880
	gi|584018877|ref|XP_006804149.1|
	 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Neolamprologus brichardi]
	69.3
	MLGAVGRCCTGALQALKPGVQPLKALVGSPAVLSRRDYVAPAAAASVANGRIVAVIGAVVDVQFDEGLPPILNALEVKGRESRLVLEVAQHLGENTVRTIAMDGTEGLVRGQKVLDTGAPIRIPVGPETLGRIMNVIGEPIDERGPISTKQTAPIHAEAPEFTDMSVEQEILVTGIKVVDLLAPYAKGGKIGLFGGAGVGKTVLIMELINNVAKAHGGYSVFAGVGERTREGNDLYHEMIESGVINLKDTTSKVALVYGQMNEPPGARARVALTGLTVAEYFRDQEGQDVLLFIDNIFRFTQAGSEVSALLGRIPSAVGYQPTLATDMGTMQERITTTKKGSITSVQAIYVPADDLTDPAPATTFAHLDATTVLSRAIAELGIYPAVDPLDSTSRIMDPNIVGSEHYDVARGVQKILQDYKSLQDIIAILGMDELSEEDKLTVARARKIQRFLSQPFQVAEVFTGHMGKLVPLKETISGFQSILGGEYDALPEQAFYMVGAIEEVVQKAEKLAEEHS

	TRINITY_DN50937_c0_g6::TRINITY_DN50937_c0_g6_i1::g.37905::m.37905
	gi|974096226|ref|XP_015246606.1|
	 PREDICTED: glycogen [starch] synthase, muscle-like [Cyprinodon variegatus]
	48.5
	MPLARSLSVTSLSGLEEWDEEFDLEDAVLFEIAWEVANKVGGIYTVIQTKARLTSEEWGENYFLVGPYVESNVRTQVELIEPTNPVLKRTIDKMNSSGCKVYFGRWLIEGSPYVVLIDVGFTAWSLDQWKKELWDLCDIGVPWFDREANDAVLFGFLTAWLLGEYAAQCEEPPHIVAHFHEWLAGLGLVLCRHRQLPIATIFTTHATLLGRYLCAGNVDFYNKLSEFNVDKEAGDRQIYHRYCLERAAAHCTHVFTTVSQITAIEAEHLLKRKPDIITPNGLNVKKFSAMHEFQNLHAQSKNRIQEFIRGHFYGHLDFNLDKCLFLFIAGRYEFSNKGADVFLEALARLNYLLRVNHSDVTVIAFFIMPARTNNFNVETLKGQAVRKQLWDTAHTVKERFGKKLYESLLVGQLPDVSKMLDKEDFTIMKRAIFATQRQCQPPICTHNMLEDSSDPILNCVRRIGLFNSSADRVKIIFHPEFLSSTSPLLPMDYEEFVRGCHLGVFPSYYEPWGYTPAECTVMGIPSVSTNLSGFGCFMEEHIADPSAYGIYILDRRDRAVDESCNQLTSFLFQFCKQSRRQRIIQRNRTERLSDLLDWRYLGRYYIAARHMALAKAFPDTYLYEPHEPSSASGFRYPRPASVPPSPALSRHSSPHHSEAEDDVDEDEDERYDEDLEAEKDRVNIRQPYTPPYKNKSLLGANGNGVISEKN

	TRINITY_DN49351_c1_g1::TRINITY_DN49351_c1_g1_i1::g.75759::m.75759
	gi|657554845|ref|XP_008281906.1|
	 PREDICTED: poly(rC)-binding protein 2-like isoform X2 [Stegastes partitus]
	79.3
	MDSSMVEGGLNVTLTIRLLMHGKEVGSIIGKKGESVKKMREESGARINISEGNCPERIITLAGPTTSIFKAFSMIIEKLEEDISTSMTNSTATSKPPVTMRLVVPASQCGSLIGKGGCKIKEIRESAGAQVQVAGDMLPNSTERAITVAGTPQSIIECVKQICVVMLESPPKGVTIPYRPKPSGSPVIFAGGQAYAVQGQHAIPQPDLTKLHQLAMQQSPFPIAHSNQGFQAGMDASAQTGSHELTIPNDLIGCIIGRQGAKINEIRQMSGAQIKIANPVEGSTDRQVTITGSHASISLAEYLINARLSSEATGLAAN

	TRINITY_DN51688_c1_g1::TRINITY_DN51688_c1_g1_i1::g.38040::m.38040
	gi|657588631|ref|XP_008298664.1|
	 PREDICTED: retinal dehydrogenase 2 [Stegastes partitus]
	62.9
	MTSSKIEIPGEVKSDPAALMASLQLMPSPVPNPEIKYTKIFINNEWQDSVSGKVFPAYNPATGEQICEVQEAEKADVDKAVQAARLAFSLGSVWRRMDASERGRLLSKLADLVERDSVYLATIESLNSGKPFLPTLFVDLQGTIKTLRYFAGYADKIHGTSIPMDGEYLTFTRYEPIGVCGQIIPWNFPLMMTAWKLGPALACGNTVVLKPAEQTPLTCLYMAALIKEAGFPPGVINILPGFGPTAGAAIASHMGIDKVAFTGSTEVGKLIQEAAGKSNLKRVTLELGGKNPNIIFADADLDLAVEQAHQGVFFNAGQCCTAGSRIYVEEPIYDEFVRRSVERAKRRIVGSPFDPTTEQGPQISREQQNRVLEFIQSGISEGAKLECGGKALGLKGFYIEPTVFSNVGDDMRIAREEIFGPVQQLMKFKTIEEVIERANNTDYGLVAAVFTNDINKAMTISTAMQAGTVWINCFNALSTQCPFGGYKMSGNGRELGESGLKEYSEVKTITMKMVAKNS

	TRINITY_DN58283_c0_g37::TRINITY_DN58283_c0_g37_i1::g.44842::m.44842
	gi|734645632|ref|XP_010751918.1|
	 PREDICTED: methionine aminopeptidase 2 [Larimichthys crocea]
	66.9
	FPAASAIMADVVAEQAAEQKAAPDRDREQLNGEAEDREEADPVETAKKRKKKKKKKSAATTGAEPEADGVGEVTKQLEKQAIEDKEKEEDGEEDGDDGENSAGKKKKKKKKKKGPKSQTDPPSVPICDLYPTGVFPIGQECEYPASQDGRSAAWRTTHEEKRVLDKANEEVWNDFRQAAEAHRQVRQHVRSFMKPGMTMIEICERLEDCSRKLIKENGLNAGLAFPTGCSLNHCAAHYTPNAGDTTVLQYDDVCKIDFGTHINGRIIDCAFTVTFNPKYDKLLEAVRDATNTGIKNAGIDVRLCDVGESIQEVMESYEVELDGKTYQVKPIRNLNGHSIGQYRIHAGKTVPIVKGGEATRMEEGEVYAIETFGSTGKGVVHDDMECSHYMKNFDVGHVPIRLPRAKHLLNVVNENFGTLAFCRRWLDRLGESKYLMALKNLCDLGIVDPYPPLCDTKGCYTAQFEHTILLRPTCKEVVSRGDDY

	TRINITY_DN5925_c0_g1::TRINITY_DN5925_c0_g1_i1::g.71521::m.71521
	gi|56565283|dbj|BAD77969.1|
	 type 1 collagen alpha 2 [Paralichthys olivaceus]
	89.8
	MLSFVDTRILLLLAVTSYLASCQYSGPRGDKGPRGDMGPKGPDGKDGKPGLPGPAGPPGPPGLGGNFAAQYDGVKAPDPGPGPMGLMGPRGPPGPPGPPGPQGHTGHAGEPGEPGQTGALGPRGPSGPPGKSGEDGNNGRPGKPGDRGTPGPQGARGFPGTPGLPGMKGHRGYTGLDGRKGEPGQTG

	TRINITY_DN50943_c0_g1::TRINITY_DN50943_c0_g1_i1::g.37726::m.37726
	gi|617417706|ref|XP_007557445.1|
	 PREDICTED: 60S ribosomal protein L3-like [Poecilia formosa]
	49.8
	MSHRKFHAPRHGHLGFLPHKRSKKHRGKVRTWPKDDPSKPVHLTAFPGYKAGMTHTLREVHRTGLKQSKREDVEAVTIIETPPVIVVGIVGYIHTIRGLRSLKTIFAEHLSDECKRRFYKSWYKSKKKAFTKYSKKWQDEAGKKQLDKDFTMLKKYCSTIRVIVHSQMRLLPIKQKKAHIMEVQLNGGSISDKVDWAREHLEQAVPISSVFYQDEMIDVIGVSRGHGFKGVTSRWHTKKLPRKTHKGLRKVACIGAWHPARVAFTIARAGQKGYNHRTELNKKIYRIGRGVHIQDGKVIRNNASTSYDTSQKTITPMGGFPQYGDVNNDFVMVKGCVVGTTKRVLTLRKSLLVHTSRKSKETIELKFIDTTSKFGHGRFQTAQEKRAFMGPLKKDVKKTLPEPLSEDV

	TRINITY_DN36769_c1_g1::TRINITY_DN36769_c1_g1_i1::g.32743::m.32743
	gi|765111561|ref|XP_011473251.1|
	 PREDICTED: 60S ribosomal protein L9 isoform X1 [Oryzias latipes]
	80
	RHVRALQQRRDVLPSSFPLLPARMKTILSSQTVDIPDNVEIRLKGRTVIVKGPRGKLVREFNHINLELSLLGKKQKKLRVDKWWGNRKELATVRTICSHVQNMIKGVTLGFRYKMRSVYAHFPINVVIQENGTLVEIRNFLGEKYIRRVRMRTGVVCTVSAAQKDELVLEGNDVELVSNSSALIQQATTVKNKDIRKFLDGIYVSEKGTVVEGDQ

	TRINITY_DN32831_c0_g4::TRINITY_DN32831_c0_g4_i1::g.31895::m.31895
	gi|974097077|ref|XP_015247066.1|
	 PREDICTED: ATP synthase subunit delta, mitochondrial [Cyprinodon variegatus]
	73.1
	MMAARFLRRALPVVRHARSYAEAASGAPQMSFTFASPTQVFFKEASVKQVDVPTLTGAFGILPAHVPTLQVLRPGVVTVFSDDGSAAKYFVSSGSVTVNADSSVQLLAEEAVPLDQLDVAAAKANLEKAQSELAGASDEAARAAVQISIEANEAIVKALE

	TRINITY_DN54863_c2_g1::TRINITY_DN54863_c2_g1_i1::g.41310::m.41310
	gi|657558875|ref|XP_008283410.1|
	 PREDICTED: reticulon-3-like isoform X1 [Stegastes partitus]
	69.1
	MDPMTQSAQISSSQGLADGQNSAAKESKLSDSFLSSSPVSLIQSPQVKDLIHWRDPKKSGLVFGVSMLMLLSLAAFSVISVVSYLLLALLCVTITFRIYKSVVQAVQKSNEGHPFKTLIDKDVSIPPETFRKHVDASLTYINRALKQMSRLFLVEDLVDSLKLAVVMWLLTYVGAVFNGITILILADILLFALPPVYEKNKTQIDQYIDVARTQVNTTMAKLQEKLPGAVKRSKTEMGDPATLVEPTTPAVVTAIPTAVAGETQDGNKTQSANKNGKKADSGSSGSFFNWFIVLALLGVWTSVAVVYFDLVDYQGVLGKLVAYDTDGDGDFDVEDAKVLLDEKPGDAARGGAKREIFPKDASKNLREALKQQLAIIHERVEAKKLAKLALAEVRQLLAKEEEEKALELGRQEIRGRVQDRVAARLKEEEEKIEKEEMEKAVEKLRKEKAKQQDQQKEESEEEEEKSKKGEKKVEGEGKKAQEDKGRGKETTKEKKKKSKAEKSDKGKK

	TRINITY_DN53268_c1_g1::TRINITY_DN53268_c1_g1_i5::g.16444::m.16444
	gi|930771688|ref|XP_005950973.2|
	 PREDICTED: fibrous sheath CABYR-binding protein-like [Haplochromis burtoni]
	62.5
	MGDPATLVEPTTPAVVTAIPTAVAGETQDGNKTQSANKNGKKADSGSSGSFFNWFIVLALLGVWTSVAVVYFDLVDYQGVLGKLVAYDTDGDGDFDVEDAKVLLDEKPGDAARGGAKREIFPKDASKNLREALKQQLAIIHERVEAKKLAKLALAEVRQLLAKEEEEKALELGRQEIRGRVQDRVAARLKEEEEKIEKEEMEKAVEKLRKEKAKQQDQQKEESEEEEEKSKKGEKKVEGEGKKAQEDKGRGKETTKEKKKKSKAEKSDKGKK

	TRINITY_DN99037_c0_g1::TRINITY_DN99037_c0_g1_i1::g.27711::m.27711
	gi|657534560|ref|XP_008274138.1|
	 PREDICTED: 40S ribosomal protein S25 [Stegastes partitus]
	78.1
	MPPKQDKKKDTGKSKKDKDPVNKSGGKAKKKKWSKGKVRDKLNNLVLFDKATYDKLYKEVPNYKLITPAVVSERLKIRGSLARNALQELLAKGMIKLVSKHRAQLIYTRNTKGGDEEAAAEKA

	TRINITY_DN51612_c0_g2::TRINITY_DN51612_c0_g2_i1::g.58145::m.58145
	gi|974088169|ref|XP_015242208.1|
	 PREDICTED: cold-inducible RNA-binding protein isoform X4 [Cyprinodon variegatus]
	57.6
	MSDEGKLFIGGLSFETNEESLAAAFGKYGTIEKVDVIRDKETGRSRGFGFVKYDNAEDAKDALDAMNGKTLDGRAIRVDEAGKGGRSRGGFGSGPRGGRFSGSRGRGGRGYSRDFGGGGYNGDRGYGDRSYGDRSFGGGERSFGGGGGGGYRSGGYSSGGGGGYRENRGQGGYGDRSGSYRDGYDSYATHE

	TRINITY_DN98383_c0_g1::TRINITY_DN98383_c0_g1_i1::g.110710::m.110710
	gi|765133271|ref|XP_011478710.1|
	 PREDICTED: rho guanine nucleotide exchange factor 9 isoform X3 [Oryzias latipes]
	8
	LGSPLQNRDQMRANVINEIMSTERHYIKHLKDICEGYLRQCRKRVDMFNDDQLKVIFGNIEDIYRFQMGFVRDLEKQYNTEEPHLSEIGPCFLEHQDGFWIYSEYCNNHLDACMELSKLMRDGRYQHFFEACRLLQQMIDIAIDGFLLTPVQKICKYPLQLAELLKYTAQEHSDYRYVAAALAVMRNVTQQINERKRRLENIDKIAQWQASVLDWEGDDILDRSSELIYTGELSWIYQPYGRSQQRVFFLFDHQLVLCKKDLIRRDILYYKGRIDMDRYEVRDAIDGRDDDFNVSVKNAFKLCNKDSEEIHIFLAKKPEEKIRWLRAFHEERKMVQEDEKIGFEISEYQKRQAAMTVRKVTKQKGEATRRYQV

	TRINITY_DN51167_c0_g5::TRINITY_DN51167_c0_g5_i1::g.70931::m.70931
	gi|658878547|ref|XP_008422265.1|
	 PREDICTED: NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 8 [Poecilia reticulata]
	16
	MPTTVEAPTLQELKVDEVNVSSAVLKAAAHHYGSQCDKPNKEFMLCRWEEKDPRKCLEEGRKVNECALNFFRQIKGNCAESFTDYWTCLDYSNLGELRHC

	TRINITY_DN57119_c1_g11::TRINITY_DN57119_c1_g11_i1::g.125802::m.125802
	NA
	NA
	17
	MMSYRCGCCVSFRFMSMSSPSGVKPWRRRRWRTASLRTVKTLRVNPHQSDCTTTLTVSVSVAVVVRLCVAAVVVVVSDDDVVVRRTKARQTLLSFRLDRSVWTVRCYGFRVV

	TRINITY_DN55199_c5_g1::TRINITY_DN55199_c5_g1_i1::g.18894::m.18894
	gi|548429331|ref|XP_005743648.1|
	 PREDICTED: ankyrin repeat domain-containing protein 1 [Pundamilia nyererei]
	35.5
	MGLHSVEELVTGKRPEGKESEDFKGGVYEAAVSQEKRDDITGVGGALAEEEVSVAALNTDKSGRLKLETVDDLFNILQLKKRRRERKSPVHKKQQQQPEPLPETVDEQSFLTAAMENKLPVVEKYLRDGGKADTADHFQRTALHKASFRGHLEVMRRLLEAGAAIDKKDKLEATAVHWACRGGSLPALQLLLDQGAKFTSRDKLLSSPLHVAVRTGHCECAEHLIHCGADVNAKDRDGDTPMHDAVRINRFKMIKLLMMYGASLTTKNSDGKTPLETLNSWQNGAKSLLCNFSEEKTNQ

	TRINITY_DN46381_c0_g4::TRINITY_DN46381_c0_g4_i1::g.81824::m.81824
	gi|583989691|ref|XP_006790048.1|
	 PREDICTED: NADH dehydrogenase [ubiquinone] iron-sulfur protein 4, mitochondrial-like [Neolamprologus brichardi]
	76.6
	LFLRGSRTSLLTTVMASSMSLLGLGRLTVINAASKALLNPIRSTSTSTLRLAEKPGQDTQLITVDEKLDITPVTGVPEEHIKTRKVHIFVPAKTAMQSGVNSTKKWKMDFDTRERWENPLMGWASTGDPLSNMLLSFSTKEDAIAFAEKNGWSYDVTDKRSSKPRVKSYGANFSWNKRTRRSAK

	TRINITY_DN6726_c0_g1::TRINITY_DN6726_c0_g1_i1::g.100649::m.100649
	NA
	NA
	59.8
	IIIIIIIIIIIIMISPAELLMKIFSMMQMKTVDRCELSHFKSQCRSLNSTPNAVFPCSSSSESSAAVQPVKLCTALRPDHSVCSAAILTRLSSRVMKQLLFSPTSTSPKPMSEVRTLMGPIAPFMWT

	TRINITY_DN47499_c0_g3::TRINITY_DN47499_c0_g3_i1::g.36137::m.36137
	gi|657524951|ref|XP_008278859.1|
	 PREDICTED: dnaJ homolog subfamily C member 8 [Stegastes partitus]
	38.6
	MAAAGGESSQPVSDELFQNFYTEVKQIEKRDSVLTSKQQIDRLLRPGASYFNLNPFEVLQIDPEATDDELKKRFRALSILVHPDKNQDDPDRAQKAFEAVDKAYKLLLDPEQKKRALDVIHAGKEYIEHMVKEKRKQLKKEGKMIDVEEDDPEMFKQAVYKQTMKLFAELEIKRKEREAKDMHERKRAREEEIEQAEKAKRDREWQKNFEETRDGRVDSWRTFQAKGKTKEKKNRSFLKPPKVKMEQRE

	TRINITY_DN54183_c0_g3::TRINITY_DN54183_c0_g3_i5::g.59066::m.59066
	gi|657737581|ref|XP_008324265.1|
	 PREDICTED: mucin-5AC-like [Cynoglossus semilaevis]
	52.9
	QACTHWLPCAGLQPALTHPLHVRKGSQSISSPSLSKGSAKISISSGARTPFPFATQSKSEGEVRRVHSHRIIMKTNRVLLLLLLAFTPVSPSASDESTLPTSSVSPNNGAAPQLPSVSPNNGTASPATQDGTTQTAPSNKGTVRPTILATLPATTQVGATSSNNKSAESTQTPPVGTAPTPVNQTNKDESIDPQGNRPSNNPTAVNTTSSTIPGTVKANPTGNATPGTGTKQSPPVKENDAGSQTGGDKPAEPKPGNKLLWILLPVTLLAAAAVGFYLKFKSKRVNDCTETIDTGTENASFQSRPESTKDGVMLLGVKSSGAEENAAAR

	TRINITY_DN47384_c0_g1::TRINITY_DN47384_c0_g1_i1::g.12259::m.12259
	gi|410904401|ref|XP_003965680.1|
	 PREDICTED: electron transfer flavoprotein subunit beta [Takifugu rubripes]
	63.8
	YHPKNRPTSPPWVKVHCGDCVTSTSGKLNVSSTMSGRVLVGVKRVIDYAVKIRVKPDKSGVVTDGVKHSMNPFCEIAVEEAVKLKEKKLIKEVVAVSCGPQQAQETIRTALAMGADRGIHVEVTGKDYDTLGPLQVSKIMAALAKKEEAQLVILGKQAIDDDCNQTGQMTAALLDWPQGTFASEVAMEGDKVKVVREIDGGLETIKINTPAVVTADLRLNTPRYATLPNIMKAKKKKIANVKPADLGVDLTSRLEVLRVDEPPQRQAGVKVETVDDLVGKLRETGRI

	TRINITY_DN1904_c0_g1::TRINITY_DN1904_c0_g1_i1::g.68284::m.68284
	gi|736253243|ref|XP_010788812.1|
	 PREDICTED: sodium-dependent multivitamin transporter [Notothenia coriiceps]
	35.8
	ATFQSAVAILGAPSEIYTFGTQYWFLGCSYFLGLLIPAHIFIPVFYRLRLSSAYEYLELRFNKTVRICGTVTFIFQMVIYMGVVLYAPALALNAVTGFDLWGAVLAMGLVCTLYTALGGLKAVMWTDVFQTVVMFAGQLAVIVVGASQAGGMGEVWRKAING

	TRINITY_DN38385_c0_g1::TRINITY_DN38385_c0_g1_i1::g.67027::m.67027
	gi|657530103|ref|XP_008296779.1|
	 PREDICTED: succinyl-CoA ligase [ADP/GDP-forming] subunit alpha, mitochondrial [Stegastes partitus]
	71
	MSHSRLFARLLLQQSGVRHCYTGSRKHLYITQNTKVICQGFTGKQGTFHSQQSIDYGSQLVGGVSPGKGGKTHLGLPVFNSVKEAREGTGADATVIYVPPPFAAAAIIEAIDAEMPLVVCITEGIPQQDMVRVKHKLLRQGTTRLIGPNCPGVINPGECKIGIMPGHIHKKGRIGIVSRSGTLTYEAVHQTTQVGLGQSLCIGIGGDPFNGTNFIDCLEVFLQDPKTEGIILIGEIGGNAEENAAEYLKQHNSGANSKPVVSFIAGLTAPPGRRMGHAGAIIAGGKGGAKEKIAALQSAGVVVSMSPAQLGSTMFKEFEKRKML

	TRINITY_DN58865_c0_g4::TRINITY_DN58865_c0_g4_i1::g.24111::m.24111
	NA
	NA
	81.7
	AVTRLLHAENPPDPRHHLVGRRVGRFVQVDDARPDVVADVPLQRVAAVGQRRVVSRPHVQFVEVLEEEGPLGRIQGNDLRLRLDEEVAALLQLPDFFITRPFRLFLLLC

	TRINITY_DN44769_c0_g1::TRINITY_DN44769_c0_g1_i1::g.69910::m.69910
	gi|348534170|ref|XP_003454576.1|
	 PREDICTED: protein deglycase DJ-1 [Oreochromis niloticus]
	85.2
	MAGKKALVILSKGAEEMETVIPVDVMRRAGIAVTVAGLTGKEPVQCSRNVVICPDSSLEEASKQGPYDVVLLPGGMPGAQNLAESPAVKEVLKDQDGRKGLIAAICAGPTALLAHGIGYGSTVTTHPAMKEKMMAGDHYKYSEARVQKDGHYITSRGPGTSFEFALTIVEELLGAEVAAQVKAPLVMKD

	TRINITY_DN55256_c0_g1::TRINITY_DN55256_c0_g1_i1::g.84956::m.84956
	gi|657558036|ref|XP_008283118.1|
	 PREDICTED: voltage-dependent anion-selective channel protein 3 isoform X2 [Stegastes partitus]
	79.8
	MAEKEVRNMVQQEKTGKVKQAENKDCCVSCHHVPKGHGTMAVPPSYSDLGKSAKDIFNKGFGYGVLKLDVKTKSQSGVEFTTSGSNNTDTGKSGGHLETKYKVKELGLSFNQKWNTDNTLTTEVTMEDQLAKGLKLSLDTSFVPNTGKKSAKLKTGYKREFVNMGCDLDFDMAGPTVHAAAVLGYEGWLAGYQLAFDTAKSKLTQNNFALGYKAGDFQLHTNVNDGTEFGGSIYQKVDSNLETAVHLAWTAGSNNTRFGIGAKYQLDKDASLSAKVNNACLVGVGYTQTLRPGVKLTLSGLIDGKNVNGGGHKVGMGFELEA

	TRINITY_DN50560_c0_g3::TRINITY_DN50560_c0_g3_i1::g.58047::m.58047
	gi|734632941|ref|XP_010744930.1|
	 PREDICTED: NADH dehydrogenase [ubiquinone] iron-sulfur protein 5 [Larimichthys crocea]
	39.6
	MPFVDVQSRLGINLDRWLLLQSGEQPNKRASRCHAFEKDWVECSHGIGQTRAKKECRLEFEDFYECMHRQKTHERLHAIRKQRDKMVKEGTYTPPACHSGKEDQSP

	TRINITY_DN56216_c0_g3::TRINITY_DN56216_c0_g3_i1::g.86577::m.86577
	gi|734602928|ref|XP_010728444.1|
	 PREDICTED: myelin basic protein-like isoform X2 [Larimichthys crocea]
	47.2
	MASASSAQTTFGLGRRKKNPGLLDQIGKFFGGDKKRKSKGSFRGALSPAPQKASATSPRKRAGENAVVHFFRTIGDQKSKKASGDGKGTLTRIFKMGSRSASPAKR

	TRINITY_DN38699_c0_g1::TRINITY_DN38699_c0_g1_i1::g.56447::m.56447
	gi|908504578|ref|XP_013127347.1|
	 PREDICTED: PDZ and LIM domain protein 5 isoform X4 [Oreochromis niloticus]
	62.9
	MSSNYSVTLKGPAPWGFRLQGGKDFNMPLTLSRLTDGGKATKAGMAVGDMVLSIDGIATDGMNHLEAQNKIKSCTDNLTLTLQKASSVPKPPPVAPKTAAHHQVTKVPRKHVVETD

	RRRRRTRINITY_DN6653_c0_g1::TRINITY_DN6653_c0_g1_i1::g.127620::m.127620
	NA
	NA
	15.5
	LDRWLTSSQTLSISLRPSSPRGEIKPPEPLPLSKVSTISGTHGLSHPHPVPPIPPLPRRAPPPSPAPSSTNDECVSLVDSRSQRLIEFNQAAESYQQYLQAANFFRSNRKRREITDLVNRLEVEGWSKSRDDEEETTSFIRTRRDRAVGEQDEVEVLEEGRRRRETTKRIGRRRMRAEPGLDRFSCTSMLTGSGVPREAVKGGERSDAELEEGEEAVRGVEVAADRDDPEGGQREEESEGVIEEEEQSEGERSPTDSDYNLIPCSNPKYLTNSVSLYMEVEKQGSVEKEIESLTIENGGEESVRIEADAKELHLHDPPETEKDTSHEEQGETDLPTDAHTHTPTDGHMATCQDAHMDAQNQGMGRLGVVVLPEEDELEPESHQEDS

	RRRRRTRINITY_DN44929_c0_g1::TRINITY_DN44929_c0_g1_i1::g.10843::m.10843
	NA
	NA
	17.9
	AAAAAATAASKKDDEESDSGGSSSGDSAATPPKKGEGVPWAGPCAGGADSKEHNQKAQKDTAGSASDVPSSCRPNTETGSFPQFETFNAWGSGQTEAGGGASSDWGAQTQSSATGGSERFNATWGPGTESTNQESDEDEDSESGRDQERGGNEMSSRSSGESTQSVGFRTRSKAQTAYNIEKEEWIDEEEEADDFQRIREKCCAEFAAANASNDDADLNFNIEAIRDFTANINEDHESFEEDNFGFQDVFNATMQQIQYDSFAQQLSLDNPFPSEMDDDESSSHMNHTSVLEVTNRRNTERLTEDVFSEWRGRCDEPLEKILDSIQAQVPGKELNQVVMNAIRTLHGMNGRRTGGESQIRDNEEWADLIRQVLRCKQFLHAVLANHISTQPDTTRGTEVAEAQGESGSAAPKGDHNQLGPSPREESSPHNLIAAVCLEVQFHLFNNWSYKFFLDLLLDMTALNCLEQCISPANTQLLAAVLRAVHLRANGLPQELVGVTTLIASKKPPDLLLQQFDKLHPEIANLISSNVTYSREYGQSYLDMLGELGSRRTELLTLLVQTGNVISAESREGEFLNKLLGAVSEQSELVALLPDAEVNEQMQNAQDRSLRIIDCLTQSANSQREEDKGTHILETLRQVLKEENLWHLVEQRLPAPEVCSILRLLLDMMASADIHKLVLGIFGEKKKLFTIVQETKRAILNGITKSFFSALLPNLPPDQELFHYLMELLSDDAGLKDNIISVDSTLLECAINPFKFRSREELDAPPETTILSVLEQMCHDQSLFLLLRRNQAKCEQLVDDEEMLERLTVDERDLLQDIHSTTHLDFKWFM

	TRINITY_DN54181_c0_g1::TRINITY_DN54181_c0_g1_i1::g.59189::m.59189
	gi|657578396|ref|XP_008293067.1|
	 PREDICTED: aspartyl aminopeptidase isoform X1 [Stegastes partitus]
	61.2
	MQSVIMKSSREAVQSAAKEFLHFVNRGVSPYHVVDECRQRLLAAGFIELKETEQWDIKPASKYFVTRNFSSLIAFAVGGRFLPGNGFSMIGAHTDSPCLRVKPRSKRTKQGCLQVGVECYGGGIWNTWFDRDLTIAGRVMVKSGGRLLHRLVHVPRPLLRVPHLAIHLQRDINDSFGPNKENHLVPIIATVVQEELETGSSSSGDASTATTTAEKHHPALVKILCSELKVEPEELMDFELCLTDTQPAALGGVYEEFIYSPRLDNLHSCYCALKALVDSCAGDTLSKDPNVRMITLYDNEEVGSESAQGAQSNLTELILTRLSASASNLTAFQQAAPLSFMISADMAHAIHPNYQEKHEENHRPSFHKGPVIKFNSNQRYATTAVTASVVREVASQVDVPLQDVMVRNDSPCGTTIGPILAARLGVPVVDIGAPQLSMHSIREMCCTSSVLQSTTLFKGFFELFPAVRSSLVVD

	TRINITY_DN34974_c0_g2::TRINITY_DN34974_c0_g2_i1::g.49976::m.49976
	gi|734631191|ref|XP_010743973.1|
	 PREDICTED: plasminogen activator inhibitor 1 RNA-binding protein-like isoform X1 [Larimichthys crocea]
	54.9
	MPGQMQEGFGCAITNRFDQLFDDESDPFELLKQAEVKKKKEAAAPGAAKTAAQAAKQPKKESQKDRKVPLTDKKEETQAPVPLKKDGPGMRRMGRKPEGGDGPRPQGGQGDGRPPTDRRPADRRPPRRFERPAGDAGDKPEGGEFSVEKPIGDRPMRGRGGPRGGGRGGRGRGMGRSDGFDSRGKREFDRHSGSDRSSLKGEEKRGGSGSHNWGTVKDELNELDQSNNTEETPEGEEHPPADSENKENEVEEVKEEGPKEMTLDEWKAMQDKERAKVEFNIRKANEGADWNKGFVLHKSKAEVKKDDLIDPEVEEPKGDDEHHFRKPANDITSQLEINFGDMARPGRGRGGPRGGRGGRGRGAAGGGGPGAGAGGGEATRPVRTGGRPDKSSASVPNVDDPEAFPALA

	TRINITY_DN20883_c0_g1::TRINITY_DN20883_c0_g1_i1::g.28839::m.28839
	gi|542220597|ref|XP_003440913.2|
	 PREDICTED: ATP synthase-coupling factor 6, mitochondrial [Oreochromis niloticus]
	77.7
	FYRPRTSRLHVPTIHRGSSTFGILFCLSVKPKMALHRLFKLSSVLRSAVSLTLRRNIGISAVVFNRAKELDPVQKLFLDKIRDYNTKSKSSGGIVDAGPAYQKNVSEEVTKLQRLYGGGDFNKFPDFKFTEPKFEEGTK
	

	TRINITY_DN40464_c0_g6::TRINITY_DN40464_c0_g6_i1::g.97446::m.97446
	gi|734616970|ref|XP_010736155.1|
	 PREDICTED: 60S ribosomal protein L28 isoform X1 [Larimichthys crocea]
	17.5
	MSSHLQWMVIRNCSSFLIKRNGQTYSTEPNNLKSRNSFRFNGLVHKKTVGVQPAADGKGVVVVMKKRAGQHKPAGSYEKITINKNSRATLNSLRHIISKNKYRKDLRMAALRRASAILKSQKPVVVKKKRTRAAKTA

	TRINITY_DN104026_c0_g1::TRINITY_DN104026_c0_g1_i1::g.132918::m.132918
	NA
	NA
	69.9
	CVCACACVYVCVDTSRSPWSQSLSLSLISSFLPPSSSMSLLPRTARSPRVRFPVVGPAVPPLPDLLEMFPLLVGRADSRAQRRDVLPWGGKLLVLVGGPVLSRPHLLTDLVDG

	RRRRRTRINITY_DN59229_c15_g167::TRINITY_DN59229_c15_g167_i1::g.98304::m.98304
	NA
	NA
	80.2
	SCSQDLDGSTLGDTREGGRAEVRHHEPEPEPEPEPEPEPEPEPEPEAAHHDTGHQERPQPEEAAAARRGPQSEAHQPAAHPAARPAAAAAARLLVRGGHARAAGRH

	TRINITY_DN57762_c0_g1::TRINITY_DN57762_c0_g1_i1::g.113136::m.113136
	NA
	NA
	49.2
	SSSQSAPIAIWSSPVCIALDSISLHLILIESEVPGARGKVLINELAVTSVGSLLLLELLLELLSSFASGLPSEGETTGVVCSFLFSSEGLSPPPGSSKSFFHDLIKDFARDVTSSSVLCLRMALTDIPILVD

	TRINITY_DN55400_c0_g5::TRINITY_DN55400_c0_g5_i2::g.41863::m.41863
	gi|432912307|ref|XP_004078866.1|
	 PREDICTED: muscle-related coiled-coil protein-like [Oryzias latipes]
	54.4
	GVSPSPFSPSSDLSLGVSGCWVLPLSLLSPCWLPPTALVPLSPKLKHPFFKQLFLKFKGFETFETEKNSAMDQHKYRTAGVQEKLEIVGVEDESGNPISALTILSLLERVAGIIDNVQSCQQRMEERQLELESNIKTIQGDVLKLAKDHTDTSGTVEKLLQKTRKVSANVKEVRTRVEKQNVRVKKVESTQDELLTRNKFRVVIYQGETEIPSVAVTKSPKGTGLDGLELEPDAYDLPADLSSDEEYLSVEETDSSRAARLKKSVAKSTEHLKAAFSKENMSKRKDNLGTKFHHLGEKVMPAERREKMHQAGERLKQSGERLKENIAKKAPSKEAFRIKLKKERAVAEGQEGAEGETDAKESPVPPSAAGVAYTEVGPETKREGPVEESSATRIG

	TRINITY_DN86998_c0_g1::TRINITY_DN86998_c0_g1_i1::g.26747::m.26747
	gi|734626328|ref|XP_010741301.1|
	 PREDICTED: M-phase phosphoprotein 8 isoform X1 [Larimichthys crocea]
	16.8
	RTPTDDRRKRREDSEPKLFMACDDNQDNQEPPEGADKSDRGQATLSLGMDLNLDWMSLDDFQKHLNGEDEILSGPPLSPSELRDAVKSGDYMAVKLALNSKEDYNLDQEDVSGMSLSMLAAAGGQDDILRLLIKKGVRVNGRQKNGTTALMHAAEKNFLTTVAILLEAGSYLNAQTLSGETALMKACKRGNADVVRLLLEYGADCNILSKHKHTAMYFAKLSNNLVVCDLIRDHISVLSSVAEETIRAYFESRLVLLEPVFPLACHRLCEGPDFSMEFAFKSQPQPEGSGILLFIFHANFLNEITARLCGPCSVHAVVLNDKFQLPIFLDSHFIYSFSPIPGINRLFIRLSEAPTAKVKLLICAYRVQLQ

	TRINITY_DN104049_c0_g1::TRINITY_DN104049_c0_g1_i1::g.132930::m.132930
	gi|734631009|ref|XP_010743873.1|
	 PREDICTED: filamin-B, partial [Larimichthys crocea]
	41.7
	EPCLLKRMANNHIGISFIPREVGEHRVSILKNGRHVANSPITIMVVQSEIGDAGRVKVHGDGLIQGTTFTNSSFVVDTREAGYGGLALAIEGPSKVDIQTEDMDDGTCGVTYCPTEPGNYIVSIRFAEEHVPGSPFTVRVTGEGRIRESITRRQKAASVASVGSVCDLSLKIPAIDMKDVTAEVTSP

	RRRRRTRINITY_DN40270_c0_g1::TRINITY_DN40270_c0_g1_i1::g.8496::m.8496
	NA
	NA
	14.1
	HSLMESLTGGGGKQRFDEPWTSSSLAAGSASFFTSGSFSFRRFSYVMWCCEPMGWFLVYALKSRKAWTTSSMLRISVPSDSTAPDWWARWPSRSASSEM

	TRINITY_DN51648_c0_g1::TRINITY_DN51648_c0_g1_i2::g.38095::m.38095
	gi|348519606|ref|XP_003447321.1|
	 PREDICTED: nudC domain-containing protein 1 [Oreochromis niloticus]
	11.6
	VSHVQDGVHSLDVLLLRVQTDPQEEEEEEAKGSGFSVALEWITVGNAAAHGEERKYEVRKRRLLRGKSVPHYAALEPRGRGLVVASEKPFVFTHVDGQKVEQQEAQPMEVEKTDPVYFWQQTPDDITVSVRLPEGVTKDDVRFRLTADSVSVAVRDFPPLLQGQMFAAVDPEASAWTFTDDNKSLELTLQKRSAGAVWSELVLGDRRGEHVMSEEQAALIHQRLNHLTADDLGGPDGDKPPCNSQELEDCDGFPEDSSSLTRFDGETLRPTQVVNLSSHQYLFTVQVNPSEMPCLCLRHDVDALVWQPRPQEPGAMWEHVATFNALGYVQASKRDRKFATCAPNFSYASLCECLRRAFIYRQPSPVETVLFNRKQGRQVGQVAKQQVASLDSDKAILGFRATNERLFVLTSSHLFILKVNND

	RRRRRTRINITY_DN5942_c0_g1::TRINITY_DN5942_c0_g1_i1::g.71498::m.71498
	NA
	NA
	15.6
	QEPQSTFYDDTRFVSPVERRQHPAPRRPSAPKNLFGPVSMTRLIKKFAGPLTGLEGEAQTVQEEMASVNAGVMKVFAELKDIRRYIQRMEDSKQQIQPLNENVIQSTDNRIMDLMGVFEDVRTLMEELSKELCLIEEGATARIYSSYSLATHRLDEDDQEPDHQDTGPQRDAEEPSPPDV

	TRINITY_DN56407_c1_g6::TRINITY_DN56407_c1_g6_i1::g.87323::m.87323
	gi|657545575|ref|XP_008278096.1|
	 PREDICTED: phosphatidylethanolamine-binding protein 1 [Stegastes partitus]
	30.5
	MPVDLSQWSGSLELQEVEEQPTQPLTVKYDSVEIDELGKVLTPTQVQNRPTCVEWAGCDPSKLYTLALTDPDAPSRKDPKFREWHHFLVVNMKGNDVSSGCVMSDYVGSGPPKGTGLHRYVWLVYEQPGSLSCSEAVLTNRSGDGRGKFKLQSFRKKYNLGAPVAGTCYQAEWDDYVPRLYEQLAGK

	TRINITY_DN57096_c0_g2::TRINITY_DN57096_c0_g2_i1::g.125565::m.125565
	gi|657586840|ref|XP_008297684.1|
	 PREDICTED: glutamate dehydrogenase, mitochondrial [Stegastes partitus]
	50.4
	MYRYFGELLSRSAGSALASGCVDSALPASSSLMRVRHYADAADKPDDPNFFRMVEGFFDRGATIVEDKLVEDLRTRESPEQKRNRVRGILRIIKPCNHVLSVSFPIKRDNGEWEVVEGYRAQHSQHRTPCKGGIRYSTDVSVDEVKALASLMTYKCAVVDVPFGGAKAGVKINPRNYTDNELEKITRRFTIELAKKGFIGPGIDVPAPDMSTGEREMSWIADTYANTIAHTDINAHACVTGKPISQGGIHGRISATGRGVFHGIENFINEASYMSMLGLTPGFQDKTFIVQGFGNVGLHSMRYLHRFGAKCVGVGEIDGSIYNPEGIDPKQLEDYKLQHGTIVGFPGAKPYEGSILEANCHILIPAAGEKQLTRLNAPKIKAKIIAEGANGPTTPDADKVFLENNVMVIPDMYLNAGGVTVSYFEWLKNLNHVSYGRLTFKYERDSNYHLLMSVQESLERKFGKQGGPIPIVPTADFQARVAGASEKDIVHSGLAYTMERSARQIMRTASKYNLGLDLRTAAYVNAIEKVFKVYNEAGLTFT

	TRINITY_DN52217_c0_g1::TRINITY_DN52217_c0_g1_i1::g.68870::m.68870
	NA
	NA
	36.5
	MGSGLTHYLEGLFGPFSQRFDVSSRFPPRQDVSLRVSSQNISGQTEHKALDELGLLVFSKDALFLSELSRDQCPEVDVGFPACDDVGAVAWVKLHRKHGLVGALDLCVLGGLVAVPHRQHVFVGVVDHTQERPGVRNREGHGSHSSLEGAEADLLQRDQGGGVPDVNTRLQGLPVFVHTRCLTRRHSHFVRMEGETANAVCVFAVVTLCSVVDVVEHDDAGDEVHRLARRQEVQVGPAVAPPVTVDPVQLQTLRGRLHLQVVVVLDVGGDVHGDGPAADEHLDRLSLAVGSSPGPRRPCGGDQLLGSVLQARGAREEVGRGRRLLIQTLPLPIR

	TRINITY_DN44215_c0_g1::TRINITY_DN44215_c0_g1_i1::g.79637::m.79637
	gi|831579180|ref|XP_012737738.1|
	 PREDICTED: hematological and neurological expressed 1-like protein [Fundulus heteroclitus]
	40.8
	QQQQQQQQQQELAGRPVGKLTKLSSGNLKAQKQKTTMTSTNMFQGLETSSKPSSRVLRPPGGGSSNLFGGYEDDAAATRRPNKMASKVFSPAEEPQSVPRRSNPPGGKSSGIFGECEPPAQPQRPIPPGGSTSNIFGSAESAPVQSPLRSHPNKPKDNLSVGPESKPEPPAPKVKVSQPEVKEVAAPPAPAPAPAPAAAPAPAPAAAPAPAPVPAKEEPAAVSAPPEPEATPPPSSSSSSSPPPDDMKKHEPHLGPKPRSHN

	TRINITY_DN58685_c1_g7::TRINITY_DN58685_c1_g7_i2::g.63594::m.63594
	NA
	NA
	49.7
	WASCSSRSMRTTSTRCFMTKRPFRWKTGMSQRYRANHTSLPGRPMSTCCSTNLCLIGSRASFASSHRGQGSLVNRVRVGGALVEKGRSSRRGQVLRKDICFVSVPVPWVQRLPERSREVRSSRSLEQRLRVSCSFLLLLLFLLLLLLLL

	TRINITY_DN40476_c0_g1::TRINITY_DN40476_c0_g1_i1::g.97533::m.97533
	gi|734611971|ref|XP_010733416.1|
	 PREDICTED: 60S ribosomal protein L4-B isoform X1 [Larimichthys crocea]
	31.2
		PTSFLLWPPYRQERGSRRAEKLFTKMACARPLISVYSEKGESSGKNVVMPAVFKAPIRPDVVNFVHTNMRKNSRQPYAVSELAGHQTSAESWGTGRAVARIPRVRGGGTHRSGQGAFGNMCRGGRMFAPTKTWRRWHRRINTTQKRYAICSALAASAIPALVMSKGHRIEEIPEVPLVVDDKVEGYKKTKEAVLLLKKLKAWNDIKKVYASQRMRAGKGKMRNRRRIQRRGPCIIYNQDAGVTKAFRNIPGITLQNVNKLNLLRLAPGGHVGRFCIWTESAFRKLDELYGTWRKSASLKVDYNLPMHKMTNTDLSRILKSEEIQKSLRAPNKKINRRVLKKNPLKNLRIMLKLNPYAKTARRHAILQHDPSIKAKMLKPKKKPGKKGAPAKPKA

	RRRRRTRINITY_DN44176_c0_g1::TRINITY_DN44176_c0_g1_i2::g.79581::m.79581
	NA
	NA
	14.7
	RERLPLNPNSLFSLQQELSCVRFALYCSSLILLIILLTFFKLLQYEMQGLEAVPESLLGRDTQLAREELLQESKFPTDTASLSSTSNGLLDPLSSSVSVVSPKRRWKLVSPFEDVVPFEDPTPFEDLSLTPEEMFQKLSLSKGNVQLHTCIRRLVDYVSDRSLLSVFVYKQGTDTTIALGNPVLGATKHKKVLRVSAVPIAVKIDKGFLNACFCLWNRSIYLRGQLLIDRLLACSYVKMLIEDKPVCQFLKHYQSNYKSVTSGRYCKKVDEYSLDEILQFRFHGHTDDDKSPDLDQTSLLGTEESQEQQETM

	TRINITY_DN48778_c0_g2::TRINITY_DN48778_c0_g2_i2::g.83449::m.83449
	gi|348527198|ref|XP_003451106.1|
	 PREDICTED: 28S ribosomal protein S36, mitochondrial [Oreochromis niloticus]
	26.6
	MGSKVSSKMAAPAARVIQAVRPHMPLIKFPNRHDVPKPNAQEALKTLAVNLPQHGTSPLAAAPPPISRTLTPISGTPDTLASIQLLPARYRRRAVAVDEMEFIQRGGPE

	RRRRRTRINITY_DN54808_c0_g1::TRINITY_DN54808_c0_g1_i1::g.84158::m.84158
	NA
	NA
	91
	KKEADAVAPQKVELKCSVTVEGHDNKARCSYVGGDFNGPKRIELSCIGQVCIQRFKPDDGIIMQNKMWIVKPKPFGRVSCLLKTSYGVTTSRDTLSTTFKPAETFDHEKYELPKYEIGTKLIKAEEKSVAASESIGCKNESFVRFKYTNGMILDSITANLRHYHEVVTFWDGTKKDAKQVTYGTIETNGNDKPATWELAVNFGWTDVIKVSAPPGPLEVIQLTIPAKDEFDEVKVCMEYVGSDDRESTRIFLISDRDTSRINVRKKDLPEGNKTWTVVPKPKGTFPITLNIKDGVYAVYRQKLIRPLRVKPRDAVEKVLVAEPLAIPPSRGGANVAVVRIKLRDGTTQNKIVYRCSKQLDENVAKWDDTGDKCVEITYGDLGSHGITEPQSWIITVSTDNKDEVFLEVPASTPEDPPPPTPAKPEEAPPAAAADEAPAAEGEAPAPAGEAGEAPAGEAPAAEAPAAEAPAAEAPAPEPVPEPAPEPAKKEEKKAPEKGAAKKIPAPKSPM

	TRINITY_DN33878_c0_g1::TRINITY_DN33878_c0_g1_i1::g.66530::m.66530
	gi|300677970|gb|ADK27292.1|
	 ubiquitin [Siniperca chuatsi]
	28.9
	MQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGIIEPSLRQLAQKYNCDKMICRKCYARLHPRAVNCRKKKCGHTNNLRPKKKLK

	RRRRRTRINITY_DN3449_c0_g1::TRINITY_DN3449_c0_g1_i1::g.104468::m.104468
	NA
	NA
	7.5
	KDLYVPLFTLVWIELNVASCFRSTQPKYWEVCFFSLDIQVHVNRFMVFFGMQVVTLDVPFSIVRSVQLLANGGTCAFCLMYSASVTLWDQRHSIIIKRKAFVFFFSLFVFFLSLISVVKDHFGGSFLGPNRMM

	TRINITY_DN55094_c3_g4::TRINITY_DN55094_c3_g4_i3::g.60959::m.60959
	gi|734596849|ref|XP_010739068.1|
	 PREDICTED: synaptophysin-like protein 1 [Larimichthys crocea]
	19.6
	MDSVAQKVLTSGFTLDLGPLKEPLAFIRLLEWLFSIFAFATTCGYSGTTSFNIICQGQPSREIHAVFNYPFRLMDHPYDVPDCKVNQTTTTPTFLTGDHASSAQFYVCIGVLAFLYSTATLVLYLGYQHVYRESSRGPIVDLLVTGALTFLWLASSSAWAKGLTDVKWATSPATIVSVLPVCHGGTGNTCTPGAVPHMGRLNASVIFGFLNLILWGGNCWFIYKETPFHKEAHPPADVEGGVRPS

	TRINITY_DN50583_c0_g3::TRINITY_DN50583_c0_g3_i1::g.57916::m.57916
	NA
	NA
	40.4
	MGVHLRLDVVILTLPGFFVHRLVLCSGGELSNQRVVDGYCVVQTALPVPCGILLPRIKAGIGYLPDVHKPADEIGVCEEHLEHFAGTDVEDLVYVDSTLHLGLSHLLLHFFNAV

	TRINITY_DN7343_c0_g1::TRINITY_DN7343_c0_g1_i1::g.1594::m.1594
	gi|828407500|gb|AKK51793.1|
	 peroxiredoxin 1 [Trachinotus ovatus]
	24.9
	MSSGNAKIGQPAPNFKATAVVNGQFKDIQLSDYKGKYVVFFFYPLDFTFVCPTEIVAFSDRAEEFRKINCEVIGCSIDSHFSHLAWINTPRKQGGLGNMNIPLVADLTKTISTDYGVLKADDGIAYRGLFVIDDKGVLRQITINDLPVGRSVDETLRLVQAFQHTDKYGEVCPAGWKPGSDTIVPDVEKSKEFFSKQ

	TRINITY_DN36846_c0_g1::TRINITY_DN36846_c0_g1_i3::g.73667::m.73667
	NA
	NA
	42.6
	YSGTAILFVTGKPYYFEQPLQSFCSPRQTCYAVQSRKQRVVPLSISLHLGFKRVERLHRRQGRPSQLKCSKINESTSLPFVLRTVFSPCVNRNLRSLLLFT

	TRINITY_DN40727_c0_g1::TRINITY_DN40727_c0_g1_i1::g.117819::m.117819
	gi|583984960|ref|XP_006787734.1|
	 PREDICTED: collagen alpha-2(I) chain-like isoform X1 [Neolamprologus brichardi]
	70.9
	GEPGQTGALGPRGPSGPPGKSGEDGNNGRPGKPGDRGTPGPQGARGFPGTPGLPGMKGHRGYTGLDGRKGEPGAAGLKGEPGAHGAAGSPGLAGSRGMPGERGRAGPAGPAGARGADGNVGPAGPAGPLGAAGPPGFPGGPGPKGEIGPIGATGPSGPQGSRGEPGANGAVGPVGPAGNPGTNGLTGSKGAAGTPGVAGAPGFPGPRGGPGPQGPQGSVGPRGLGGDPGAQGVKGDGGPKGEPGNSGPQGAPGPAGEEGKRGPTGEIGASGPAGNRGARGAPGSRGMPGAEGRTGPIGMPGARGGSGSPGPRGPPGDAGRAGEPGAAGLRGLPGSPGSSGPPGKEGPAGAAGQDGRTGPPGPTGPRGQHGNIGFPGPKGPGGEAGKPGDKGATGATGLRGAPGADGNNGATGAMGPAGGPGEKGEQGPSGASGFQGLPGPAGPGGEGGKPGDRGVSGEQGVAGPAGAKGERGNPGAAGASGAQGPIGARGPAGTPGADGGKGEPGVAGNAGGPGPQGPGGMPGERGAAGPPGSKGEKGEGGHRGPDGNAGRDGARGMPGPAGPPGPTGANGDKGEGGSFGPAGPAGPRGASGERGEGGPAGPPGFAGPPGADGQPGARGERGPGGAKGEVGPSGPGGPAGQSGPAGPSGPAGPAGARGDTGPSGLTGFPGAAGRVGAAGPAGIVGPPGPSGNAGKDGPRGLRGDPGPAGPSGEQGMVGPPGLAGEKGPSGESGPPGPAGSAGLLGPAGIIGFVGLPGARGDRGSPGGAGVVGEPGRVGPAGPPGARGPPGNLGLAGMTGPQGEAGREGNPGNDGPPGRPGAPGFKGDRGEPGSPGAMGLAGAPGPAGPNGGAGRPGNRGESGPSGPAGPAGAAGARGAAGPAGPRGEKGVAGDKGERGMKGLRGHPGLQGMPGPSGPSGDTGAAGSNGPSGPRGPAGPHGPVGKDGRAGSHGTIGSPGARGPPGYVGPAGPAGSPGLPGPPGPAGGGYDVSGYDEYRADQPALRAKDYEVDATIKSLNSQIENLLTPEGSRKNPARTCRDIKLSHPDWSSGFYWIDPNQGCINDAIKVFCDFTTRETCIYAHPESIARKNWFRSTEGKKHVWFGETINGGTEFTYNDETLSPQSMATQLAFMRLLSNQASQNVTYHCKNSVAYMDGESGNLKKAVVLQGSNDVELRAEGNSRFTFSVLEDGCTRHT

	RRRRRTRINITY_DN38469_c0_g1::TRINITY_DN38469_c0_g1_i1::g.76300::m.76300
	NA
	NA
	14.6
	LGCGQLSMSSLRSPLTHPSSSNEDKLEHSRQQFFDCPRFPFHTESQLTSATATTQSVRLDPGSWEPFGIATHKTSEHVCVCRLFCCFLLLLLLSRSKPVISVLCHECHRSVMWVCVCVRVFVCVCKKIWLSVFGRLCRFSFCFLVCHLLRFVCFKLDLLSKSKQPIRLLSLSHTHTKSHTHTHTH

	RRRRRTRINITY_DN55744_c0_g3::TRINITY_DN55744_c0_g3_i2::g.19917::m.19917
	NA
	NA
	15.2
	FYDRRRSDDSIFSPNWQAPYICSHRSGPLGTFPYLGNRELDSNRLAPSYYIDTMQLLNKTSGNEQMEITERGWEMSIRNNKPFDAYPSMQLDGSKFIIKNIDNKDKKCCTVILAIILILLLAGGAPSVVVAILKYFNGCNFGGFGFMCPVCTGNELKYGDGCELCSLDDPNHKYYGQLCQCYATGNTDTCTSRETDCQTKQAVCLSEVHYTLQYRLVMRCHSSCNRLFMQISNNVEASTVDTSISFMNIALILFGNEEKKSLTSRSYGQYVSLSANLLQIIERQIEHMIASKSIVSDNPPRKVSFTGLFTKARTCTRGDELDFGLPCECSFSGHTNVCRSGQPCPDRECEDRDQNCNPGTWAQQCLCTYEPGENSVCMGGNMCPNSVCPNGPPPLPTPAMTPQIDTPSTTVVLETTGRETQKGTTHLVETSRTPTSPTYTTTVDHSDAGPTGTTEIQMTTVKTPTAIHTSPGQ

	RRRRRTRINITY_DN59368_c0_g1::TRINITY_DN59368_c0_g1_i1::g.92804::m.92804
	NA
	NA
	23.4
	LLVVLLETQLHDPGSVIVAEDGREEERLLRTTRSQSQSSKIHLQCLHLVRNGLLGDTQHPHLEPFRGDLFDVSVFRRVLRDGVLQPPRHPFVVQGLPPQQPDDCLSLLVQLVPGVPVQLLQLRV

	RRRRRTRINITY_DN51887_c3_g3::TRINITY_DN51887_c3_g3_i5::g.14682::m.14682
	NA
	NA
	17.9
	GSGSGSGSGSGSGTSSEAGAHGGSNHEENHIKKHTTPSGKESPCPSPTPNCSESGILQTMYICYDLLTRTKMAGPLDQLEETSEKVADGGPLTEAKNEEGSVSSKAGSASLFHQFWEEKERGTRGFLYLTVPLQHDPLAHIETKEEEEQGEVLSEEGVEGEALTICIPYKKNWVRKRALGPPLLSVKCNSLQYTCSRLFVADRPSEDFAAWRPINARPQALRLRSGELTVYVSHTISPHFTEPDYGHTENMWGELIEPDTLKDDLPCMSSKFRSGKNSRTNSRQPAFMFLVVLGLMFGCAVGVSLGTLYPPLPLVFFGYALLGVPVLWHFPLSSGPVIGRPQAYTKRRTGRSRNQLEVVQLVDGYTQIEYHSDRSHTHHDASGSSKLLSGKQLRRLPTEFVGRHESDTRRFCKFEADEGSMERGCSGQSAPSDGAGSARGQKPSGSSEDGMIKSLMSLPDQMAESFKRRTDELEAILSSGRPETPSMSGTSPPSAWDDNEILGGTEPRAELIRPQTLQKWPHLHLKSDSKSLNVEPEVRRSIETSLSKVLSLLPKSRLSSSERPELDTSSSKVLNTTVLLGASSSSLDALSGPSSPSHPLFPQSRHGQSLDLDIGLSLDPQSERAQSKDKSFAVTPGEDHHDLSFILKSEEM

	RRRRRTRINITY_DN43189_c0_g2::TRINITY_DN43189_c0_g2_i1::g.71184::m.71184
	NA
	NA
	16.4
	VTSENVTGGRQTQHGETDGVDGAYSRERRREDDDANMMMMLMLMARKLDLGTSSLQYCVCVASLVMIAEMVCDDSGSMGSLWLSLQSASSEAASTYQWFDPQSRAMSVAQLFNRNDPPPPPPPPPPPP

	RRRRRTRINITY_DN96081_c0_g1::TRINITY_DN96081_c0_g1_i1::g.110591::m.110591
	NA
	NA
	27.3
	YFSHQLLKSNVTAVLQKYFRNKKGCDPLFTVLSGLGSTWNVTPCLDKSLLVLNLVLSGTHSSAKVKGMWLGLVWSNSTSTFSALCSHESPVNVTGRLRRSSASSMVSFWC

	RRRRRTRINITY_DN57181_c0_g5::TRINITY_DN57181_c0_g5_i2::g.21369::m.21369
	NA
	NA
	20.6
	VSRTTTLCQNVVELLSSNELAAAVREKDALQKNVAEESAHTGPTIHVDIKFRNPLSRLLKVKISLGILTAMSCHPITPTFEIGVFNEADNVNVRIQEVVNLEELSLPHEPDNISRILDFIERDDIPDHVDEDEDAATMLRDGSRQFIVPNANELRTGGSM

	RRRRRTRINITY_DN49247_c0_g2::TRINITY_DN49247_c0_g2_i2::g.37590::m.37590
	NA
	NA
	12.2
	TSKIGQFGCFNWRKELSAGVGTLEQKFTCPLRSLLAEVESPNIKTDLRQLYSCIYEISAGFPHVHLFTSIIGVLLAERESHVPSPPNKETPGEKEQSCSVVTTETNQNASEENGRDNQELQMVHTNQLNQLGEKLTQVQNKLQQKDDLSKELDAERQKLEERMKLLQKQMGQLAQQLFSLQQSHTSDEESRMPQNKGQEQKLLEVENRYADLQCRLSDNEEKLAEAQSVGSDESDKSDPTDEMDDDSMEMEEERRIGMLQENHMNRIEEAQKHWMDLNKRQAKSFHDWAKQKSAAQFVSVIQEFQGLIGSLATKFKEKAEEMEKEHQSKESMLRRIHSNSSQIMSYFNNANRRNVEGRELWTLLVRVAEAFKGDDKIKDGLQSCEHESYHVIPPPSPPRLRDEEMKRRHREERALMRQHCEWEYLDDRAQAFDVHLRGTDKKDTSSGLRIRYGSLFLAKDVTFEEAFRIHCFNKKSKRIATIDGCQGFVEMILQENANEPLGGVFVTKCGPPRDRTAPPPLNPNPPFLTCSKCHIIEKITPIDQSLPAPVIGLGPMMPNMPTIGAMMSLNPDFDPMLPQGTMGMPPMGLNNMATAWANPDSMPMTISNSDMTMNCIGEPPLVTRKRKKSNEAANELPPCESVLPGSSGNFQLPDNNTAPDFPLANLGTYQLLFM

	TRINITY_DN20986_c0_g2::TRINITY_DN20986_c0_g2_i1::g.83723::m.83723
	gi|734598400|ref|XP_010747287.1|
	 PREDICTED: ataxin-10 [Larimichthys crocea]
	33.3
	MAADTNSNLDLLASIADILNENHCPEHLQALKTFTTALRDRQYRDAVEVQAFSRLHEVLTRLSDDLQTADGDDESAALQLQLIAECFRAQRNSCVQSTRNQTLLRELGFVDVSLKILSFLLNTNMESRDAVYEPLRCGIQFLGNLAVGNQLCKDDIWQLSFPNLLLQLLSSDDEKTVNYASMVLHTCLDEAKVEELSEPSKIELALKVMELCRTQPDLDWTVLIATQHFLKSSALVESMYSGMSHHERLTLLELLFAQLREDDSEECGIPSSVARFLANSFQKGCGAVLSLATGSASNDEVLQEALTVISALDVLCEMTSDHRQFMFLQDHPDLLVTTVELL

	TRINITY_DN46695_c0_g2::TRINITY_DN46695_c0_g2_i1::g.11770::m.11770
	gi|657583353|ref|XP_008295780.1|
	 PREDICTED: glutamate--cysteine ligase catalytic subunit [Stegastes partitus]
	45
	DSSSLRVWFCFVFLHLTSLSCAMGLLSQGSPLNWEETKKYADHIRKHGIIQFLNIYNKVKDRQRDVLKWGDEVEYMLVELDDKDEKVRLVLNGGDVLETLQDQGEKITPITPRSGDQSTA

	TRINITY_DN57931_c14_g2::TRINITY_DN57931_c14_g2_i1::g.43259::m.43259
	gi|736294681|ref|XP_010790936.1|
	 PREDICTED: centromere protein V [Notothenia coriiceps]
	45.7
	MDLVKHTGGCHCGAVRFEVLNSPDLHVFHCNCSICTKKQHHHFIVPKMNFTLLQGSENLTTYTFNTHVAKHPFCKTCGVQSFSIPRSNPDGYGVAPHCLDPGTVRSVTVDNFDGEKWEEAMEAHKTIRDMSRPASDTA

	TRINITY_DN79260_c0_g1::TRINITY_DN79260_c0_g1_i1::g.26210::m.26210
	NA
	NA
	32.2
	LLLRWDVADVPQTSLVAPQRVLGVFSVSDHHVDRLQLLQVDGGEAVDLLHLPQRDVQLGAQQRGGAGLLRRRQHLLRLLSDGAQVLLQPLQLRLHLHLLGRLHGDGLQRLLVDRLAETSHRAVLTSLQTQTQLLDLRQVALTHRLVLLT

	RRRRRTRINITY_DN18123_c0_g1::TRINITY_DN18123_c0_g1_i1::g.118198::m.118198
	NA
	NA
	15.1
	NAKHHKKKNKVLIKGMLEMPSPLPAGSELPYKELPETLLADGFISRCYEAMKAQQKPSDVHNEFSLIVPFPSTKFACEAIAEIVEKFSIETTITFGHTIVPEEETTRGKWCDLEICRCGSLLVQKYMEVSSNGALQGATLYTNHSSNIFYHSLPLTMDESQDLKEPPIISNEEGNLYRAFGEMSIQGKQALSANPEYKDVLLQVQEPKLPPYLIENLRPDRQKNNIFDTMQEVTLYPRSKAGVDSFIHDLEPRSCINNLFMSYVDPTFDEQPISDNRGSPLGCNELATEVRKRDASFMRFINKVPIRGEPNLQLKLRTYGKELCAERSMNQVFLNSALTFLEEAWEKATEEQFAMFNL

	RRRRRTRINITY_DN52684_c0_g1::TRINITY_DN52684_c0_g1_i1::g.110226::m.110226
	NA
	NA
	19.6
	SSDLFAKLLSEAASPCASPSVRLCSLSSVRSRNSTSFSSSTCIPIFCSISSDMFISSFSTQSFCSARTSSLCCSSSRRVMLWCSLWLDCLTSALELCFLSMM

	TRINITY_DN58269_c3_g135::TRINITY_DN58269_c3_g135_i2::g.44917::m.44917
	gi|1012730222|gb|JAR26581.1|
	 Myomesin-2 [Fundulus heteroclitus]
	16.3
	MASKDIHWHMKKHVSHVKTDYAYHHKHAVKHHSERKSSSKSASQVQARATEVMAEPAYTIPVFRQRTAEETEEYQRVSTNVGKGLAVIQEELHRMRIATKAQVDSLEIQREVRGMMSRRGDLLDDIPKMPDFLVALRPHTVWEKTPVKLFCTVQGHPRPIVKWYKGGMPVDPLSAPGKYKIENKYGVHSLIISRCVVSDTAEYSAVATNQHGTASSKAMVTVKRPSGTGESCQLGLVPHLTEIHPSKLEVTLLDRFSVSFGVEGGAISLVATMVVVPDLPNVPPLAQWYRDDHLLKPSKLAEMKVGGGAARLTLPHLAKDDEGLYTLRIFTKDGTAEHSAYLFVSDAAPSAPGAPGAPMSLKAFDVNSDYVMVAWKPPNTVNEAPITGYFVDRREAGSDAWVQCNDAPVKVCKYPVHGLSKGHSYHFRVRAVNSAGMSRPSRKTEKVIAMSADEHERLLGTDEGVPSAPGQVVATRNSKSSVFVQWDPPKHPNHLIGYYIDGRAAGSKDWFPCNHKPFRHTRFVVHGLIPGETYVFRVQAVNIFGLSEESQESSPISVEPALATPSAPFGITMLSCDGSSMTVAWKSPKHCGGSKVNAYYIDKRDADSHLWQEVNTSAVKERICTIEHLTEGTFYEFKVQAGNMAGVGLASAPSAPMKCSAWTMDEPGPAYDLSFSEVRGHSLVVLWKAPVYTGASAVTGYFVDMAKKGSKEFVTVNEEAVHHRYLQVKGLEEGHSYVFRVRAVNASGTGKASQVSEPVCAKALPGTKEIEAGVDEETGDIYLSLEACEICETSKFVWSKNYKPIGDCPRVAVTTHGRTSRLTFTNPDKDDLGRYSVVVTDTDGVSGSHTLTEDALNTMLELSHAIRNPIIPLKHGLNYEILEKGHVRFWLQAVKLSSAVSYRFIVNDKEVTSGEGHKISHDVATGIIQMTVDHFTRANEGTYTVQIHDGKAKAQTSLVLVGDVFKAALKEAEFQRKEHIRKQGPHFSEYLYFTVTEDCTVLLTCKVANVKKETTFHWYKEDDEIVPETPPNVMSGACALPLPLFSRKDHGVFKAVLGDDRGKDTSTIDISGQVFDDIINAIAKIAGASASDLVLQCTPEGIRLQCYMSYYTEEMKTVWKHKESKIASSEKMRIGGTAEMAWMQICDPSDKEKGHYSIEISDGVQTHTRTFDLSGQAYTDAYEEYLRLKAAAFAEKNRGRVVGGLPDVVTIMEQKSLSLTCTVWGEPTPEVTWFKNEQEVTSSEHTKVTFEGGKFASLVITKVTPDDSGKYSINVRNKYGGEFVEITVSVYKHGEQIPEPKLGQPRMAATPASTPATTPMPPKSPAPHSKTPTPTPSKSHTPAPSLKSPTPASTPIPKSPTPTPRSPTPKSPPSTPRSVRSPTPPRFMKSPTPPRK

	TRINITY_DN58644_c1_g1::TRINITY_DN58644_c1_g1_i2::g.64019::m.64019
	gi|657548070|ref|XP_008278992.1|
	 PREDICTED: unconventional myosin-XVIIIb isoform X1 [Stegastes partitus]
	12.9
	GGGGGGGRGGAATESELVLQLECSQTEVEFVRRRLKQTEEKLETERETRQQLDSKVSALQAQLEQARRSVTELKRHGRRVTSDLQDARVLTDSLQGRMHELERKQRRFDSELTQALEEADSEREQKDKSFLENTALGAEIYKLRRDLQESRAEAERLQKQKEELCAQIRDLSRPVDLTCESLPDLKKQLRLLETQSSERSEEIRQLTARIQQQQQIHMRFEMEMERMKQMHQKELEDKEEELEDVHKSSQRRLRQLEMQLEQEYEEKQMVIHEKHDLEGLIATLCDQVGHRDFDVEKKLRRDLKRTHALLADAQLLLSTVDSPGLHLPNGSKDQIERLHCQLEESEASRVEAESVQTTLSQELENTQIELENICKQKSLVDEQLSMLQHEKLDLLKRLEEDQEDLNELMKKHKALIAQSSSDIAQIKELQAELEEAKKQRHSLQEELQQSVSRVQFLESSTVGRSIVSKQEARVCDLENKLEFQRGQVKRFEVLVLRLRDSVVRLGEELEQSAAAEARERDNAKYYLQRLQDMKLEMEDLIQREGDSGRRRMELEMQVEELSAVRQALQADLETSIRRIVDLQAALEEVESSDESDSESVQTAVESLTRKKDLDSVSSVGSIGTEDVGEGIRHWLG

	TRINITY_DN81987_c0_g1::TRINITY_DN81987_c0_g1_i1::g.26352::m.26352
	gi|958665750|gb|JAO66309.1|
	 RN213, partial [Poeciliopsis prolifica]
	26
	DLDVFTYQGVEGSHVECLQMLLMYCGITDPSWAELRNFAWFLNLQLQDCESSDFCNDTLTEDTGLTGFKTFVVDFMILMAKDFATPSLSISDQSPGRLQMDLTGVRDEDLAPFKIRKRWETEPHPYIFFNDDHVSMTFIGFHLEPNEQNFVDAIDPTSGRVIKKNVMTRALYEGLRLQRVPFNMDFDRLPRGEKIE

	TRINITY_DN53568_c0_g5::TRINITY_DN53568_c0_g5_i1::g.39152::m.39152
	gi|498999453|ref|XP_004554488.1|
	 PREDICTED: myozenin-2 [Maylandia zebra]
	36.5
	MSRFSTMTTQERKMQAAAICREVQAQEDLEMDLGKKMCVPKDIMLEELSLASNRGSRLFKMRQRRSEKYTFENIQNENNKQLNDAVVSQTENENAVDGHGGQNNTGVEQPSDAPETAVVPNPDSIAPGYGGPLKDIPAEKFNCTAVPKSYHSPWEQAIISDPALADTIVTHLPEPEPRADLPGFKSFNRVATPFGGFSKTPRPAPIKPVQVEPLPDFPELQAETTVDRPSFNRAALGWVSTGGPLTLPTVPLEPMFIPESEDL

	RRRRRTRINITY_DN45575_c0_g1::TRINITY_DN45575_c0_g1_i4::g.34400::m.34400
	NA
	NA
	16.1
	STSLDELTGEPDLGSPIQEESTSMWITRSGLVGSALTTWTTRGACSAGLGVRSVLGGLAWFFLEAWVTITFMTSFGDLETNEGGLRLSGKELDSLSKTFWSLDRAMNLSSELDAPDLFLSCTPRGPGLFFARIDRVRESKRVR

	TRINITY_DN123084_c0_g1::TRINITY_DN123084_c0_g1_i1::g.136278::m.136278
	NA
	NA
	37.8
	GVCGWRSGVGLCPLDHQGAGSDGSAGGGVLPPLATLLDPAQSLSPLLLKHVSLVLGEVKALALQHLLLLSDLLHHLLLVLLLLAALPLLFLLVESYQFLDDGRVGLGGGGGRSGDGTLRHCCWACFL

	TRINITY_DN54879_c0_g1::TRINITY_DN54879_c0_g1_i1::g.40787::m.40787
	gi|657739072|ref|XP_008332233.1|
	 PREDICTED: probable rRNA-processing protein EBP2 [Cynoglossus semilaevis]
	21.5
	MVIDGMSMESVEEEEQLGLESEEENSELSDNELQEAFAKGLLKPGMNVLVNKAKKFVNNVEGMKHCLADLRRDLPWVERLDLTNLPAEDIISKAEGKIPNKTNGDVNADDDFQREMFFYRQAQATVLEALPLLSKYDIATKRPDDYFAEMAKSDQHMQKIRKKLISKQMILEKSEKAKKLREQRKFGKKVQVEVIQKRQKEKKAMMTAVKKYQKGMTDKLDFLEGDQKAGKGSAQASKKEQNKKGPNAKRKFKDQRFGFGGKKSGKKWNTKESYNDVSSFRAKVANAKGGKGGKKGKGGKQNKRPGKSVRRKMKGRS

	TRINITY_DN116106_c0_g1::TRINITY_DN116106_c0_g1_i1::g.130398::m.130398
	gi|808876634|gb|KKF25251.1|
	 Titin [Larimichthys crocea]
	20.7
	DDEGEYTAVVGDDKCAAELIISEAPTDFSVSLKDQTITEFEDAEFSCKLTKEKAEVKWYRNGREIREGPRYTFEKNGKFCTLRIKECRPDDECEYACGVDDKRSRARLFVEEIPVEIIRPPQDVFEAPGSDVVFEVELNKDRVEVKWLRNNMTVVQGDKYQMMS

	RRRRRTRINITY_DN67429_c0_g1::TRINITY_DN67429_c0_g1_i1::g.64638::m.64638
	NA
	NA
	9.1
	CFAVSPAFFGHSRALEASLDITELTRGTPLPLSVSENSRSLIFCSIKSSTNRSNCLTFSSIMSAMLCSSLRTLVVYDRLAVGRCSGGKRVMAGAAAATA

	TRINITY_DN58243_c0_g1::TRINITY_DN58243_c0_g1_i1::g.44626::m.44626
	gi|734610466|ref|XP_010732594.1|
	 PREDICTED: collagen alpha-2(V) chain [Larimichthys crocea]
	39.3
	MMSFVHLRTFLFLVVSVAQVLIVTCQDGTSGDDMSCTADGQVYTNRDIWKPEPCRICVCDNGQVLCDEIQCDELSNCEKMVIPEGECCPICQTESPSTGGTDTFGGGGRIYKGQKGEPGDVPLVTGIRGRPGPMGPPGSPGDRGQRGNKGRPGLRGPAGYDGEPGVPGQPGEAGPPGHPTHPGGLEAQMASGFDGKTGPQAMLSGSRGESGTRGPPGPNGVPGHAGPQGPPGEVGDPGHMGSSGQRGPEGPPGKPGEDGEAGKSGNSGEVGFPGSAGSRGFPGTPGPPGLKGHRGHGGPLGQKGETGALGSKGATGPPGPMGGPGPMGPAGMPGERGRPGPGGIAGKRGSQGNIGKHGPMGPLGINGPPGYPGTPGMKGQPGPTGVRGPEGPQGQRGETGHLGRAGPVGLRGPGGTDGGPGSKGPVGHLGPQGAGGHPGPSGPPGPQGSTGQPGIKGQLGDVGVPGFKGEAGPKGEPGPPGSQGVIGPQGEEGKRGPRGDSGSVGPHGPVGERGAPGNRGFPGADGLPGPKGAQGDRGTGGPGGPKGSLGDPGRTGEPGLPGARGLTGTPGVQGAEGKPGPSGAPGEDGRPGPAGSIGNRGPAGTMGVLGPKGFSGDPGKTGEQGSAGVPGQRGPPGKDGEVGPAGSQGPSGSAGDRGEQGPPGVNGFQGLPGNQGPPGESGKPGDQGIPGELGAVGQIGPRGERGIPGERGELGANGLQGPKGIPGAPGPDGPKGSPGPPGALGDVGPPGLQGMPGERGISGPPGPKGDRGAIGEKGSEGTPGNDGARGAPGPVGPLGPAGPSGEKGEPGPKGPAGPAGSRGVPGARGEPGPIGAVGFSGPPGPDGQPGVKGEPGEQGQKGDAGLPGPQGLAGAHGPPGPVGVAGLKGGRGTQGAPGPTGFPGSAGRVGPPGPTGPVGEPGPLGPPGKEGPLGLRGDHGSPGRQGERGPAGPPGSPGDKGDSGEDGPTGPDGPPGPAGTTGQRGIVGLPGQRGERGMPGLPGPAGPPGKQGTTGSSGDKGPPGPVGTPGANGPRGDPGPDGPAGSDGPPGKDGVLGQRGARGDPGPEGLVGPQGLPGTPGPVGIPGDAGKRGEAGSRGPVGPPGSAGKRGLVGPQGPRGDKGDLGDHGERGQKGHRGFTGLQGLPGPPGTTGEQGTPGIVGPGGPRGPPGPIGPHGKEGYVGQPGPMGPPGTRGLSGEIGPEGPPGEAGPPGPPGPPGPPIAAMDDLFGGGPQDYDSGPPPPPEFSEDEAMPNSNSSTIVPVDPSVQATLKALSSQIDSMKSPDGSRKHPARTCDDLKRCYPMKKSGEFWVDPNQGSAEDAIKVHCNMDTGETCISANPDSIPRKVWWSSSRNKPVWFGADINRGTHFTYGNKDQPANSITVQMTFIRLLSKEASQTITYHCKNSVGYKDERNSNLKKAVVLKGSNDLELKAEGNSRFRYTVVEDSCSRATGNWGKTVFEYRTQKTARLPIVDIAPVDIGGPDQEFGVDIGPVCFL

	RRRRRTRINITY_DN53035_c0_g1::TRINITY_DN53035_c0_g1_i1::g.16041::m.16041
	NA
	NA
	19.7
	IESLAEIPQNSSHLTNVPTGKDEFAVRTGDSSGDCNILVQNCDEAEMLPRTKSHVNLDILEEFSWQNSKGNLGSVLGVKASDQENLFESGEVLHGKPAPSVAQTEETSIGNNNEKDDTEPKGNVADLPEEEQLEPEGSALDDSACEDKDAETTIDDGQANTECSMEGGDEDGNEPSKDDDRKGDPGDGKRTRKMIEEIRKKREMREQQNQQMIRDREQRVREAEELAKAEAEEREKQLEAQRVAEEEAMKVREEEAMRAEEEERVKREEALKKEEEVRKLRAEEELRKEEEKRLREEEERQVRLQEEKEKQERMLRRNEALIKAAEAASNTGTAGKPDDKEKTKSSDSSQPATAQVPCLEKSKSDRKRLTPPGTPTLAPKQIPPPKTSAPQPSPPRQKMAGPSPPRTRSGQKATGPSPTRKP

	TRINITY_DN55183_c0_g5::TRINITY_DN55183_c0_g5_i4::g.18913::m.18913
	NA
	NA
	48
	PRRGESVLQEAAAALAWRLEQLDVATQPGHKGPNHHVRHLWQLVVQQGGGGVVRYLLEDLVLGLGPDVQLSVLVVNVLVESADDGPVDEQRAHHDDGLQHLA

	TRINITY_DN51608_c0_g1::TRINITY_DN51608_c0_g1_i1::g.58214::m.58214
	NA
	NA
	19.1
	MVGTELDVVKTSRALICDLIISAIDMTFDTGFGISVNSIICSDVFMFSGLFIKCGMAASNSFDFKFCNSDLLSTFDIVVFFSLQDASTVIISASLSTTSLVFSILVCSTIPKAIVSVSISTTFSFWASTNNSATLLLSTSSSTCISVPSTVFIAVSTWLCGVVGGETLHPGEFSAPPGLSTGDFCRSVKRTAGL

	RRRRRTRINITY_DN51160_c0_g1::TRINITY_DN51160_c0_g1_i1::g.70811::m.70811
	NA
	NA
	18.7
	GYLDDDAEENFVPGSGTGGSGHSPGSGGTASSPFRFSGFGRSQQLTQAFMEYKRIDNDSVSRRAFRMAEEFHDKRIEPVPDDEEVEMASPNTQRERERRIENEISERIALKCARQCIETLDAGSFGNTMKALFDLDVDKSIPSKRLNAKLISMRSKEDPLPIYILQDLRGPRLIAPDIIDPRNTAGIIFVNKKSSMGDMETLIQNIVRDAAGGGDGVNGGRAKAISDLEDFFLVCPAAQRAKDFIERVNAESEGFWMTLLEPGKISIFNAQCENAIAKALLTKGCGPPGYFLVGKSPTMGFKLFKDPHEVPYQVLEQLERKVDELGGIDEWTINPVEVVTERLASPNSQSLAWKFDDMTVALSNMVEADITEDELDILDMKKRIAQLAAESCLAALDAGVHGHTENAVQELDVDDALKMNKTHIQLIELRGTADPIGIDVERDFRGFRRLAPDISNPRNTAAMVIVHARQKLGDMLTLLQSVIRREVEGHTKERKPAIADLEDIFIIAPANKEAEEFAKRLNSESEGALKSMIEPGNILFFFAGTENAVARAILTKGTGPPGYLLIGRPPKVGIAKFLAPHRLPLEVMEKIQALQKRVGGIDDYGVENLSEEEDERRIPEGECHIVTDPAVICYPSPDTEVVKFEVARMGGRVLFIDGKRIPRYAELFYPKLYVEFLNGTIGEVTDDIPLVHIRKGYKVDPCPQISIVDGLRVRLNNRVVRNMRVKEDSCTDDSLVICVTERRKKGKMLVTDGRFLQLEDMKTQSLSVVSNDENISEDVILRNPRNKQKLIATALDDNKSEGGSAM

	TRINITY_DN54347_c0_g5::TRINITY_DN54347_c0_g5_i1::g.17703::m.17703
	gi|734609199|ref|XP_010731893.1|
	 PREDICTED: SH3 domain-binding glutamic acid-rich protein isoform X2 [Larimichthys crocea]
	23
	MVIKVFLASSSGSTAIKKKQQDVVGFLEALKVDYTQLDIACNEENRLWMRKNVPEERKPANGIPLPPQIFNEESYCGDYDTFFDAKEDNLVYSFLGLPPPPGSKEAAEADKADIVENGTHGEETNAEGNLDESIEARAQEEGEQEEADDDREEEEAEAQEEEAAE

	RRRRRTRINITY_DN54000_c1_g1::TRINITY_DN54000_c1_g1_i1::g.79990::m.79990
	NA
	NA
	25.7
	DLHAEEPEEDHHEHSCQQAPDVDLLEVSEEESGSAAGEAALAGSDNDATSEDAASAQLLLDVPSPCPPDEAQVPPEAPPDHSDVPLPSDGMPPSPSESSETPFSQPDTSEAPLQHPEAPPFGSDSFIDTSALASALDMTVQSSLEQSENQDEASSSLLVSDELEEVGSIEGEREEHMALSTNTMDISSMSLDLRDAVDAAEPNMVAVESDSFGPDMVRHVPPPLPAEQISVQEVDLVEESQSSPAMLPAETFGHTPLTPSPEEEPEPTPPKPTPVSPNVPIRHLYGYGIGCGLSGEGGWAGNPTVVVERCGDTQINYVLLKLPKGEHAEVLSFFDESDQLVQDAGVIYDTHPQLGALAAPSSAEVDLVHWVNESAGQYSCFRVSAGLLGQGGWMTSPVVELERVRTSKTSYVEMRVAKEMNAKLIEKLLENEENLRKSDLSLIFDFFPQLGAKEAPSNPQVGHVHYGYTGGESAESSQSLGM

	TRINITY_DN56228_c0_g1::TRINITY_DN56228_c0_g1_i1::g.20225::m.20225
	gi|657570952|ref|XP_008289022.1|
	 PREDICTED: vacuolar protein sorting-associated protein 41 homolog [Stegastes partitus]
	12.9
	MAEVEEGRKSSEEFTDESEEEDSEEEPKLKYERLSNGVTEILQKDAASCMTVHDKFLALGTHFGKVFLLDIQGNVTQKFEISSVKINQISLDESGEHVGICSEDGKVQVFGLYTREGFHENFDCPIKVVALHPQFTRSNYKQFVTGGNKLLLYERNWLNRWKTSLLHEGEGSITNIKWRANLIAWANNVGVKIYDISTKQRITNVLRDNVSLRPDMYPCSLCWKDNTTLIVGWGTSIKMCVVKERNPTEMRDLPSRYVEIVSAFETEFFISGLAPLADQLVTLFFVKENSDQMDEEFRARPRLDIIQPLPESCEEISSDALTVRNFQDNECRDYRLEHSEGESLFYIISPKDIVVAKERDQDDHIDWLLEKKKYEEALMAAEISFKNIKRHDVQKIGMAYINHLVEKGDYDSAARKCQKVLGKNMELWENEVYRFKTIGQLKAISQYLPRGDLRLRPAIYEMILHEFLRTDYEGFATLIREWPGELYNNMAIVQAVTDHLKRDPTNSTLLTTLAELYTYDQRYDRALEIYLRLRHKDVYQLIHKHNLFSSIEDKIVLLMDFDKEKAVDMLLDNEDKISTDRVVEELADRPELLHVYLHKLFKRDHHKGQKYHERQIGLYAEYDRPNLLPFLRDSTHCPLEKALEICQQRNFVEETVFLLSRMGNCRRALQMIMEELEDVDKAIEFAKEQDDAELWEDLISYSIDKPPFITGLLNNIGTHVDPILLIHRIKEGMEIPNLRDSLVKILQDYNLQILLREGCKKILVADSLSLLQKMHRTQMRGVRVDEENICESCHTTILPSDMAKPFGVVVFHCRHMFHKECLPSPGTIHGVQFCNICSAKRRGPGSGILEMKK

	TRINITY_DN40649_c2_g1::TRINITY_DN40649_c2_g1_i1::g.8817::m.8817
	gi|657574681|ref|XP_008291057.1|
	 PREDICTED: titin [Stegastes partitus]
	19.7
	VASAIQKTTMRVIRLHDGVEYIFRVFAENKYGVGEYLRSDPVIAQHPFNVPEAPAPPEIVSIRHESAILTWADPKDTGGSPITGYHVEFKERNSLMWKRATKTPLRVKECRVTGLVEGLEYEFRVMAMNMAGLGKASRVTEAVVALDPIDPPGKPDVINVTRNTVTLIWTAPKYDGGYKLIGYMVEKLEAGGKAWMKANHVNVQGCAFTVPDLTEGSQYQFRIRAKNSAGAISVPSESTDLLTCKDEYEPPSITIDPDMKDGVSVRAGDTIVVSASKIVGKPPPTSFWSKGGRELKSSDIVTITSTPTSSTLSIKYASRKNTGEYTITASNPFGIKEEHVKVKVLDVPGPPGPIEASNISAEKCTLTWLPPDEDGGCSIKSYILEKRETSRLQWTKLAENVIDCRYVASKLIKGNEYIFRVSAVNQYGTGDSSQSGPVKMVDSYRPPGPPSIPEIDNVTRTSVTISWKRPVQDGGSDIRGYCVERKERRGMRWVRACKRTVPDLRFKVQGLSEGVEYEFRVTAENKAGFGEPSEPSSPVMTKDIVYPPGPPSNPRITDTTKTTASFAWGRPFYDGGLPVEGYIVEYKKDGHDDWETETQYPLKVTEHVIGKLQKRGKYHFRVSAVNSEGVGEPAEVEKVTELVDQEALPDFELDAELRRTLVVRCRASIRMFVPIRGRPVPEVTWSKDDTNLKQRAHIDTTESYTLLVIPDCTRYDAGKYNLCLENVAGKKTGFVNVKVLDTPGPPVHLKPREITKNSITLQWEIPIIDGGSKIHNYVIEKRDATKKAYTVLTTTWQKCSFKFTDLEEGAYYYFRVSAENDLGVGEPAETPEPIRVSQAPSAPENLYVTDVTADSASLAWVKPLHDGGSLITGYVIEAQKKDTDQWVHVGTIKALDYTVTDLIEGAEYTFRIMAVNASGRSDPRESRPAVIREQTSAPSFDLRGVYQKTVIAKAGDRVKVEIPVLGKPRPVVSWKKGDVSLKETQRINTETTPTSTILNIGEIKRTDGGQYSMTGKNMLGTVTETITVLVHDIPGPPTGPIKLDEVSCDYVLMSWEAPENDGGVPINNYIVEMRETTGTSWLELAATVIRTTFKAARLNTGTQYQFRVRAQNRYGIGPCIVSESVVAAYPFDVPGQPGTPVVTSFNKDAMTLSWNEPSSDGGSAILGYHVDRKEKNSILWQRISKALVVGNIFKSTGLVDGIAYEHRVTAENMAGLSKPSKPSETMYALDPVDPPGRPVALNITRHEVTVSWTKPEGDGGFSITGYTVERREMPNGRWLKANFNNILETIYTVSGLIEDATYEFRVFARNSAGAVSAPSQSSEAITCRDDIEEPRLDVDASYSSNVVVMAGEVFKLEANVTGRPIPSLVWTKEGKELEDTGKLEIKTSDFHTTLVNKDSLRRDGGAFTLTASNPGGFAKFTFNVKVLDRPGPPDSLTVTDVTAEKCVLNWLHPTHDGGAKIEYFIIQRRETSRLAWTNVATDLQANRFKVTKLLKGNEYIFRVMAVNKYGIGEPLESEPVVCANPYVPSDAPQQPEVTTITKDSMVVCWERPEHDGGSRINTYVIERRDKTGLRWVKCNKRTVTDLRFKASGLTPGHEYEFRVLAENNAGLSAPSPSSPFYKAVDTIFQPGPPGNPRVLDTTKSSITLAWNKPVYDGGSEITGYVVETCLPEEDEWTIQTPKKGWTATSFTITNLKENQEYKINICATNCEGVGEPAAVPGTPKAEDRLLPPEIELGAELRKVVCIRACGTLRLFVPIKGRPAPEVKWSREHGESLDKAIIEITSSFTTLQIENVDRFDGGKYMVTVENASGSRTAFVNVRVLDTPGAPQNLIVKEVTRDSVSLVWDAPLIDGGSRVRNYIVEKRESARKAYSTVCASCHKSSWKIGELEEGKM

	TRINITY_DN51668_c0_g2::TRINITY_DN51668_c0_g2_i1::g.38123::m.38123
	gi|657559650|ref|XP_008283695.1|
	 PREDICTED: methylmalonate-semialdehyde dehydrogenase [acylating], mitochondrial-like [Stegastes partitus]
	14.2
	LINSNPYGNGTAIFTTNGATARKYTHEVDVGQIGVNVPIPVPLPMFSFTGSRGSFRGDTNFYGKQGIQFYTQIKTVTSQWKAEDATVTSPAVTMPTMGR

	TRINITY_DN52590_c0_g1::TRINITY_DN52590_c0_g1_i1::g.58894::m.58894
	gi|734640681|ref|XP_010749192.1|
	 PREDICTED: dol-P-Man:Man(5)GlcNAc(2)-PP-Dol alpha-1,3-mannosyltransferase [Larimichthys crocea]
	13
	RSPRRLYAAEMAGGVRRKSPGSPSPLWGKLHSLWQDKHLVLFKTEYTLLVVSVLWFLEIGINVWVIQKVAYTEIDWKAYMDEVEGVINGTYDYTQLKGDTGPLVYPAGFVYIFTALYYITGHGVNIRLGQYIFAVFYLITLLLVFRIYHRTKKVPPYVFFFVCCASYRIHSIFVLRLFNDPVAMMLLFAAVNLFMDGHWTLGCGLYSLAVSVKMNVLLFAPGLLFLLLSEFGFIRTIPKLSLCAVIQLLLGLPFLLDNPIGYLSRAFDLGRQFMFKWTVNWRFLPEWLFLNRYFHLVLLAAHLLTLLLFAFRRWKRPGESIFELLKDPGKRKTPPQKSTVDQIVLILFTSNFIGMCFSRSLHYQFYVWYFHTLPYLLWSGGVKKLAHLLRVLILGLIELSWNTYPSTNSSSTALHVCHLIILLCLWLAPPLPSAPAETQHTPVKDKRQ

	RRRRRTRINITY_DN55561_c0_g2::TRINITY_DN55561_c0_g2_i1::g.85617::m.85617
	NA
	NA
	35.1
	IRGGAFSRRGTLQSRLQHGLNVLSQPFKWHSMTLGTEGATFAYQSSCSTGLYFEENAAAATEEEETDAHDDDKLDGLTVIDSHDSSSLLSVHGKGEAGDGAESVCLTEDVTREGLTDDLSDGAREEVCGASASARTDQLEAEEVPPRELLEAGYEVAAELGLTEIDSGENSIITWGCSSEADSSTESM

	TRINITY_DN77549_c0_g1::TRINITY_DN77549_c0_g1_i1::g.94567::m.94567
	gi|1012643614|gb|JAQ86588.1|
	 RT pepA17: Reverse transcriptase (RTs) in retrotransposons domain-containing protein [Fundulus heteroclitus]
	20
	CAEDNKSSFDAAVVDTVLCNFYVDDCLRSVASEQEAVKLYQDLKAICLTGGFRLTKWMTNDRDVLSSIPPEDRATEVKNLDFDQELLAIERALGVQWCIRSDQFKFHVNIQQRPLTRRGILSMMSSVYDPLGMLSPVILPAKNILQELCRLRTGWDDAVPDHLAQQWSRWMEELQQLTDVGVDRCFKPPD

	TRINITY_DN49024_c0_g2::TRINITY_DN49024_c0_g2_i2::g.118898::m.118898
	NA
	NA
	9
	MDNVLMAHEGCHVDGCQARLSDSLDRCSMFKQQLHHFDSVLLAGDVKWSEAIQGLGVGVGLLVNDELGHLVVTTVGGDVQRRQVVVGDVVHGHVVLEQKLDAVQVVPLSGHVERRQAVLGLG

	TRINITY_DN53285_c0_g1::TRINITY_DN53285_c0_g1_i1::g.16306::m.16306
	gi|657563859|ref|XP_008285221.1|
	 PREDICTED: myeloid leukemia factor 1 isoform X1 [Stegastes partitus]
	28.2
	MFNSNIRDSDDDAFFSDPFRAHREHMRQMMRSFSEPFGGSIMPSSIMDGRSRGGHNMLEHPNSSVGLRDEHRDMSRSLLPFGSTDSTDMMRNPFGMFDNIMANMRNRMQDMHQNFETMPSNSNTHSFSSSSVMTYSKVGNEPPKVFQATSSTRRAPGGITETRRAVKDSESGMEKMAIGHHIQDRGHVVEKKFNKKTGEKEFIQDFQNLDESEAQSFDDEWQEEVSKFQPSGPMSRLEEAPPSRTVRWAALTGPEQAQRDQSKGTAEGEGNIKGSGSTKQ

	TRINITY_DN49335_c1_g4::TRINITY_DN49335_c1_g4_i1::g.75727::m.75727
	gi|734603445|ref|XP_010728732.1|
	 PREDICTED: LOW QUALITY PROTEIN: myosin heavy chain, fast skeletal muscle-like [Larimichthys crocea]
	61.7
	FKNKLHDQHLGKTKAFEKPKPAKGKAEAHFSLVHYAGTVDYNITGWLDKNKDPLNDSVVQLYQKSSNKLLALLYAAHAGADEAAGGGKKKKKGGSFQTVSALFRENLGKLMTNLRSTHPHFVRCLIPNETKTPGLMENHLVIHQLRCNGVLEGIRICRKGFPSRILYGDFKQRYKVLNASVIPEGQFIDNKKASEKLLGSIDVDHTQYKFGHTKVFFKAGLLGTLEEMRDEKLAELVTMTQALARGYLMRKEFVKMMERRESIFTVQYNIRSFMNVKNWPWMNLYFKIKPLLKSAETEKELMNMKDNY

	TRINITY_DN49996_c0_g2::TRINITY_DN49996_c0_g2_i1::g.117709::m.117709
	gi|657588925|ref|XP_008298825.1|
	 PREDICTED: CDK5 regulatory subunit-associated protein 2 isoform X3 [Stegastes partitus]
	18.6
	NNLMELLDMAEKALMSSDGQDENPELSDVCSRIKDTLQQVNALSNSESPSGVFGRRDSAAMQELQRHTDSLQEALWEQNRLNAELQEKLRDSGKAADAPAQQGLTGVSAGQDGECSTQRGAEKESDDHHGATGSSDDTGSNQEMTKALLNCLSATESAIASLAEHCTNPSSSASTRCSEISTNLQTHLDKLQRALQERKELEEATQPATKSSSSESTAAAAGTKGNQNLHLHQNLSLLYKVFNDLSHRISEMQASLQEERGRKEESEAHRAVQDGKGLPRSVQVQLEALHKALREKKKACKNLEEKLATALTETPSPETARRALEQDDKGVQVDLQDLGYETSGKSENDREESSSTDLEVGVNPSCSASSLPSLLKHEQATFSSTENLDSTSSTPYPSS

	TRINITY_DN9426_c0_g1::TRINITY_DN9426_c0_g1_i1::g.1683::m.1683
	gi|958809503|gb|JAO83317.1|
	 SMO, partial [Poeciliopsis prolifica]
	26
	KNYRYRAGFVLAPIGVVLVVGGYFLIRGVMTLFSIKSNHPGLLSEKAASKINETMLRLGIFGFLAFGFVLITFGCHFYDFFNQAEWERSFREYVLCEANVTIASQTNKPIPECTIKNRPSLMV

	RRRRRTRINITY_DN22864_c0_g3::TRINITY_DN22864_c0_g3_i1::g.80412::m.80412
	NA
	NA
	35.5
	FAGIETGWPRYPKSLTSSPSVASLATPSVLPFASFSLPFASLSSLSSLLPPSLKSTQVPLNLPLSGNPSVRLSETPPMVNLRSTGSAESTSSSSTPSSSSSSSSSSPPSS

	RRRRRTRINITY_DN128253_c0_g1::TRINITY_DN128253_c0_g1_i1::g.138880::m.138880
	NA
	NA
	14.8
	EFWLTLNTTHRIMRLLNPSNKEKDEKTWVSGVLESPRVARYLESELLTLQRAIEIPHLTMLEFSDVQGARCIHWEIPPPPSEFTINHSVGNSQTQLKRKIIKNISEVWKRMSKGRLQIKSTIYEELRSRLELDNEFDYFHHEVWQRFVNLVRLQVPQVYEKRFRQLEAAMPQDGNWLAQRDEETPEPEPIEIRDILLTLLEQPKCFSRYTTLFTRVFNPDAYMHYTLREILKGVTGAKIIPIGTKSQVKDEFVINEESDQVAFR

	RRRRRTRINITY_DN9842_c0_g1::TRINITY_DN9842_c0_g1_i1::g.66836::m.66836
	NA
	NA
	4
	ENEGEEPGELEAAHQREEEEEEEEEDTLGERKLADMDDSGDDSEATCIGYCMLSIVGLPLGFLFCGLLPSSRFVSMITSKADFAVRKIRQIIGDGGYAQASGNLVSSIFQVLQEMTEIPEGPLFYQENSTNLIIVSPVTVEGMILSNIYDNGDMHGFQFDRNFHERYEKAVRQILSKLRGSKETPDKEDIVAIAVLKGTEGLEYLTFGDIQLYGQFREKNVWSSLSGDEYEDYTFFGGDKFVVVAPLEPLTVSEPLVEESASFFYTYVILESAVDNYKEKLPSEGGIYLFLVDHRKMMHEFMHKSPLARVAPGSVRNAFEVIDDKTRPGKYNYALDGKLLKITPYGRVGFESAMGSYATADMKGVRVPSGSSKLEMGVDMWVPELKKCYGCWPAYFDVLWVDNVRTDKFTDDLDEVFALVASSLFAAVVASILSAKVEAMAELQFVLCSI

	RRRRRTRINITY_DN31503_c0_g1::TRINITY_DN31503_c0_g1_i1::g.107836::m.107836
	NA
	NA
	4.1
	SCQLIIPTEVRESRGVHWGRKCIRTLYDTFDPRAIHLLFHPLDPLNNLAVIVNGHVCLEGANNDSRNALEAARHVVLVLQQPTIDVEQLDDLEPEREHVLVSVIGGARRRPLEVEFEVECFVHVRLVGYVQELVGAELKFLVFFFSDVRQVESLQEHRGTQNQTFVDLPERKVAAVVKTVQHLEQCVSSERLLFVV

	TRINITY_DN58875_c0_g2::TRINITY_DN58875_c0_g2_i1::g.23877::m.23877
	gi|657577209|ref|XP_008292423.1|
	 PREDICTED: ATP-binding cassette sub-family A member 1-like isoform X2 [Stegastes partitus]
	13.3
	RDLCNATPLEEFVHIADRNVSRMTQEIICKSSSDWLDQAQSHFLSNLDFLKPIRRDVRSDPKVVQDVSAATDSLLESLGALAVELSSMNSWKDMRKEILYLTANATSSPNQMYQAVSRIVCGHPEGGGLKIKSLNWYEDNNYKALFGNHGNDSESEPLSAYDNSSTPYCNNMMRSLESSPISRMIWRALKPLLMGKILYTPDTPATQRIIHEVNKTFQELGVLRDLGGMWEEMRPKIWSFMENSEEMDMVRTLLQNNASAAFLNSQLSETEWHVSDVFDFLSKASEDHRPAGSTYTWREVFNETDQAIQTISRFMECVNLDKLEPVANEERLVNKSMGLLDNQKFWAGIVFPDIAHSNSTDLPPNVNYKIRMDIDNVERTNKIKDGYWDPGPRADPFEDLRYIWGGFSYLQDVIEHGIIRAITGSKEKTGIYIQQMPYPCYVDDIFLRVMSRSMPLFMTLAWMYSVAIIIKGVVYEKEARLKETMRIMGLNNGTLWLSWFISSLIPLLISAGLLVMLLKMGNLLPYSDPGVVFLFLGSFGVVTIMQCFLISTLFSRANLAAACGGIIYFTLYLPYVLCVAWQDYVGFGAKVIVSLLSPVAFGFGCEYFALFEEQGVGIQWSNLLASPLEEDSYNLTTSICLMLFDAVLYGIMTWYIEAVFPGQYGIPRPWYFPFTRTYWCGEKENKNLSTPLSKKGNAEAVCIEEEPGHIDPGVYIENLVKVYSHGNKLAVDGLSLRFYEGQITSFLGHNGAGKTTTMSILTGLFPPTSGTAYILGKDIRNELSTIRQNLGVCPQHNVLFSMLTVEEHIWFYARLKGLPEEKVKAEMEQIVNDVGLPHKRKSRTSTLSGGMQRKLSVALAFVGGSKVVILDEPTAGVDPYARRGIWDLLLKYRQGRTIILSTHHMDEADILGDRIAIISHGKLCCVGSSLFLKTQLGTGYYLTLVKRDYDLTLQSCRNSASTVCYSKKTEKEDSVSESSSDAGLGSEPESETTTIDVSLISNVIFKHVPEARLVEDLGHEITYVLPYQSAKDGAFVELFHELDDRLTDLAISSYGISDTTLEEIFLKVAEDSGVDAVELSDGVVPTRTRRRHAFGDHQSCLKPFTEDDFDFNDSEESRETDWLSGTDGKGSYQVKGWSLKRQQFVALLWKRFLYARRSRKGFFAQIVLPAVFVCIALVFSLIVPPFGKYPSLALDPSMYGEQFTFISNDMPEDPHTNKLLGALTEKPGFGTRCMEGEPIPDTPCSAVQDEWSVPEVSQSVKDLFDEGNWTMEDPSPLCECSCGGRKRMLPECPAGAGGLPPPQTKISDTDTLQNLTGRNISDYLVKTYAQIIGKSLKNKIWVNEFRYGGFSLGARNSHMLSNRDEIDDAIAELRRRFRLERGTAADRFFGSLSSFIQGLDTKNNVKIWFNNKGWHSIGSFLNVMNNGILRASLPTGKDATKFGITAYNHPLNLTKEQLSQVALMTTSVDVLVSICVIFAMSFVPASFVVFLIQERVNKAKHMQFISGVQPFLYWLANFVWDMCNYIVPATLVIIIFVCFQQDAYVSSTNLPVLALLLLLYGWSITPLMYPASFFFKIPSTAYVVLTSVNILIGINGSVSTFVLELFGSNEIGGINDILKNVFLIFPHFCLGRGLIDMVKNQAMADALERFGENRFRSPLAWDMVGKNLFAMAIEGVIFFCITVLIQYRFCIKARSSTSHLKPIGEEDEDVARERQRILSGGGHTDILELRQLTKIYKRKQKPAVDRLCVGIPPGECFGLLGVNGAGKTSTFKMLTGDSDVTGGEAYLAGKSVNSEIDEVHQNMGYCPQFDAINDLLTGREHLEFYAILRGVPEKEVCEVAEWGIRKLGLVKYVDKSAGSYSGGNMRKLSTAIALIGGPPVVFLDEPTTGMDPKARRALWNAILSIIKEGRSVVLTSHSMEECEALCTRMAIMVNGRFRCLGSVQHLKNRFGDGYTIILRVAGPDPDLRPVMDFIEHELPGSTLKEKHRNMLQYQLPSSLTSLARIFSLLSKNKEALSIEDYSVSQTTLDQVFVNFAKDQSDEDHLKDVHLNKRDAVVVDFSQLNSFLTDNKTRESCV

	TRINITY_DN86307_c0_g1::TRINITY_DN86307_c0_g1_i1::g.26593::m.26593
	gi|657595654|ref|XP_008302497.1|
	 PREDICTED: 40S ribosomal protein S11 [Stegastes partitus]
	90.2
	RACIGLFTTLLAKMADAQTERAYQKQPTIFQNKKRVLVADGGKEAKEKLPRYHKSVGLGFKTPREAIDGTYIDKKCPFTGNVSIRGRILSGVVTKMKMQRTIVIRRDYLHYIRKYNRFEKRHKNLSVHLSPCFRDVTVGDIVTVGECRPLSKTVRFNVLKVTKAAGAKKQFQKF

	TRINITY_DN58867_c1_g3::TRINITY_DN58867_c1_g3_i1::g.23632::m.23632
	gi|923867160|ref|XP_013770704.1|
	 PREDICTED: dysferlin [Pundamilia nyererei]
	16
	LSTVMEQAEDWAGRLRTMSEEPQNSLPDIVIWMLQGDRRVAYHRIPAHTVIFSQEHCGKHCGQLQTVFLKPPQSSGAEAKLPGQLRVKVWFGLAADVKHFNQYAEGKLSVFAETYENQTRLALVGSWGTTGLTYPKFSDVTGRVKLPKESFKPSPGWSWAGDWYISPEKTLLFDVDAGHMTFTEEVFENQMRLPGGQWIGMPEGYTDVNGEKAVPKDEVECPPGWAWEEVEWSEDLNRAVDDQGWEYGITIPPDRRPKSWVPAEKMYHTNRRRRWIRMRRRDQQKMEALRKQRPDEAEREGWEYASLFGWRFHLKPRKTDSFRRRRWRCRMEPLEKTGPAAIFALECSLSSIEDKNDDKSVTTTFGVNRPTISCFFDRGTRYHLRCYLYQARDLPPMDKDSFSDAYAVVSFLHQSQRTVTVRNTLNPCWDQTLIFYELEIFGDAEATTSSPPNVVVELYDQDTYGADEFMGRCVCQPTFTPSPRLAWFPIRRGDKSAGELLAAFELIQREKPSIHHIPGQEGDIMTTTHVLDELMFSGFLSENLQQWPDESDLPYPPPQREPNVFMVPQGIKPVLQRTAIEILAWGVRNLKSFQMSSVTSPSLQVECGGATIQSCVIRSVKKKPNFDVNTLVLDVRLPREELYMPPIVIKVIDNRQFGRKPVVGQCTIRSLEDYRCDPEAEGATVEEDEEGWRREMPHYSGEVFIDIDDELPLVTDQEEEFMDWWSKFYASTGEKNKCGTYLERGFDTLKVYDQELEKVEGFGGLSDFCQTFKLYRGKTQDEGEDPSVVGEFKGMFKIYPLPDDPSAPVPQRQFRKLPPNGIEECLVRVYIIQAHSLQPKDTNGKCDPYVKITLGKKTITDHDNYIPCTLEPVFGKMFELTCSLPLEKDLKVTLYDHDLLSKDEKIGETVIDLENRFLSRYGALCGLPQSYCVSGVNQWRDQLSPSRLLNRLCERRNLKKPVYQDDVVHFRGDQHTAADLEDKHESKRHLGPIRERLSLHVLRKLGLVPEHVETRRLFSPLQPDIEQGRLMMWVDLFPKSLGPPGPPFNVTPRRAKKFFLRCVIWNTSDVILDDVSLSGERMSDIYVKGWLDGHEHIKQKTDVHYRSLGGEGNFNFRFLFPFHYLPAEQLCVVDRKAHFWSVDKSETKLPPKLTIQIWDNDKFSFDDYLGHLVLDLNRMLRPAKSPQKCDVDLLQQPPEKLVSLFEQKTVKGWWPCTSEQDGHKSLAGKVEMSLEIVSEQEQDERPAGVGRDEPNMNPHLEEPQRPETSFLWFSSPYKTLKFILWRRFKWFIVLFIILFFILLFLGVFLYSFPNYAAMKMVGPFGPATKQ

	RRRRRTRINITY_DN112158_c0_g1::TRINITY_DN112158_c0_g1_i1::g.135108::m.135108
	NA
	NA
	6.2
	SVNLLASIGIADLVEKKSAHLASGLYLFPLIEVPGGQDHHPTGCSSCASDISSQSNLSPLSKTKLCFEPYESFFRDYGGKLLYIRTGSSDRSLANLVLTVTSDEKVSDSDQTREDYLVVASYMGSRFRGR

	TRINITY_DN53068_c0_g1::TRINITY_DN53068_c0_g1_i2::g.16031::m.16031
	gi|548525400|ref|XP_005751719.1|
	 PREDICTED: T-complex protein 1 subunit delta [Pundamilia nyererei]
	38.7
	MPEAMMAPKLSVAGGRHKGGAYVDRDKPAQIRFSNISAAKAVADAIRTSLGPKGMDKMIQDEKGDVTITNDGATILKQMQVLHPAAKMLVELSKAQDIEAGDGTTSVVVIAGALLDACSKLLQRGIHPTTISESFQKAVDKGVEVLTSMSRPVLLSDRDTLLNSATTSLSSKVVSQYSGLLAPMSVDAVMRVIDPATATGVDLQDIKVTKKLGGTIDDCELVDGLVLTQRVANSGVSRVEKAKIGLIQFCLSPPKTDMDNQIVVSDYAQMDRVLREERAYILNLVKQIKKAGCNVLLIQKSILRDALSDLALHFLNKMKIMVVKEIEREDIEFICKTLGTRPIAHIDHFSPEMLGSAELAEEVNLDGSGKLVKITGCTSPGKTVSLVVRGSNKLVLEEAERSIHDALCVIRCLVKKRALIAGGGAPEIELAVRLAEYSRTLAGMEAYCVRAYADALEVIPSTLAENAGLNPISTVTELRNRHAQGDKVAGINVRKGGISNILEELVVQPLLVSISALTLATETVRSILKIDDVVNTR

	RRRRRTRINITY_DN34201_c0_g1::TRINITY_DN34201_c0_g1_i1::g.112708::m.112708
	NA
	NA
	55.4
	SFLFIKFTHMLLSLKADDPTAGTEVTATDGTGAATTATVRGTKVEVAAGPAAEATDATAVDTVGGGATVRGVAAGAGTGARAPAGAATATGGAATTVTAGGTAAPAGEGGAATATPAGGGGGATPAEREIPATRSGQESGATDAGRWRKEGERGAKKGTRGEEGKRQQETKVRCMVM

	RRRRRTRINITY_DN28079_c0_g1::TRINITY_DN28079_c0_g1_i1::g.5639::m.5639
	NA
	NA
	23
	TQEVGWHVYDSSPQCRVAAAAAARKQPTKYGDAPSSTAELPRKRNEMNVPCVSQSVPAEEPPPSSSLFSLLPSLPSSLSSLSLGALSLGGPNGGRRRRSSSVASRYSQVFVSPLFQGPKTNE

	RRRRRTRINITY_DN100510_c0_g1::TRINITY_DN100510_c0_g1_i1::g.132784::m.132784
	NA
	NA
	21.4
	PSSDLLQQLQPQILNLFPKYGLCDTSAWSDVALLGNRVSQVTEQPVEPSDLFGIVQKIVNADRLILGIVVCWELCGAEMFVHLLYRLQVQSKHPGKNALEMSIHELEAQSLSLTSSNEDVMTWDGDVVSSTETLDTASGISYEEVKNTLLSLFADHTQPSHQNSHASSATDMDKARQGLRDLWNHNT

	RRRRRTRINITY_DN57018_c0_g1::TRINITY_DN57018_c0_g1_i1::g.105264::m.105264
	NA
	NA
	8.6
	TVGPKRFVRLAICGLFVAILGFFICGSISLLVRRKLLLNKTKFHDSNKSYLPREDRVGCCTYSSQKPDNQPTVFHKKSMGDIPQDEKFWTYNWTMNKSEVMMVECTLVLSDTSFVESWGTLLVIKAQPREEVNLQRVKSQDSHFVEKTGRKVKCSYLGTNATVVSSITHNNGSETLQTNDKYWLYEWGSSINFHCTFSVSDGTHMDEHEPNQVLTVNPKDDYVSLTLESSIISNVHRTKLKASCSYQGRHSASASSISLFRQDSDFSVAKGPQVKQGDKYWTYKWNTSGDNWCEMQMSESPFVDLWQTVKKLSPVPIELIRLYRGSPEASYESKDRKAVCKYTGSDSSSANHIPFDHNNPLPVEDKYWQYKWGSSVGVSCEFFVTEGEYMTNVDPNQTILAKPKEGQVQLQIAQSSDTHFVQNRGRKAQCTYLGSDATVVSNVSYMRDSAGLRNSDKYWLYEWGSSVNIHCSFSVSEGPYMVSYEPDQTLILRPKEGYVTLTLPNSSSSQVSRG

	RRRRRTRINITY_DN56638_c1_g1::TRINITY_DN56638_c1_g1_i1::g.124257::m.124257
	NA
	NA
	43.6
	GHGFRGLHRHPSGRHRPPLHLLLGDQLGAQHTPEASVASVVPHGGDGGGLRAGGGGAGHSEKKEEQIEEGSSQGHLEAPREHHGAAGRAGQVPAHRGVPLAAPLRREGSDPREKGEEESKGGVGVHQGLGTEARPHPAPQEPCMKAPQAPSPRVPGPPLDVHHRRGDCGSCAEPQCARGRGLGRQPAPPAHVHPPWLFLLRASRQHQRGAPRLAEGEDRRHRGLGKQHQLVRPFVCVQSRGHHPGGAEEGPPQRHHLHASRRDVEEPPFHLEGEAPTRGPQREAQSHQLGAAPGAAAAPVHEEALGRLRAARRAPPAAGGAVGVAG

	TRINITY_DN108373_c0_g1::TRINITY_DN108373_c0_g1_i1::g.134391::m.134391
	gi|734650230|ref|XP_010754438.1|
	 PREDICTED: protocadherin gamma-A4-like [Larimichthys crocea]
	24.1
	YRRIHSELLLQFLLGGKTVYIVISSPYDIRKLKMDSKMSWVQMCSICFLLLFFNVAHGDMSYSFPEEMKRGSVIGNIAKDLGLETGVLSKRRARIDTDGTDKRYCDINLNNGELIVADRIDREGLCGKKASCILKHELVLENPLELHRISLHVQDIND

	TRINITY_DN9128_c0_g1::TRINITY_DN9128_c0_g1_i1::g.78330::m.78330
	gi|657581759|ref|XP_008294911.1|
	 PREDICTED: tectonin beta-propeller repeat-containing protein 2 [Stegastes partitus]
	17.2
	YSSPGPGGGVASHSGPANQTERTTDRQDDPDRDTHKPDQLAESWMGYSGPGCGILSLQVTDRYVWCLDFKGGLFCSPLPETGLSWQRFEDNVHQVALSPTGNLLWKVEQKSMTAFACAKVAAKGKRHWYKAAEQTAFVALSDDSAWIIRTNGDLYLQTGLSVERPCARSVKVDAPCVFSQVCVRGGVVWALSEHKAVFYREGLSSFCSE

	RRRRRTRINITY_DN134767_c0_g1::TRINITY_DN134767_c0_g1_i1::g.141463::m.141463
	NA
	NA
	21.2
	IPGQNSHPWYSFIKLKDKVSALKFRCFNNGPDNIRTLDIQEFLFKLTKFFRNRFSQSSAVVFSLFFANNSIFTTLDTAYSFTHPTMFSFGAQINYSACM

	TRINITY_DN43403_c0_g1::TRINITY_DN43403_c0_g1_i1::g.70386::m.70386
	NA
	NA
	13.3
	QRRGSLIHNGRHDGAGVLCPEQRQHDPLSLFRGAHRGVLTEGASGAGVRVQQPSVGAAASRRAPLRVLSDHQHAHAGQHISHLRTQEELRPEEAARRLREDPGRPPQPGGLGPQLPPGGDTLPAPRLLSQGLPQPDPAESYNAQSGFLHPRRQEPAAHHRPREDRHRGRQAGARRRPPPAQPHRSLLCLSGRRNLDSHLPPSL

	TRINITY_DN49775_c0_g1::TRINITY_DN49775_c0_g1_i1::g.57280::m.57280
	gi|657557850|ref|XP_008283049.1|
	 PREDICTED: 26S proteasome non-ATPase regulatory subunit 14 [Stegastes partitus]
	17.1
	MDRLLRLGGGMPGLGQGPPTDAPAVDTAEQVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVRVIDVFAMPQSGTGVSVEAVDPVFQAKMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALSERAVAVVVDPIQSVKGKVVIDAFRLINANMMVLGHEPRQTTSNLGHLNKPSIQALIHGLNRHYYSITINYRKNELEQKMLLNLHKKSWMEGLTLQDYSEHCKLNETIVKEMLELAKNYNKAVEEEDKMTPEQLAIKNVGKQDPKRHLEEHVDVLMTSNIVQCLAAMLDTVVFQ

	RRRRRTRINITY_DN58559_c1_g2::TRINITY_DN58559_c1_g2_i2::g.62478::m.62478
	NA
	NA
	16.7
	VEVTVTPGNSTDELPTTETPASSEKAAEEKKDGDAVLPTNEAAGQQESSTTSAPQEAKEEAKEEAKVEAPQEAVKTENVIQVSDAAAAQATKVEGNQVPFLGELADYLFQYQELSTVMNQREKRLSKVVQFVDVLKETKASDLLNWMACFIGSRSSGDNCHVVATQSKSHKIEKMMDTLDQAKEPVESKGWKLFQFQKVSRSDKRKVHRILMNRCIFSPTIETSEVEVEFDGFTKKEKDWYACDSEQDEESCDSLMVITTARKQYVMLLFDSMTDPLPTQAAIFARQGWYGHIYSANIYKTADEDEEDSSEEEEDEDPESDRSHGEDVKLLVRNYDYPMVASTRNKKKNEETVGTNSTRWNKYSPLREFEDEMLTPEDSKQKLTSLTSHLESLSIETEGFQNHEVLAQHILIYQAEVQVMLCRQRRLRVVYGYVDVRGEAELGEMMADIGIYTGTRGVGASCHVVIPGSFFNKFANVRRRLKLLLHPEGPVGHDPWSMFQIHTVERETSKERKNILTLHRITYDPCHDESTLKVIFEEFIETERDPSPWYQACKVRNGEECRTVMVIISSQQEWVMRWFDGVTEEKPGQAAIYKKAEKYGDIYSANIYDCGPDGNGTSLQVRNYDYPLIDVYRNKPANYTKKAEKVTFRSFIRPVSQFEALFLRGEDALKRKYAELLAEAAIPEVPMLNEEDNATSILMMNETLDHSQRRKLIFIKYIVFLLAVTTLIILFVLFGIVAKDNYFTTVDKEAPESELRGNFVTVQVKYTTSYSLDKFEFKCKHNEKEKKVKGGLLLKARFKREPGNFPGHYECSVDITNHEPQPTKVKGNQVPEPKGIGTRERLETQTADREMDKYRPRVKCTYETFPNLGTVDCTGGPQHNRPTVTGTSHRKPHHLEDCSCDYSLNGLVPHCKQSTTDWTFQISTSTKDQLRNSITFDCDIRV

	TRINITY_DN38010_c0_g1::TRINITY_DN38010_c0_g1_i2::g.125166::m.125166
	gi|734610060|ref|XP_010732368.1|
	 PREDICTED: A-kinase anchor protein 13 isoform X1 [Larimichthys crocea]
	14.4
	VDSKVNEHEKRRRLKEFHSRMDSKSIMMMKSGQIFAREDLLRRRLIHEGALQLKNSQGRLKDIHALLLSDIFVFLQEKDQKYVFAMLDQRSTVMSLQKLIVREVANEERGLFLITAGIEKPEMMEVLASSKEERNTWMQLIQEAMQSMEKDEDEGIPSETEDDKRQLETKAKEMRDLLRQKDTEIMSLLEEKVRLFRGMWEGLSPGEEACQQVEPFFRSTCSLEPPRGATIMNDALLEVETLQALVNGSLGGAMASVQEEGGVGPVCLPRRAETFGGFDSHQMHSNKSGDKEEGEDTVGDLRRTESDSVLKKGGNANLLLLLKRNSEQVLHSVSNLHLLLNTLQAVVVQQDSFIEDQRQALSERSSSCTSLSRPSSRPNSLIEQEKQRSLEKQRQELTSLQRQQAAHAEEKRRREKDWELREHHLTEREMLVNMQEEDVLKQHKELEWEKQELQSKKEEYQKDLERLRDAQRKLERDREAVQRQLDKMEELRLAERTPSTTSDESQFPGSSQSLELDPMELSSSSHASLPRLLPQQSKPKGKGLNPFTSSSTNANLKGSDSNSQISKSLLQLAKSKSKEGKEKKKKKGKGGSAQTADPQHRPEPPLDGEIFFC

	RRRRRTRINITY_DN40656_c0_g1::TRINITY_DN40656_c0_g1_i1::g.8890::m.8890
	NA
	NA
	15.1
	CFQMGAVRGNKMIVDRPSLFPLFECKEEKALEMEEPVARINTFGKRFCVFVRKAGCRLASTACDFATDGAGLVIVVGRIEPLAARCQCMGKKSASAVLPLFDKSTFFGQDMTLGQFIKARNAQPLGIGIFVAKFGEQRLSMLTMGNVGLGKECVVKVGLDKMLDIEFQVVEYPLRFQPIEATSLGGTYKQREFVTINDYGLRALFTACSISAPGCGILAIPTHYSEPMESPPPLEPNRVQAIGMKSFVETAFQQLGGINIPGEESAYLNCGGVCLDSTPCVMGCTLGLPNDSLISRAAGYYNKNAISTIFSKIDLNTPCSKQCPADACKLCRMAERLAGRESLTTHKIDDFNNELKVCSDCSREPNRKWHKKEKKKNATSVIQAHTKVRPNLALISEIDPLDKSLM

	TRINITY_DN51738_c0_g5::TRINITY_DN51738_c0_g5_i1::g.58543::m.58543
	gi|1007710542|ref|XP_015825806.1|
	 PREDICTED: keratin, type I cytoskeletal 19-like isoform X1 [Nothobranchius furzeri]
	33.5
	MGMGGGAAFDLSGALDQSTVHLNEKATMQNLNDRLASYLEKVRSLEAANAKLEKQIREYYEQKGPAAERDYSKYWAIINDLKDKIAGATIGNANILLQIDNSKLAADDFRTKFEHELMMRQSVEADIANLRRLLDQTTLTKADLEMQIEGLQDELAYLKKNHAEELEAMRAQLTGTINVEVDAAPQQDLNKVLEEIRAQYEGITDKHRRDQESWFNEKSATLSKEVAMSTETIQTSKTEINDLRRSLQGLEIELQSQLSMKGALENTLAETEARYSSMLAGYQNTINMLEQDLANVRASIEQQGHDFKMLMDIKTRLEQEIATYRSLLETEESRPISTGGGKTTITTTT

	TRINITY_DN60889_c0_g1::TRINITY_DN60889_c0_g1_i1::g.48167::m.48167
	gi|962014024|ref|XP_014832040.1|
	 PREDICTED: DEP domain-containing protein 5-like isoform X4 [Poecilia mexicana]
	18.2
	NQKTLEEQQQQQQAKPSAAVSEPSNITTAPTYVDSPRKDAAFILDFIRSPRSSYIYHSQLPVEANEAADKGVQSGASGGAAAAQPAGESVASSSTDTSGLSAAGVLSLSSSSTPHELLEAIKHPTTGVQLLPEQKGLPFNCFISAEVVHWLVNSVEGVATQGMAVDIMQKMLDEGLVAHASGDAMRTFVYGFYFYRIVGEKDGQTSQLT

	TRINITY_DN88439_c0_g1::TRINITY_DN88439_c0_g1_i1::g.27095::m.27095
	NA
	NA
	30.3
	LGVDPEVLAGRPVSCRVVAPDLNEVMGVWLHSLQPGVVLLAGHHHLLSPTLTVFLIPPVLHLVSINIALCEGQPPHDGLCGGESFSVNTCRSFRWSILC

	TRINITY_DN99402_c0_g1::TRINITY_DN99402_c0_g1_i1::g.66290::m.66290
	gi|1007706830|ref|XP_015807780.1|
	 PREDICTED: nuclear factor NF-kappa-B p105 subunit [Nothobranchius furzeri]
	9
	GSVKLTALLMAAGADPHRENFEPLFFREEEEEEEEEEDEGYIPGTTPLNMAATAQVLELLSGKEYEAQSAAPVSTPPGDLSSLAVEVKQEVSRALESEGCWESLAHSLGLGILNTAFRLSPSPAKTLLDSYEVSHTHTHTHIRSL

	TRINITY_DN57246_c0_g1::TRINITY_DN57246_c0_g1_i1::g.21598::m.21598
	gi|734640730|ref|XP_010749218.1|
	 PREDICTED: vacuolar protein sorting-associated protein 11 homolog [Larimichthys crocea]
	12.7
	MAAFLQWRKFVFFDKDTVKDPGDNGKNFALPLGISACDSGRGHIVLGDMDGKIWLMTRSLQLSCFQAYKLRVTHLYQLKQHSILVSVGQDEQGINPLVKVWNLDKRDSGNPLCTRIFPAIPGNKPTEVSCLSVHENLNFMAIGFTDGSVVLTKGDITRDRHSKTLTLHEGSSPVTGLAFRQVAKVTHLFVATLEKVHCYTLSIKEYPKIELDTHGCGLRCSSLADPSQDSQFIVAGDDCVYLYQPDERGPCFAFDGHKMLAHWHRGYLFLLIRDAKSPNKTGFASRESSPSDKQLLTIYDLDNKFIAYSASFDDVIDVVAEWGSFYILTREGKMFVLQEKDTQTKLEMLFKKNLFVMAINLAKSQHLDSDGLSEIFRQYGDHLYLKGDHDGAIQQYIRTIGKLEPSYVIRKFLDAQRIHNLTAYLQALHRQSLANADHTTLLLNCYTKLKDSSKLEEFIKCSESEVHFDVEIAIKVLRQAGYHSHAVFLAEKHMHHEWYLKIQLEDLKNYQEGLRYIGRLPFEQAESTMKHYGKTLMHHVPEGTTLLLKGLCTNYHPSGDTAERDSPERSRVNKANSEEFIPIFANNPRELKAFLEHMIKVDPRSPQGVYDTLLELRLQDWAHERDPQRKKVLQGEAVSLLRSDNTVFDKALVLCQMHNFKEGVLYLYEKGKLYQQIMHYHMQNEEYGKVVEACKRYGDQESCLWEQALGYFARKEEDCKAYISEVLQHIDQNNLMPPLLVVQTLAHNSTATLSVIKDYLINKLQRESQQIEDDERKIHQYREETAHLRSEIQELKTSAKIFQKTKCNMCNSPLELPSVHFLCSHSFHQHCFESYAESEAECPTCTPENRKVMDMLRAQDQKRDLHDHFNRQLRCSNDGFSVVADYFGRGVFNKLTLVTDLPGNKTVGSLEVNLQRDLLIHTKRNC

	TRINITY_DN58520_c0_g5::TRINITY_DN58520_c0_g5_i9::g.90647::m.90647
	gi|548380238|ref|XP_005734223.1|
	 PREDICTED: histone H1.10-like [Pundamilia nyererei]
	52
	MAEVAPAAPAAPAAAAPAKAAKKKPAAAKPSKKSGPSVSELILKTVAASKERKGLSTVALKKALKAAGYDVEHNGAHVRRAIKSLVAKGSLVQTKGTGASGSFKAGKSAEKPAKKKAVTAAKKKPAAAKSTPKKAKKPAAAAKKAAAKKPAAAKKPKAAKTTPKKAKKPAAKKPAAAAAKKTGKSPKKAAVKKAAAPKKAAAAKKVAKPKAAKPKKAAAKKTGKK

	TRINITY_DN35879_c0_g1::TRINITY_DN35879_c0_g1_i1::g.32401::m.32401
	gi|734629481|ref|XP_010743032.1|
	 PREDICTED: PDZ and LIM domain protein 7-like isoform X2 [Larimichthys crocea]
	41.8
	TNAEDMTHVEAQNKIRAATDSLTLTLSKAFKTGGDQKDSLAEASVQPKYSFAPSTTINKMARPFTAGGGSANSGPVIKPVAYSPKLNTPSSQGRASMQQPQNG

	TRINITY_DN46987_c0_g1::TRINITY_DN46987_c0_g1_i1::g.98828::m.98828
	gi|47218682|emb|CAG12406.1|
	 unnamed protein product [Tetraodon nigroviridis]
	18.6
	MADKIKDAKIIFVVGGPGSGKGTQCEKVVTKYGYTHLSSGDLLRAEVSSGSERGKQLQAIMQKGELVPLDTVLDMIKDAMIAKADVSKGFLIDGYPREVKQGEEFEKKIGKPCLLLYIDAKAETMVKRLLKRGETSGRSDDNEETIKKRLDLYYKATEPVIAFYESRGIVRKIDSELPVDEVFGHVAKAIDALK

	TRINITY_DN49859_c0_g1::TRINITY_DN49859_c0_g1_i1::g.119995::m.119995
	gi|808861831|gb|KKF13621.1|
	 Protein IMPACT-B [Larimichthys crocea]
	3.1
	MADIITQENEGDLQAQIEEVEALSSIYGDEWCVIDEASRIFCIKISNDLDKPKLTACLQIILPPDYPSAAPPIYQINAAWLRGPERAKLANSLEDLYVEHMGESILYLWVEKIREFLVEKSQSSETVDQPEKVNLTAEEEVDDDDDDEDIPDFRALKLNTENAHLFMDHANGEELPPIKHGNPITDRRSTFQPHLAPVVTPRQVKMVLENLYENKKIASATHNIYAYRIYCEDKHSFLQDCEDDGETAAGGRLLHLLQILDVRNVMVVVSRWYGGILLGPDRFKHINNCARNILVEEGYTASSDESARAGGKTKKPKSKKTK

	RRRRRTRINITY_DN54223_c0_g1::TRINITY_DN54223_c0_g1_i2::g.59145::m.59145
	NA
	NA
	15.5
	EPQPQKELMSKLKKFKNKGMRNKNQPKMKKAKTKKEFRSGEKKGAKSAKTEEATKVAPKKAEAGKVTEGEMKAMKAKKPGTSSNKKGKSKVNAKDKAAKGNTQAKEKLGGAKGPVTKKAKDGKSPKEQPSETVTEPAEPAESSEEAKGAPTTPIVNSFKKLKAVFFGDMNHSHPYFRRTLRLSPHFRREKFRTFGEKGFDLGTPVLKVNRKKLAYDVVWENEEVMISCTCYVLYGGSPSEANVSDIASLILEKQLHASRQIDAEDKSTKVAPDKAIVGTGSCPADLLVRDFGGMVKPFQRGDYNCVVTNTVGLRHINGVVSKLRDANADNAVITGTNRMLQAVYTTKGGPASSMDLVLEGEQPSLAMVPLFSSAGQLMYQGALYEPTAGIPVSSDYIVLGVKSWKGLPDLNVGRNILAQALDRRRTKLTNTRITVPRHIENAELFDVLESLPFLDILKEILFNNYSYYMCLDKKLLSIYEAREKGEERKTSFNCLVDINDKIRQYITKLDLPLVGEKEAEEAGPLRFKDMDDINAQVTDEEDMDADSKDEDDDDDDEEEE

	TRINITY_DN9126_c0_g2::TRINITY_DN9126_c0_g2_i1::g.78281::m.78281
	NA
	NA
	11.2
	ARLYRSSTAAAVYQLWKSHKRRTTSSRLCSAGPVELYHVSMVSVVVIVTHRLRQPISAERQATDGRRLGISHLALVCIDLVICKLVERTFSEQFNDQWEWIINCIFTIIYKIILNIQYIYTWEMN

	TRINITY_DN54984_c1_g1::TRINITY_DN54984_c1_g1_i2::g.60393::m.60393
	NA
	NA
	6.3
	LLLRPPRHRLLTKDAAGRSDGPRSSPGTGVAEVIRLSVVVVVGPQRAGVKWTPPPTHRHLLPGPRSPLSLSLTPENHSRLVFTDKTSGQDGSVGVSGGARPALQEEEEEEED

	TRINITY_DN53776_c0_g1::TRINITY_DN53776_c0_g1_i1::g.76810::m.76810
	gi|226524991|gb|ACO70859.1|
	 glycerol-3-phosphate dehydrogenase [Rachycentron canadum]
	75.9
	MMAAPKKVCVIGSGNWGSAIAKIVGANAAKYDKFDTTVNMWVFEETVNGRKLTEIINTDHENVKYLPGHKLPPNVLAVPDLAESVKGADILIFVVPHQFIVRVCDTIKDHIKKDTIGMSLIKGVDAGPEGLKLISEVIRAKLGITMTVLMGANIANEVADEKFCETTIGCKDATHGPLLKDLMQTTNFRVTVVPESDVVEICGALKNIVAVGAGFCDGLGFGDNTKAAVIRLGLMEMIAFAKFFCTNCPVSPATFLESCGIADLITTCYGGRNRKIGEAFAKTGKTIEQLENELLNGQKLQGPATATEVHQILKQKNMVEKFPLFTEVYQICFNNHPVKEFIKCLQNHPEHM

	RRRRRTRINITY_DN49506_c0_g1::TRINITY_DN49506_c0_g1_i1::g.76464::m.76464
	NA
	NA
	16.4
	VGGADSYPQGALECCLRTSTLETVSVYFFFFFFVQQTLPLRNRRTVDPGGCGGPNYIRCPHRFLGRELRLLVRYSLLTPRDSSCCDHCWSSCLLPNQLTQICSLDHDPVSAKDEGQLLSAVHLSPRPCRFSSGLVRFCHPLQVPLEQSCAGIDHLRESEVGTVVFQHVSAVSLAEGPLLYVFRSTVQGALHGVLTISQHGSSDRLGGRVEAALTLIVNLGDELLLELDEDLFVYVEQDCLVELVHFLSLPCDLSQLGGALWHSRSHANSRVSVQVADARSVTSDSQDFSSSLNHANVAVEVWLGTHLSDLHHLLSHVLGPKLSVVHALRQGVVGRVAVALTEDVQWLEGETQLRPDQGSPVHLFIGTFRVVNPDTVDAAATSKFGIVDTGQSLLQRRLPAGQWSTRLLMAGPATAQLHVCLRPDSCPGTTVVPLCQLRRRTTREAGGHGCRVAPADGFAVRVQHLLLLGGGLLLQLSEKVLGVFAVSSRRRRRHM

	RRRRRTRINITY_DN89913_c0_g1::TRINITY_DN89913_c0_g1_i1::g.108349::m.108349
	NA
	NA
	7.3
	YCNAPVVSVIAAQTTPTKTMPADPATPPASTSTQLTEQSDSFCFAGFLRDPNAPWKVLGTKNKGCNMDPTLRPIVAVGEAIWGYKCTELEQQLAEQMQEKTAMTARVSQCADRAATFNLTYDDGEILLFVGAPRHGKPIQVLESESAPFLAAFCLLLFQTFCWVAAMNYNLHTYSSSAFRFFCMLHICLIFI

	RRRRRTRINITY_DN42315_c0_g1::TRINITY_DN42315_c0_g1_i1::g.33740::m.33740
	NA
	NA
	31.9
	LKGLKTEMPLIQSSQRTNHTKHTQEPRLSHIELKKHTPTHESTTKPEPLLLLLLLLLVLPPTFSSPPLLVGVPGAAQLLAVNGPVVLLEPHVEQASRREPGGDGVVEEEPVSSSLDRPLVEDVVVQGLSRHVPQLDDVLSVDLDHESGPLRRHVPLVDPEVDAAHVRKLPVQLRSLVLQADLSLVPQRHDVGGLAVAGEQEAHEGGHQDDAEQ

	TRINITY_DN46704_c0_g1::TRINITY_DN46704_c0_g1_i1::g.11750::m.11750
	gi|808861050|gb|KKF12953.1|
	 Stromal interaction molecule 2 [Larimichthys crocea]
	19.4
	MSYIHKVVNVLLRGLVIYAVLGSQCTTHSNDLPDHSSDAANVATTDPCLTVMPPCIGEADRFSLEALRHIHKQLDDDNDGGIEVNESVEFIIEDMKQQQTNKHSNLHREDQHITVEELWKGWKTSEVHNWTMDDTVQWLKESVELPQYEKNFRDFRVTGNTLPRIAANEPSFMSMQLKILDQRHKQKLNLKALDAVLFGPPLRPQHNWMKDFVLMVSIVIGVGGCWFAYVQNKSSKVHISQMMKDLESLQTAEQSLLDLQSRLEKAQEENRTVAVEKQNLEQKMRDEITGAKKEAHRLRELREGAECELSRLKYAEEELVQVRKALKRAEKEMQSERSVPEALQKWLQLTHEVEVQYYNIKKQSAEFQLCVAKDEAEKIKKKRSSVFGTLHVAHSSSLDEVDHKILEAKKALSEVTACLRERLHRWQPIEKLCGFPVVNNSGLPSLTASLYSDHSWVVMPRVSVPPYPIAGGVDDLDEDTPPIIPQFTSATMIRPSLTRSSSLCRSRRSLLSSPQSSLMSPDPDLLSMASSSLSYHPEADDEHIMFSSDRRGEPAQDGSSDTDSLNSSMGRKQMHNPGSETPYRKISREELLLFSQSSELPASASSAATHSSSSSGSLRDSTPP

	TRINITY_DN52135_c0_g1::TRINITY_DN52135_c0_g1_i1::g.68639::m.68639
	gi|657544995|ref|XP_008277879.1|
	 PREDICTED: transcription factor BTF3 homolog 4 isoform X2 [Stegastes partitus]
	29
	VCCIAAGLSCAAASHSPAARTFPRAVSEFPHQKNTMNQEKLAKLQAQVRIGGKGTARRKKKVVHKTATADDKKLQGSLKKLAVNNIAGIEEVNMIKDDGTVIHFNNPKVQASLSANTFAITGHAETKQLTEMLPGILSQLGADSLSSLRKLAEQFPRQSMDMKAVKEETAEEEDDDVPDLVENFDEASKNEAN

	TRINITY_DN33998_c0_g1::TRINITY_DN33998_c0_g1_i1::g.6993::m.6993
	gi|542227779|ref|XP_005452844.1|
	 PREDICTED: eyes absent homolog 3-like isoform X2 [Oreochromis niloticus]
	18.1
	VGKAKGKGKKSEGSAPSDTDLERIFLWDLDETIIIFHSLLTGSYAQKFGKDPATVLNLGLQMEELIFELADTHLFFNDLEECDQVHVEDVASDDNGQDLGNYNFLADGFSGPSGGGGASGATAGVQGGVEWMRKLAFRYRRLKEIYNSYKGNVGSLLNPMKRDLLVRLQSEIEGVTDSWLSTALKSLLLIQSRGKCMNVLVTTTQLVPALAKVLLYGLGDVFPIENIYSATKIGKESCFERIVSRFGKKVTYVVIGDGRDEEFAAKQHNMPFWRISTHGDLVSLHQALELDFL

	TRINITY_DN31463_c0_g3::TRINITY_DN31463_c0_g3_i1::g.107825::m.107825
	NA
	NA
	55
	MFSPTVTSPEWGFSVKSPVRSCLVSGGCPSSTTGGASCAGAAVSSPAGAGAGAGGAESGCGSSLDLAGGSSLDLAGGSPLDLAGGSPLDLAGSLALAAFLTGSGILNGLLSSTIVCDSLF

	TRINITY_DN58798_c0_g5::TRINITY_DN58798_c0_g5_i6::g.92290::m.92290
	NA
	NA
	14.6
	MRDDDGDFTLHELIEHFHGLTGLALICLDEVFQGDYQTWDDRVHLVLLFCADEGSYGCEGQNAIIQGCWVAVVLQYSAQQLQQLAVVRLEGLRVGIHHFIQQQEANLSVIRIATLGGLTEEMQEGGPAVRCLMFDHHCTQLGQGVLHCVLCFLHEGLQHHLLEALSVVRAYLLPMFLYSHSQHHCSRLADLWVLGATHDSTQGWNNGWVFKSLFQLGCGLLNNRVVRLCHLQQDLLQFGCHLDSSAATLPAASSDDPCDR

	RRRRRTRINITY_DN57902_c3_g6::TRINITY_DN57902_c3_g6_i3::g.128457::m.128457
	NA
	NA
	10.8
	KKPRSGGGKEKEFQAIQNFINLLNAPLDKKPTAGTALTVSRPNGATVSRERIEDEERRKRGEKERKEGGVESLEERGRNEYRGGDFSNRKSRKSVSASNASYESRVSSRRSYESDASSCSVKRRRNDDLSRRRKSDSHSRKDEKGRERNKERRERSRSRREERDPSVSSRRRKARSEEGDGGKRERRSSDSEENESAASLSYLQCIRREEEADEEDREGFGPGGKQNLFTASTNPPAPYWEVEEEEEEDKEKRDRESKGEESRRSERSSIRRQRKGGRESRRRKKKKKKSRRRSSSSSSSASSSRTSTSSSSSSSASRKRKKKM

	RRRRRTRINITY_DN13697_c0_g1::TRINITY_DN13697_c0_g1_i1::g.127795::m.127795
	NA
	NA
	8
	PRRLSKLFERTIFGSGYAVLLGDKNMSSALMAFLAEYVGYKLLTVQDNLDLSSFGPVSKAFETLETVTEVSTCQCVHFIRVEADRDKLVGAAGVMKAVLTQEALQLTEMDHVVFPPTSTKGTLITRAKAKNMNFNKLYAEYIQRALTKQDAIQPDEVERDGTVMEAKLKLKESQPMRGFRIANHSMGVSLCKQFRCYQCKNRNKKQIKCRRECKDYELKLRITRRFFGKCGECAHVGYHYGSARDACVRCELNLSSSSSSFEDQGAAVGYIVSSPSSAPTLADLVTSGESGNSSSQYEPVDLSSLADNDISQSIDHLEEMGGMFDDDACLPSDLLPDELPSPPHYHSEMDVM

	RRRRRTRINITY_DN128386_c0_g1::TRINITY_DN128386_c0_g1_i1::g.139519::m.139519
	NA
	NA
	23.1
	VSRLPHLNGGLARQTGGLLNQTPTPYIEGVKLLSPLGTTLRGQSTNCWLSWPGVPPVQTKPTKATTRYLHQRGMIPTITLTPITTTTTTPAQPIVAELPLKLRPCAQITGTGCTSRRITPAPTAGLQPGM

	TRINITY_DN67053_c0_g1::TRINITY_DN67053_c0_g1_i1::g.64593::m.64593
	NA
	NA
	18.6
	MLAGTHKTMYSKTLVVPLTGPHFCTKRLHQLHIQITKLPSTTIARVCSCLLLTHIIPMSLPCESSFLCTVIGVDGRYKWQQPVISDRQVGLFLFPLSSSLSS

	RRRRRTRINITY_DN28317_c0_g2::TRINITY_DN28317_c0_g2_i1::g.5714::m.5714
	NA
	NA
	8.9
	WCRQMVKYVDDPCRQPCAMRYGKEVQERAQQNTMGPYPCVGLSFTEWLLIGYSWVDSESSYRGYNLAEPATWKIPIQKLGSSSYVGDDEQRSMGFDSIKLVSGEGVLCNRAALDRLCVSPSPP

	TRINITY_DN59203_c0_g1::TRINITY_DN59203_c0_g1_i2::g.117000::m.117000
	gi|657556149|ref|XP_008282392.1|
	 PREDICTED: translational activator GCN1 [Stegastes partitus]
	19.7
	VPTVFSAPEKREGPVWKKMVEVQSLLVAEVVGGAKTIAHKSIVKNLNHLWEQHPGLVDQYISTLLSLDQSPTTLAMLGVCLDFCTAQKDKATIEKHKSALLDLYIKSVLMSKTKPQQHILDKSGSLLRHVSHSEFKELLLPTLQKTMLRSPENAMQTVSYMLSSVTLDLSQYAMDIGKAIASQLKANNAQLMEEAVQAMQNLAQQCSDPTAVQDIVTHLFKILGGSEGKLTVVAQKMSVLSGISSCSHHAVSGTSSQTLSSAVTVMFIPYLQQEVHEGTLVHAVSVLSQWSSRLTVEVPKALSDWLKKAFTLKTSTSLVRHAYLQAMVGAFKGDTLAQASDLVPLLLQTVEKAVAQNSQHALLAEGVAASVLLSRLALLDTQTEAKFTTFWNVILDEKKPLFTTEKFLSQASEETLLTELLLCERLFLDHAHRLNTSKSQMYHHATVAVLLSRSWRVRKRAQQTIKKLLSSLGGSSLAHGLLKELCVVINKHKVLPQDVLVSESGELTELGRSYVPPRVLLDALCVVCSSASQWSDPAEAENLAMEILIVTHHPSIVEARRGLWPVLLSSMNIKAEEFLEKNLEAVLPHLLEVKANNQAVKNAVGALSGLSPNKLLPRVISHVTEGLSQPALLQVTREEYAIMLTPDGELYDNSIIQSAQKESTKKVNMKRENKAYSYKEQIIELELQEELKKKKGIKEEVQLTSKQKEMLQIQLDKETSIRKRLQALDAELQSVVGLVEATLIEKPAQITRELPSVLQSLLPLLQSPLAAPRIQQVFLDIGVCLMPKPLHSLAVLVGHVTLRMLKPECDLDEAWELEDLDTAAERTVGLLHNHTVPQRESKAGDVAPLSAPAFSFCFPLLNAMLRESSDSTEETENMMTRALQVVNEHSQLRASTESDDIVIDENGPELLPRVTMLLLLTRIISTATPRLQVLASQCLTALCASAGGDMGCTVAEQPEIDVLLNALLSPCFSVRDAALRGLLEMEFALPTDSTEASGLSLLRRLWVARFDVEEEGRALAEKLWESLGLELVPELCTLLIGDVTHHEEAVRTAAAEALSTAVSEYRDQSPAVLGKLTELYHQKLYRPPPVLDALGRVISEAPPDQWEARCGIALALNKLSQYLDEAQVTPLFLFFVPDALNDRHTEVRRCMLDAALSALNTHGKDNVSSLLPVFEEFLKNAPQDASYDSVRQSVVILMGSLAKHLDKNDPKVKPIVAKLITALSTPSQQVQESVASCLPPLVPAIKEDAAGIVRNLLQLLLESDKYAERKGAAYGLAGLVKGLGILALKQQDIMTTLTDAIQDKKNFRRREGALFAFEMLCNMLGKLFEPYVVHVLPHLLLCFGDGNQYVREAADDCAKAVMRNLSAHGVKLVLPSLLVALEEESWRTKAGSVELLGAMAFCAPKQLSSCLPSIVPKLTEVLTDSHVKVQKAGQQALRQIGSVIRNPEILAITPILLDALTDPSRRTQTCLQTLLDTKFVHFIDAASLALIMPIVQRAFQDRSTDTRKMAAQIIGNMYSLTDQKDLSPYLPSVIPGLKTSLLDPVPEVRTVSAKALGAMVKGMGESCFDDLLPWLMETLASEQSSVDRSGAAQGLAEVMAGLGVEKLDKLMPDVVQTASKIDIASHVRDGYIMMFIYLPLTFGDKFTPYVGPIIPCILKALADENEYVRDTALRAGQRIISMYAETAIALLLPELEQGLFDDLWRIRFSSVQLLGDLLFHISGVTGKMTTETACEDDNFGTAASNKAIISSLGAERRNRVLSGLYMGRSDTQLVVRQASLHVWKIVVSNTPRTLREILPTLFTLLLGFLASTCPDKRTIAARTLGDLVRKLGEKILPEIIPILEEGLRSDKSDERQGVCIGLSEIMKSTSKDAVLVFSESLVPTVRKALCDPLEEVREAAAKTFEQLHATIGHQALDDILPTLLKQLDDEDTAEFALDGLKQVMAVKSRSVLPYLVPKLTAPPVNTRVLAFLSAVAGDALTRHLGVILPALLSSLKGKLGTEDEAQELCSCQTVILSVEDEVGQRIIIEDLLEATRGADPGLRQAAVTILNAYFARTRLDYSNHTRTLLSGLIRLLNDSNPDVLAQSWDTINSITKKLDASSQLALIDDLHRDIRSAAADVKGQHLPGFCLPKKGVTCILPVLREGVLTGSPEQKEEAAKALGGVIKLTSPEALRPSVVNITGPLIRILGDRFAWTVKTALLETLTLLLAKVGIALKPFLPQLQTTFLKALQDSSRAVRLRAAEALGQLVSIHTKVDPLFTEQLSAIRNAEDSGVRETMLQALRFVIQGAGSKVDPTIRKNITTTLLGMLGHDEDATRMASAGCVGELCAFLSEEELKSVLLQHVLADVSGVDWMVRHGRSLALAIAVKSAPEKLCGKDYYDTVTETVLTNATADRIPIATSGIRAMGYLMRHNLRTEGGGSISQRIITQLVKCLQNQSSDIRLVSERVLWWVFKESATPLMETSLIKPVLKSLLDNTKDKNTSVRAQSDYTIVNLLRLREGEETMQSFTAILDTASNDLLAECHRRSLKKIASLPDSNEEIDDTILT

	RRRRRTRINITY_DN21715_c0_g1::TRINITY_DN21715_c0_g1_i1::g.51539::m.51539
	NA
	NA
	20.1
	PKTWQIVIIDKTVHIAEPIGPPDCPDRAVCGESVKSCRGIGVINEAYVRYEYEISEELPHSKFTTDHILTKNIKVWLISNREKRELHYGLVPSGGDTVPEHWEVVQHDRSLSAIFPTGPPGPERYPYQAVVASSDLGHSKGYRNQAIIRFQYEAGTKLRHVKITTRACNITVNEWTATTTDRKQVIYNSIQCGGNHKPPDWSLTVSQTTVENFRVPGSPPGPKELVIVEVTTDKKGASNTVHISYMGGDDGAAEKISLTTHTRTNLINVRTTFKLPAGDKSWAVTPKPRGFVPIDINMDKGVHVSYSSFAPRVDPEFVLDKTMVPGALVKPDSKGKDNMATIRFLYEEGPNLNSVTAEMTKFTNVGSWKDQGKLQVELLYQIVRSGGDYEPKEWALSISTKTQDTVILNKPSQPVESVKLPDVITAPLGVGHGNEALVRFYYSCGEQLPDIKWSLAHCNTVVAAFTKRTSERKEVIYNKIKSGGDLLPPEWALTVSQNTIEKVKLNVPASPTDLVRVVVFASKTGSSNEATVTYKGSDNRSMKDIVLSTYSSTVEVQATEKLAAEDKDWKITPTPRGKIPIFLRLSAGAKITVIKRLEADIDLDPEEPRDQAVVAGSVDAHEGVGVKNIACVRFKYAQNEKLNPVEFKTKKVGTPPTCMIWEEAPAATAAADEAQAEAPAEVPEASMTTTCCEVIYGQIECGGDCMVKSWSLFVSSKTTDTVKPNLPPGPRFIPDLAKFFVTPSTPEGVGVANDAAVRFEYLHSELLGTVKFTLDTVTQRNCRTWRVGEKDHKEIIYGTIPSGGDESPAEWTLVMSDKKIHSVELSKPPGPTLYPDKIIVAASELPAGVGFQNVARVRFIYENGELLKTVKLCINEVKLDVVTWVLRSTERREVTYHSIKSGGDQIPPKWAISCRDKTVGTIILPGQPEGPKDLVVVNVQVAKEGGPNKLLLTYEGGDSLKAEKVSIYAKTPTNKIERHITNGLEQEGKMWHISPLPKGHVDADIKFNDGSNIVITQTYEPDISIRPPEIEDRATIPGTSYSPLSFVGAANRAIVRFEYQNDMVLGTAVYETEIINTFNAKQWRGEPLEKKEVIYGTVKAGGDYEPKTWIITVSDKSIKSAEPTGPPDCPDRAIHGESVKSMKGIGVINEAYVRYEYEMGPELGTTKFTQDTIISKNLKVWLISNREKRELHYGLIQSGGDNVPENWAVVMSDKTWAAISPTGPPGPLKYPYQAVICASVLVPGKGYRNEATIRFQYESGTKLRGAKIKTRALNPSVVMWTTTSTDRKEVIYNKITCGGDYEPRNWSITVSDSTVEEVKVPGGPQGPKDLVVIGINATTAGATNTLTILYQGVDDRTAEKISLNLMKDTAGFNVRTTRKLPQGDKVWSVAAKPRAVYPVEVTLDEGALVSFTNFLMKAVPAIVLDKVIVPVGIQRPDSAGKENKAAVRFMYEEGANLGSITAETEKVICSQSWKDVGKPQIEVVYCGIRSGGDHEPKEWSLTVSNKTVDKLTIKGPPQPKESVKISEGTEIPLGIGYENEALVRFYYNCGELLQSVTFTNHHCLANVTAYAKRTSERKEVIYNKIKVGGDNVPPDWTLTVAEKTVATIKLNQPASPTDLVRVQVTVTKSGSSNEVTLNYKGSDFRNVNEIVLLTYSTTTDITAREVPEGDGKTWKAQPTPRGRIPVFLRLSCCARLSVVKRLEADLDLEPPLLRDEAKTNDPVSVAEGIGENNVASINIKYEQNEKLNIITFSTALFGEKPTVITWEEEEEKELPICTEVIYGTIDSGGDYVPKNWAVTISSKTTDLIRPNCPAGPKYLGDTAKYFPSSVSPAGVGAANEAIVRFEYEHGVVLGTAKFQLDKVKRKNCKVWRLGIRDKREINYNTIPTGGDSKPAQWMLVMSDKTIATVEPNEPPDPVVYPNDAITPDSELSEGLGYKNVAMVRFIYENGKLL

	TRINITY_DN42432_c0_g1::TRINITY_DN42432_c0_g1_i1::g.80733::m.80733
	NA
	NA
	16
	SDGRSSPERLPELRRRLPPLSLSQTPRLRSRSYPPSRRVYRWTVFCWDGPAVPSPLGVRLRLLCSSFGKQIPLFWLNSRSLHEHFSPFLLYRFSTLYLLRNPLYSLCLQTVVFHRLSHRLPLFLFPYQRPFDSLLTDALPPFVPTPFPPLSLFFSSFSFAFSAGLDGLSFPSEALSVFSTEFTSAVLSSCVFVGSCLTASASSGPGVLSPVLVASRFVSSSQLTLSFISSGFSVFSEGVLVSSGVVSVAAGLEASDSSSTFLTSEDSVLFLLSDVFSDFSTCEGWSAFLMTEEVLMICELSVLPPSFTFSVDLITDGDSVFLGLSDFSGGTSLTGGDFTPGFFSCAESSRCSTLVLDVSVSLASLSPASGFSFCIVLVSAA

	RRRRRTRINITY_DN47500_c1_g1::TRINITY_DN47500_c1_g1_i1::g.36205::m.36205
	NA
	NA
	21.8
	VGVYSFVDKILDNTRLPQQLVLGTQQHGMPQAVQGLHVQDQDHHLPLHRLHARVLLEHGCLSGERLEQPRVGGHVLSVIIFNWPASASSCLVAAYSSQSATRDDATLGLQGLGALLALVLVHLGLVRLDALQHLGVLGVHSPDLQRHEAGVQLGDADKQGEDAQQQEQGM

	TRINITY_DN96891_c0_g1::TRINITY_DN96891_c0_g1_i1::g.95900::m.95900
	gi|734624149|ref|XP_010740109.1|
	 PREDICTED: protocadherin-18-like isoform X2 [Larimichthys crocea]
	13.6
	GESTFDTSLIIIISLGAICAVLMVIMVVFAAHCNREKKENRHSYNCRVAESTHQHHPKKPSRQIHKGDITLVPTVNGTLPIRSHHRSPSATPPMDRAQMGSRQNHHSRQSLNSLVTISSNHIPESFALELAHATPPVEGQYQPRPRF

	RRRRRTRINITY_DN88459_c0_g1::TRINITY_DN88459_c0_g1_i1::g.27092::m.27092
	NA
	NA
	12.6
	ARALPSFFLQLPFQLFPPEQLFLLFSTRTSASSSSFPAVCSALESSARISDLLSSSSDPRCSSFFGPKTTSMSSRPLMMFLTLFALLLSSLRPSPWITFTDLIFPTFFISSSSSLRSIIVGARLSASVFCPYLSM

	TRINITY_DN43983_c1_g1::TRINITY_DN43983_c1_g1_i1::g.101609::m.101609
	gi|657542915|ref|XP_008277143.1|
	 PREDICTED: tetraspanin-18 [Stegastes partitus]
	20.5
	MGQGEASARGTTMEGDCLSCIKYLMFVFNFLIFLGGSFLLGVGVWVLVDPTGFREIVAANPLLFTGVYIILGMGGMLFLLGFLGCCGAIRENKCLLLFFFMLILLIFLAELAAAILAFIFREHLTREYFTKELKRHYQGYNNTDVFTSTWNAIMTTFDCCGVNSPEDFKDSLFRLINPNHMVPEACCQHASQAGELAHISQEQCLSGSMMFRNNKGCYSAVVDYFELYIYVAGALAIVVLTIELFAMVFAMCLFRGIQ

	TRINITY_DN56039_c0_g2::TRINITY_DN56039_c0_g2_i2::g.121118::m.121118
	gi|657581962|ref|XP_008295020.1|
	 PREDICTED: vacuolar protein sorting-associated protein 4A [Stegastes partitus]
	9.9
	MTTSTLQKAIDLVTKATEEDKAKNYEEALRLYQHAVEYFLHAIKYEAHSDKAKESIRAKCMQYLDRAEKLKDYLKNKDKQGKKPVKEAQSNDKSDSDSEGENPEKKKLQEQLMGAIVMEKPNVRWNDVAGLEGAKEALKEAVILPIKFPHLFTGKRTPWRGILLFGPPGTGKSYLAKAVATEANNSTFFSVSSSDLMSKWLGESEKLVKNLFDLARQHKPSIIFIDEVDSLCGSRNENESEAARRIKTEFLVQMQGVGNNNDGILVLGATNIPWVLDAAIRRRFEKRIYIPLPEEPARAQMFRLHLGNTPHSLSEADLRQLARKTDGYSGADISIIVRDALMQPVRKVQSATHFKKVRGPSRSNNQVMVDDLLTPCSPGDPAAIEMTWMDVPSDKLLEPIVCMSDMLRSLSTTRPTVNTEDLLKVKKFTEDFGMEG

	TRINITY_DN55015_c0_g1::TRINITY_DN55015_c0_g1_i1::g.60336::m.60336
	gi|734647663|ref|XP_010753031.1|
	 PREDICTED: asparagine--tRNA ligase, cytoplasmic [Larimichthys crocea]
	6.5
	MAEITKGVEQVSVGELYVSDKCGNDQDGDGTEQKPFKTPLKALIFAGKEPFPTIYVESQKEGERWAVISKTQMKNAKKAFNREQMKSDVKDKKEAEDNERREKNLEEAKKITIEKDPSLPEPESVKINFLEPKRGQRVKVFGWVHRLRRQGKNLMFIVLRDGTGFLQCVLSDKLCQCYNALLLSTESTVALYGTVTPVPEGKQAPGGHELHCDFWELVGLAPAGGADNLLNEESDVDVQLNNRHMLIRGENVSKVLRVRSAVTQCFRDHFFSQGYCEITPPTLVQTQVEGGSTLFNLNYFGEQAYLTQSSQLYLETCIPALGDTFCISQSYRAEQSRTRRHLSEYTHVEAECPFISFDDLLNRLENLVCDVVDRVLKSPAGQLLYDINPNFKPPKRPFKRMNYTDAIEWLREHDIKKDDGTYYEFGEDIPEAPERLMTDSINETILLCRFPTEIKSFYMQRCPEDRRLTESVDVLMPNVGEIVGGSMRIWDAEELLEGYKREGIDPTPYYWYTDQRKYGTCPHGGYGLGLERFLTWLLNRHHIRDVCLYPRFIQRCRP

	TRINITY_DN24643_c0_g1::TRINITY_DN24643_c0_g1_i1::g.51455::m.51455
	gi|584022063|ref|XP_006805690.1|
	 PREDICTED: DENN domain-containing protein 4B-like [Neolamprologus brichardi]
	23.5
	SSAVRVRLLWDTLTPDTDQWPPLYILWRIHSGVPMRSYGWRRHNHPFTLSFLEEVLRWVGMNEVHKAVTLLLDTLAKQPGSPRIQRSLYREFLFLTLAAMGKDHVAAFDKKYKAAYSRLSSSLGRDELRRKRVQPPSPKAIDCRRSFHPPLEC

	RRRRRTRINITY_DN73312_c0_g1::TRINITY_DN73312_c0_g1_i1::g.64936::m.64936
	NA
	NA
	8.9
	SDISHRLSDATSPRSGSRTPPRSNYRSPPLSGGKQKSLPYERDRNVEGGQSGPRYDATNIIRHSSPTVPRQLPEDVSPQPLLTPKRKLKAMNTMIGLYETTLLSEGSLERPQPQLVEEKDLDTEMLDEDNDDEEEEDDSEPAEEEASNLQKIIFEIQRNLDPNDEKSYCRLIEEVSMERAEQRVSPICLISYLAGNVYPRVEHNEHGLLDTLVKLVHKANEACKRKGKTRLCLNMLLAASYELTYDTLCDSDQLEDVLWGILDDAIMATQQSRRLSLKQLAVLVNERALSDNEERRLAETLLKLLVPIQSLYV

	TRINITY_DN101316_c0_g1::TRINITY_DN101316_c0_g1_i1::g.139505::m.139505
	gi|1012671156|gb|JAR00360.1|
	 Reverse transcriptase [Fundulus heteroclitus]
	15.8
	ASLQNLSLETLRSTWETDIGEAISPEQWGSALDGVHSSSICARHGVIQFKVIHRLHFSKVKLSKIFPDVDPTCNRCKRSPASLAHSFWQCSSLSTYWNSIFKTLSDVFQLTIRP

	TRINITY_DN45220_c0_g1::TRINITY_DN45220_c0_g1_i1::g.73436::m.73436
	NA
	NA
	12.4
	MLSVCVLYSMMVLGGRLRTLRRVSRMRAVVAWSLAVLFQMEMMSSWNRTDTTAPQISSPTMNCSPSIARIRFSQQRDARPFLSRMIHFPPILLASSSHIGLIPSLKRWKSLWPVKSPGRIM

	RRRRRTRINITY_DN56705_c0_g1::TRINITY_DN56705_c0_g1_i3::g.124552::m.124552
	NA
	NA
	16.6
	TTIKAIVGQNVPAPKGCAKVCLEHTDFRNKNGGCGGYWFRTCAKSHADYHWKLVFKACTGEEKPLQCIDVATLAVPVPLMEVQEGQQVQQQVQQQPEPETEPKDLPTTNVTSIGQNVRKHEAAKTTVIGKRTSVTQGEATHASVVVHYTQASELNDVALETSSVNTKLVLTHDVLRTVTVEFYVFLKPDPSSWRLKLGSSTINFVHLEDADKQKRQHVAQHNEHHKQHNEQQQSSSFPNKLPQDSQFWKCNKSVEPSMYFANEISIYKPLLQSFTQLHKDYFQSLSDLRKFFVDSPESAMRSLVRSDGATLRNGVGMIVLFYGRCKVETAIRVLQEGEEEVGGTVFLILVKRDRPLPAQEFVLEVTSEIAAALARGGELQPTKDLLFRVIDQASHHETLGIDVHIPSGTQNHLYEYPAQQIVSVRAHHLSSTPNSSVHLHEVIQAIYRKIETFVTPYTSESSDVVFAMDIDVDTTFSRRDRTSLPPVYDCMQDPSCFDFCIHCNMVKQIVSNYQASGPSPLVIVQAMATNNIQLARTLAREERSVLFLTAIGADHLRLAANTVAQVQGLQEGVFFIAVKRVLFGSRVRKFTNQALFSMATELNRSKNTSLTQLGELRQVLARKRLADAFRVETVVESNYLTLAVRAGRPCNSEAITIDKVLRLATERMRSFAQRNVQKSADLAIALETPYLPCELKGYCCPCNDRIKKVLDCQVVGPGRPGKDGYPGAYGVEGKQGPTGINGSVGRQGRNGGPGPGGQTGPDGAAGKPGPFGPFGEDGKRGKPGVVGFGDRGDEGPEGRPGLPGVVGKPGPEGPEGKRGISGRRGKEGIPGSDGGPGRPGPNGDEGRPGPAGNPGTQGRSGGIGPEGPEGAGGPKGANGPQGPPGRRGNAGPRGLEGPGGKKGDQGPDGAPGADGAEGKPGARNNDQGSTGPDGRIGKEGSDGAQGKTGKPGRRGPNGRDGPPGAVGSKGEEGNIGDLGIEGFEGKEGSYGRSGKVGRQGPCGQFGQTGNVGPPGREGPGGEDGPHGQSGPLGPNGKSGPLGVAGRDGRNGICKCPVGCCQREAINDLEEVLEYDLDMINVRLPRTYRFGRGYELMLAEEFKNVRELGVLIFSNVGSQQLEVVRRKMEAYPADLGDTLHIVVKVADDQRTKFRNNYASITKGNLLFPGRNRLARFGEFLEDANNTFDLQAPESASDMALMGVQVSPIQGSSCSIPAMKSIRQLIAGMKSQLNTQSSFINQGSVDFGVLVEVNCTKPTDQVGVCLKGKVEDDLTELIQENLESLELFTSARAVTSSESAINELENGTNGVGVAFVRVGKSKLGLAATKSDDASRGGTVVMLIQPTGDDMRSGKERTFHVDQVHRIAAGINIKRGGKYETREIADIIEQKNKFTNLYFADTVDAAFHALSFQLNDRDNYFLDILNIIFSMVEKFNERGLNISGDVLFVIDAKKSPIGTDIDVTPPEVPITGHLRAVVKDQLASLGPFTPVQLVDDSTTAIQSLQRTDASGAGVGICSVRSSKLLPGYISVDQSSRGGTLVVLHQSAETPRVGASPRLENQMVYNIADALDSSRGGMQRLRKIASIVAPKNNHSNLSFETKVRDAYQVVAVRVQDPQVDLQQVLQLIFDRIHAIGGAGTNDSGDILFIIDKKGLHIPDIEVPTYSAIIDATSMTKVSDILQSEVRPLQQFNDVTYVLEPKLSIQKLEDPDANRSGIALPAVQGRKLQDAPGSVDDASKGGTVLILFQPVGDEIRSGASRQYINKSVWELARGTNLRNGGKSRIRMVAQRVEEKTSYENLLFELNPDDSYQVVAIRVKQMGVDLKDVVRRIMERISPFESRMATTGDILFVVDRKEGGTSTPTIVDPTPFVPRMNQIADDSLETITTILNDQVTHLSPLDDVTFVFNPVYSVVRLETPNVDRTGISLPIVRSQKLSSAPRSIDDTSSGSSISIVFQPVGEQKRSGRAATLVDQSVFQLAQGLNRQRGGRQRIARVSNLVGEKTTFSNLYMDAHASDGYQVVGIRIKNEGVNLSEVVRRIFERIVPFDRGVGDSGDVLFVIDKRPGVAEAKELVEILQQKPLVLINNLRSPITSLETFEKVNFAFSPNHSIDQIQKPDANKVGVGFPIVGDTKLAGAPEKVNDRSRSGALIITFQPVKLAARGGNRELFITDKMFRLAGGTNLSRGGAPSMTNVARLVEDKTQYTNFFFVPTPKESHQVVAVRVKDTGIDLPELIKIIFRRIHEFEGRVNDTGDILIAVDREAGSVVKEEPLAMDTDGVVTILKPMVVEAMAPINSFSVDHYALDPVFAVTRLLAEDAQGSSVVFTLVQNVALEDAIKKVEDQPPGGTILVLVQQVGQRRRSGTSSQFMTDLAHRMAAGTNLVSGGMLRLQSIRDVVDQRNNFQNLYFEINPYEAFQLLGIQVRDPRVDLQNVVNIMFDRVYPLNTSGVYNSGDVLFVIDRVVRQTQVTTIEVVPETPGETVIVGALTSLADVIARPNRNLARFDKLMFVVSDAFAIQKLEQENAAKSGVALTLVGMRHLSTAPTEVNDSSKKSTLVLLLQPVQQQIRSGKEPRLMNTRVFDLAAGINVSSGQRPKIAGLAATLAESSGHSNLDIELRPTNGFQAVGVQVQDPGIPMTDVFRKIFERVSNILTSGMTSDILFIIDRKGVTLVEQADLKPLLGAFLVGLLACLPLLRHRRM

	TRINITY_DN51815_c0_g1::TRINITY_DN51815_c0_g1_i1::g.58500::m.58500
	gi|734601409|ref|XP_010727607.1|
	 PREDICTED: EGF, latrophilin and seven transmembrane domain-containing protein 1 [Larimichthys crocea]
	18
	LKVKSRLSASMESLLKSPMKLVLLTAWLSSLMDPCSLSDICAHPCHKLASCKTINGSNSACFCDHGYTGDGTTFCDDDDECRNVTNICGDRGTCTNTEGSYFCTCVSGYTSTGKDQFQPNDGTECHDIDECQKVDVCGPNSKCHNTIGSYNCTCQRDYVPSSGAKHFHPESGVRCKEHPQKYCHDNIGCITQTVNKTLEYMSNLTEPQSLLKEIAKQTSGELTSVEVIAYVEALCRSTSTLAAGEKDYTVKPSVINSTLSKLVKAVNNLVEKDELMAWSRIKEERREHTITKLLHAVEESALTLANNYKTPAELEIKASEMEMKVFTFDARHTKAKLSASMGGDRIDLTPKLRPEEDRNGSVSVVFVRYDSIGGILKPSSDPGVTDYSRYAETGEIIVNSQVIAAAVKPADVYQLDHVTFTLRHNEPIDTKADVTKCAFWEYEPDSLQGHWATHGCKTVHVTSNTTTCSCNHLTHFAILMSSGRANLVAHYTILTRITQLGMIISLICLSMCIFTFWFFSEIQSTRTTIHKNLCCSLFMAEFIFLVGINMKTHKLFCSVIAGLLHYFFLAAFAWMCIEGIHLYLIVVGVIYNKGFLHRNFYIFGYGSPAVVVAISATLGSRYYGTDKVCWLSTENHFIWSFIGPACLIILVNLLAFGVIIYKVYRHTAVKKPEISHYENIRSCARGALALLFVLGATWTFGVLHILHETTLTAYLFTIANTFQGMFIFIFLCVLSRKIQEEYYRLFKNVPCCFECLR

	RRRRRTRINITY_DN62702_c0_g1::TRINITY_DN62702_c0_g1_i1::g.93291::m.93291
	NA
	NA
	34.4
	QLTASASPIQPHQGGLWLGGLSLSALATPDLLSPLGGTSSLLQLLQEQNMFPFAEALPLPAPSDGVASHTPPNHDVLRSSLPGPSTAALPKTVTSVKPNVCGSQDAGTFHNEQSSMEVDTTRESASGEGQPLTSSAALLALVHNSLDLPKPSTSIAMSVNGQSHSLDVSTSIGNGSLEMAVTGEPAAEQ

	RRRRRTRINITY_DN101993_c0_g1::TRINITY_DN101993_c0_g1_i1::g.134716::m.134716
	NA
	NA
	14.8
	SSLSKKVKKATPLVTEGVAAAPVASAPTSVASATIEGGAVLHEMEAAASTKMFDIREEKTYAMKFRPDLLTAMDLLKETTDDDYKESLYKIIGEKITKTLPSDDEQSKLIEHKFIHLVPKVYSVSVYN

	RRRRRTRINITY_DN99536_c0_g1::TRINITY_DN99536_c0_g1_i1::g.27938::m.27938
	NA
	NA
	8.4
	FLVCVVAHLVVNFLHYSAATLESFLYNMRFTLVTLPRYSKHSREEAMPTGWFDNLFLNRLPTSPRLDKNDLIASVDDFVFGCSLSNWYCGVVLGTLLLIEKWSVVAM

	RRRRRTRINITY_DN55782_c1_g2::TRINITY_DN55782_c1_g2_i2::g.20017::m.20017
	NA
	NA
	16.4
	SPSSSSSSSSQPLFISRDYTGASPISTVRPPSEVRKRRMTPTVSGPRSKSDRLRLTSSDGAVPPHLQLQHREEVLRKILQDRESLREQLRGLQLDDCRPERRRCREERERLENELAVIRAQLHTQASSYESVLSQMEKKHERRIKEVEERRKDEEREKKKEEDEEEEKVDEEKREEWHKQSEELKEMEVRLKEVEEKLRQAEEELQADRKKRLEVTEEEKEETEVNKQISKEKLQKKLTANERQLELMACRSEDLQREFVQNQNQQKLDQQLAMMQTHAQLQAQLDEIQQMHRQTMQRSWETHQQTLEARQKDLELHHMTLLRNRESLVDEKAKKELTQLAMTHSHREEALSQSQPEQLLDRLKKNIEKTEQVEKRLRDIEPNGHCDDGQCAKKEEVEDLQGQLESMQTQMEQERNQWRQESEAVAANMEIRFEARLRDECEARIRDETHRQSQELLSRETNLRSQELVKEELRHKDARLSAIERQQRDWQKEADEQVRALRSRTQHLEEELRSCHPGCSAAAEPAAKDKKEQQQIASELRCIENTADKLKTRLEEREKELENRLEEGARREEELRTCVEQNTKKESSLAEQVSHLEAAHRRMVEEIAKRVQEKLRKRDEEAKEVLRKKEEELKQQVNAREAEVQEINKDLQSRVRVREVELEKRQRELEEEKERRLREKIEEVEKHLGEKEEERERRLTNRDKEFQDRERQLSEREKDIEKQLKDREDDAHKQIRRLEETQARVMESRLSSLAEAHQRIQRAHDSNRGSSQLELERNRSQLRSAQSRLEEVESCVCVECGGRNLLEEARSQLEDEQLLLREKAVALEEEARKAVGEAESVRRRDLELEEELDQIREQLKVTNRKSEALRELHSEVEAEARKVRERLASHMGKKEEEEREEWRQREERWEAEMKKRVDENEESLNNVKQEWQEREEKVAQRKREEARDREEKLAKVELLLAKVRELDKREETQKEEEDKKNDKDERQREEEKREKDEDAAKQLEDCKADLTQIQEKAKELEMSLRLSEEQTASNQARAEQLEEEAAQLREEFRKRLEVETEREREEALIRFCEFDAQVQAGVRQQEDLSVQLELLRTRLVTGEGEHCTDMLIRHLEEHHAQSLALLAAEQEENKMNLSYIVKTLQAIKKCMKSHMQYDYLEQEINPFEAATGNVSSGPGPPQAAKGAGSAMIFGGGGGGGGGW

	RRRRRTRINITY_DN52665_c1_g2::TRINITY_DN52665_c1_g2_i1::g.110264::m.110264
	NA
	NA
	12.3
	RGVPPHCECAQRIACLMIEVLATEQRDTLAEEGAMPEDLLLSIMTEWDKLLESACEWLSDVLYAGHEHLESELFFFVTTKILSGNLSQRGRRPLGEEEPGRHSFLKKFLFEGASVAIPRHASYVLHYVSECDEATLVEDSSQLVLTLLKVAQVAVDYEKDLTMSVIRDKFRSTFLELRTCLERNYFLGQLATLCKLRVEGQKDHMTWGVYKLYSDNLFADSYLKMWVGIEEICIARIEAIADRYRHVFVGKFIANMMNEIEDQNEQLEKRKQLLLELRDNARKPVAKNREAEYQRQTNDMNISLNLAVNVLATMLKMAALTSTHRFARVQSDSLGTLLSIVTDMMYEDYIISYQCQRVLVSIFECFSSKFKKWQPGAITLPYDGSDEDFEETMRRIIESNQMNRFMEGSVVGKCGSCQIFFNILDLLAVDRDHKYSEIWDDVVSQMASRGLKVVEFLMMNEMGNEQHHGNLRGAGKG

	RRRRRTRINITY_DN42608_c0_g2::TRINITY_DN42608_c0_g2_i1::g.82791::m.82791
	NA
	NA
	14.8
	KWNFTRGVLEFFKKNPEHFFQYLKQLIAPAVHPHARGKSDHLCRERGHDRLCYFGKTKNFYFNSANIQPELKLFREVKKMEPFPDRILEDGDVVHISELPFYQLWNQMHMYYLSRNLAKYGLNIEGDKVLISEIPQYRKHKQLRNYFVQTYDSLVRETPDRLILLLKIDPNMQHIRKPVKSATFYAPTKEVTLQDPYAYPMQSLYWPLGKTFHSEWDFFHVENQAAAVSSHLSLMEILARTGGKRVGIIIIQPLQQLTGNPHTTTGNDTPSSTPPSPPGEEVMPRSPIPPSQIAFLLLGLLLAAM

	TRINITY_DN37519_c0_g1::TRINITY_DN37519_c0_g1_i1::g.127159::m.127159
	gi|348527560|ref|XP_003451287.1|
	 PREDICTED: metaxin-1-like [Oreochromis niloticus]
	13.7
	LFRGEGFTSGRKMAAPDELFCWEGDWGLPSVSTDCLVVLAYAQFAGAPLKLRKICNPWRSPSGALPALRTNQKETLSRVSDIIIHLRKQKYNADYDLSAKEGADSLAFISLMEEKLVPALIYTFWVEPKNYVEVTRRWFAEHMPFPLNLFLPGRMRGVQLEKLRLLRGDEGLEAGDELEKELYRDAAECMNLLSQRLGSHKFFFGDSPSSLDAYVFGHLAPVLRSKLPNMKLQQHLKSLENLNLFCSNILQLYFPRDGRESGG

	RRRRRTRINITY_DN112831_c0_g1::TRINITY_DN112831_c0_g1_i1::g.140067::m.140067
	NA
	NA
	22.2
	QKSQTYCSILYKEWDSDQKRMQLQVTSRKVLGINKLKNHKAHGNQALRLSLSAGRRMAGLKGKELFLEVTVKSGQPYLRAYLTRNHVMAKFWGVAEESWDRGNVPTVNALSVQVAQLPLAAMDPTLEKINLLSLCATGGHDLMRVEVKISTEREADTSNNDGSVGCIKTVQARCWQEHQPFWGMVQTGIDPICNQEAYSCSAKWRDTVLAQLKTHS

	TRINITY_DN91867_c0_g1::TRINITY_DN91867_c0_g1_i1::g.95589::m.95589
	NA
	NA
	8.9
	MSVRRLGCCFKSDLKNEWKTIFGLPHFPFETTFRLIEFSNSFNCLETSRATLKSQIFQFYVIVDRRVGLSSFFHFYTSSLSFVVIQIFIKLLKQTKSLPEI

	TRINITY_DN23576_c0_g1::TRINITY_DN23576_c0_g1_i1::g.68493::m.68493
	NA
	NA
	10
	MLPGDQTWLLGKRLKMCPPPDRDHRFPSLFPLWSGHESPEFLQKTPHWALEDRGSHFRHTLAVYPLESGHLEHLGWENLCPSAQHIWGYACSRSRAHNSHSESPSDCHES

	TRINITY_DN56777_c0_g3::TRINITY_DN56777_c0_g3_i3::g.108931::m.108931
	gi|1012854798|gb|JAR72817.1|
	 Nebulin [Fundulus heteroclitus]
	62.6
	MTTVVEEYVEYEEEEEEEGEEIVQESGLPTRKVRKKVKVDTSKFMTPYLAHSQKMLDQFSHNKYRHAYDMSRGQPPAITTESPEMIRIRKAQEQLSEVKYRMEGNKARTGSMYDGEAREIAHVKHVSELISKVLYRQKWDETKDRYLLPPDAPELVLAVKNAANYSKKLYTEAWDEEKTMCYPYSDSPELRRVAKAQEVLSDIIYKKGHHERKAKYTSLADPPEVELARKVDKQRSDLKYKEDYNKNVRGQWCETPYFDVATARVAMDNLSNRKYTQHHEDTKDQIYFMQTTTPVYDANKKARIAASEVQYKKEYEKSKAQCDYNTLPATENPLLRQLRYAGTILSDKVYKANYEKSRGSSINYCDTPKFQMDSVLKQFSDAHYKEKYDNEVKGHYIGSYEDVYMLHCQKVEEMKSEQAYKADYEDIKTRCFYPQTITPEYEVSKKLQQCNDKVYRQHPDKVKFTQVVDSPVQVQAAINAKQLSDLNYKAKYEEIKFKNTLPPDYPFFIQSRVNAFNLSDNCYKYDWEKDKDKKFEVKGDAISILAARAHTNIASDVKYKKEYEKNKGQMVGALSINDDPKIMHSVHVAKIQSSREYKKDYEKIKTKYHTPLDMLSVTTAKKSQAIASMAGYRSISNKFFLPYDSVLLDLAKKANIIQSDNEYKSDYNNLTKGTPWVPFGSIEVEKAKKAGEILSERKYRQHPDTVPFTPIADHPVMMQAKVNQLQRSDLFYKRGLEEVLQKYSLPPDAPEFLQARCNSYNVSEKNYKLAWQELIAKGYDLQPDAISVKAAKAARHAASDVQYKKAYEKDKGHHVGFRSLQDDPLLVHYMQVAKLQSDKNYKKDYHKAKLKYHSPVDMMSMTHAKHASAVQTYAGYKKIPHNYFLLPDNLHLQLCRNMNTNASDFNYKQDYENSVKGSGWIPIGSLDVERAKTAAAALDETKYRQHPDTIKFTSVTDSMNMELAKANAKIMNMKEYKASGEKFVHTYHLPPDVPELMQARYNAVNISQNYYTYAHRQDILKGHHVKEDAISIVAAKSSRDIASNYRYKLAYEKAKGHHVGFRSLQDDPLLVHYMEVAKLQSDKNYKKDYHKAKLKYHSPVDMMSMTHAKHASAVQTYAGYRKIPHNYFLLPDNMHLQLCRNMMEIQSDNHYKSDYDACVKGSGWVPIGSIDVELAKAAKAALDETNYRQHPSTLKFTSKSDSMNMALALANSKTLDHAAYKASGEKFVHTYNLPADCPEFLQAKFNAQTLSESHYKQKWLEDIAKGYDMKPDAISILHAKHGRHIASDVQYKKAYEKDKGHHVGFRSLQDDPLLVHYMQVAKLQSDKNYKKDYHKAKLKYHTPVDMMSVVQAKHASTVQTYAGYRKIPHNYFLLPDNLHLQQCRNMNTIASDCDYKSDWNNCVRGLGWVPMGSIGVETAKLGGDILSEHKYRTHPSNFKYSKLMDSMDLTLATANNKIMNKQAYTSAWDKDKLTVHIMPDAP

	TRINITY_DN58414_c0_g1::TRINITY_DN58414_c0_g1_i3::g.45922::m.45922
	gi|958219378|gb|JAO26969.1|
	 ACON, partial [Poeciliopsis prolifica]
	14.8
	YNCVTSPPSSTSLSVNKMATYCLTVARLQLALGHGARRLHVSAAYRAKAQVSMSRFEPTSFVNYQKLQSNVDIVRKRLSRPLTLSEKIVYGHLDDPHNQDIDRGRTYLRLRPDRVAMQDATAQMAMLQFISSGLPKVAVPSTIHCDHLIEAQTGGVKDLARAKDINQEVYNFLASAGAKYGVGFWKPGSGIIHQIILENYAYPGVMLIGTDSHTPNGGGLGAICIGVGGADAVDVMAGIPWELKCPKVIGVKLTGSLSGWTSPKDVILKVAGILTVKGGTGAIVEYHGPGVDSISCTGMATICNMGAEIGATTSVFPYNHRMKTYLEKTGRGQIALLADAYSDLLVPDKGCEYDELIELNLDELKPHINGPFTPDLAHPVADVGAVAEKSGWPLEVKVGLIGSCTNSSYEDMGRAASLAKQALDKGLKCKAQFTVTPGSEQIRATIERDGYAKILSDVGGVVLANACGPCIGQWDRKDVKKGEKNTIVTSFNRNFTARNDANPATHAFVTSPEIVTAMALAGTLNFNPETDFLTAPNGDKFKLEPPTGDELPSRDFDPGQDTYQHPPTEGGSVKVDVSPSSNRLQLLEPFDKWNGKDLENMRVLIKVKGKCTTDHISAAGPWLKFRGHLDNISNNLLIGAVNIENDAVNKVKNQLTGEYGGVPDVARDYKAKGVNWVVVGDENYGEGSSREHAALEPRHLGGRAIIVKSFARIHETNLKKQGLLPLTFADPADYDKIRPDDKISITGLNSLGPGKPLTAVIQHSDGSQQSISLNHTFNETQIEWFQAGSALNRMKQLQH

	RRRRRTRINITY_DN33412_c0_g1::TRINITY_DN33412_c0_g1_i3::g.51737::m.51737
	NA
	NA
	13.8
	LHFTKALAKLEPAPLLDLAEELDGLDKETELFGNKVLEQAVPELDSSIEEYDLKNVQLWKLKRQFLRVYLKQGMVSLREFAHVPSMDDQNFLARDDENELVAQLVTRFNRLYYPLRPPHFGEVTQEGGTQQAGFEPLSDSNIVADSIESIEESSLLPDGSSTSPIETERQEAVATEAVTKNKSSSLEVPERSEEFKAKKRFGATKGTSPTQKKRKALKSSTPRLTPADVRLLTEPKQTKQKLDRGKESNLLDAVAAPTEAETATLDIVTVSDTKNESSEILVNEKQSSSLTEPPDTEKEPLEPAHKGDTQTRECPKHYKRSLKSSLSGLDITRVVTKSHIERPAPPQQNNNKKFYPSTKTEKVDEEKRRDREPSKTPDKRPSLQISPVVSNSASAASSDGREFNQCQLDIHENIKFKPVLHGCLPCALKSPPQSSFFSSIPTVTAASASMGATVSGKKKSKSLSLSRRPKGTDDRQTM

	RRRRRTRINITY_DN47660_c0_g1::TRINITY_DN47660_c0_g1_i1::g.12525::m.12525
	NA
	NA
	37.1
	FVRARNCISNHSDLFLDAAFIWRGFMDTLVSLPIFSGPLTFRHAAATLVLASTFVGADTGFSLTEMVVLDAAGRTGAVVATLAALLLSVRVHTLAVHAVPQRRVPHGTLIHVLALLLIQASTLTLLTNVGRPLMLTVASM

	TRINITY_DN76281_c0_g1::TRINITY_DN76281_c0_g1_i1::g.94487::m.94487
	gi|808866658|gb|KKF17335.1|
	 Cysteine-rich motor neuron 1 protein, partial [Larimichthys crocea]
	17.5
	WHDGCRDCYCHSGREMCVLISCPVPSCSHPLVRPDQCCPTCEDESGSGQPEGMDMVVCRAPGGEFYVEGETWNLDECTRCTCRKGRVLCDTEVCPPALCQTPIRNKDTCCHICQEETLSPLLPVNTSQQEYCITSDGDVLLAGDSWKAN

	TRINITY_DN55676_c0_g1::TRINITY_DN55676_c0_g1_i1::g.19098::m.19098
	NA
	NA
	28
	LLFCGSCVRPRIATAATNGSGCKLRCPGCLHPSKPQFFSTDSVRWRPKHAPRSPSTSSKPTCLQKSIQSKVSRSPARARSCSAGVFRRSRSYRLCHKHRN

	RRRRRTRINITY_DN44675_c0_g2::TRINITY_DN44675_c0_g2_i1::g.10722::m.10722
	NA
	NA
	18.3
	RQAAGPRLLPAAAGAVPSGPLLLLLLLFLRLVDGPPLGLVGHHLNSVGPHDAEGCSDDGEDQGLPLHVFVSQLLELDSLPHFIRVFAVIFAAAVVAVCLPGVHVLLPQPHSYHSA

	RRRRRTRINITY_DN51685_c0_g1::TRINITY_DN51685_c0_g1_i1::g.38236::m.38236
	NA
	NA
	17
	VQGDQIRVRADGRVGPLVGVHALSGCPHLRTFLTAAFAVALALSHAGLFLLPLGYGGGAVEQLGLLMLFLASDMGRRMIFVSSAVAGEGAQGVTGNGAMHGGGGMM

	RRRRRTRINITY_DN30597_c0_g3::TRINITY_DN30597_c0_g3_i1::g.118032::m.118032
	NA
	NA
	14
	SPISSPPRPAALQVLKMDAVTFFSSSVMTASCMLSSLRPSMSESLPIFSPASLFLPLSASLSSWPEASPQLSAPGREGRGGGEPRSGGGGGGASRSGGEEEEQEEEDEDDEFFVLNRGGGSLFVGSEMS

	TRINITY_DN56105_c0_g1::TRINITY_DN56105_c0_g1_i2::g.121309::m.121309
	gi|583989866|ref|XP_006790134.1|
	 PREDICTED: PDZ and LIM domain protein 5-like [Neolamprologus brichardi]
	42.2
	RLQGGKDFNMPLTLSRLTDGGKATKAGMAVGDMVLSIDGIATDGMNHLEAQNKIKSCTDNLTLTLQKASSVPKPPPVAPKTAAHHQVTKVPRKHVVETDIHFYHVPTHADASRKRIMEDTEDWRPRTGTTQSRSFKILAQITGTENAQEEEAEKAKKTKVNKTTTRMVIGPKYNELRDSHHRVSARTLNVVQ

	TRINITY_DN46814_c0_g1::TRINITY_DN46814_c0_g1_i1::g.12144::m.12144
	gi|734611888|ref|XP_010733370.1|
	 PREDICTED: peroxisome proliferator-activated receptor gamma coactivator-related protein 1-like [Larimichthys crocea]
	11.1
	SRSESLDVDPRLHSTAHFESIQQESSAASPQRPASPSSSSSPTTEPKPPVSLANQTHTAPLQEINKKFTEIASDVSRRPPALCPPSTRPEPASGCSRPPPQQHTTSPTTGTQLEPRALQSPGPDPARHVKCPSSTPRSAQTPPAPDAHVALKEEVAPRSISSPQEPPSPLQVGCGGQRAASDSGIEAPDLTSLLEQFEETQAKEERVDDNDSTAAPPSNVEVPGNCVGSEKTSGSPPTPSVGPVKPVGVPEARPQLQTSEPVDIPEPLATEIVLSTPARRKPPPSKAIQIIDPRPLPPKKTHIGLSEPPAAHSSPHMYSAVSCDHDYCAPVDQSLTRVKPSLPKDSPKPTNDLQATAVDSSAAAAPAARTTQSASQHQSEKPRTNLPADTDRALQFSGRSVAMGDAGAGEAETAPCSLPTPPPSPVRGRQKRRYRRRSPRSDSSSSCSSSSSSSSSSSSSSSSSSASRSPKRQKLHRRRSESSSCSSS

	TRINITY_DN7657_c0_g1::TRINITY_DN7657_c0_g1_i1::g.52125::m.52125
	gi|657793852|ref|XP_008323851.1|
	 PREDICTED: tyrosine-protein phosphatase non-receptor type 11 isoform X1 [Cynoglossus semilaevis]
	11.3
	PEPEPKPSAAKPRKSYIATQGCLQNTVSDFWRMVFQENSRVIVMTTKEVERGKSKCVKYWPDVSALKEYGAMRVRNVRETAAHDYILRELKLSKVGQGNTERTVWQYHFRAWPDHGVPTDPGGVLDFLEEVNLKQESILEAGPIAVHCSAGIGRTGTFIVIDILIDVIREKGVDCDIDVPKTIQMVRSQRSGMVQTEAQYRFIYMAVQHYIETLQRRIEEEQ

	TRINITY_DN30026_c0_g2::TRINITY_DN30026_c0_g2_i1::g.6026::m.6026
	NA
	NA
	18
	PLSAHPLLPPTRQPFCSQCPFFCFVFPCGVCPLSTYVDASFDIYPTLVKPRQTFSSPITMAKVTFGTDERASVVNKRPGRRTLLQAISVQSINFQDVRQK

	RRRRRTRINITY_DN44142_c1_g1::TRINITY_DN44142_c1_g1_i2::g.79405::m.79405
	NA
	NA
	16.9
	HNAAASTPRPLNQETIPQVRFRRSQLEAASFEEWWCSCTIRILPNLSSSASSSGQSAGHSRFASPWHFRPLMLFPLQQHFHHGSSPDTGIRCCPLIVRIPLVLHDHKRQQHSARFFSLCHRGAM

	TRINITY_DN50163_c0_g1::TRINITY_DN50163_c0_g1_i1::g.57559::m.57559
	NA
	NA
	8.5
	PPFPSPLPQPWLWENEISATSDKDAELCNNDSRTNTRRWGADGRARSGRGEIRVRSHPTDHSALLCSPQLTHSHSSSPGTLLHHHTDRTRYPPRAKKAACVCVNCPPNTHTHTVAYISILAARLGWLSP

	TRINITY_DN49475_c0_g2::TRINITY_DN49475_c0_g2_i1::g.76360::m.76360
	NA
	NA
	9.8
	IRFRPWSKLASADSKLLATTRMKPQRPWLWSGGIVRVSGMAVQRRCTVGQVPPGNSALDVCPWMCLAPLYSGPGSKAMSLLCGVNELTSLTVTGSSDVACRTNKTSITIRLG

	TRINITY_DN50542_c0_g8::TRINITY_DN50542_c0_g8_i2::g.57896::m.57896
	NA
	NA
	63.3
	RGEGRPAAAQRAHLAAHAAGAAAHAAERHRADDQRQLQDQLLTAGDVQVDHEGVVHLDDVTAHQRGLQSGDADHLPLPHVAHPRDDVVPSDRRQLLAQHLGAAVGHVAVLGDDGGLGHHDPGAGVLELGVDVDVLALAEALPVDLSADGHLAVRDEQT

	TRINITY_DN54679_c1_g2::TRINITY_DN54679_c1_g2_i7::g.18160::m.18160
	gi|734624466|ref|XP_010740284.1|
	 PREDICTED: transcription factor SOX-6-like [Larimichthys crocea]
	7.6
	MMSSMRATPPFHPPSEEEEAISQDNAAWAKEEREREGPKETASPSSHDQPHPDELQPVRDKLKDIEWDIVGPAAMDNESSKGCSVYSYRTNSTSPHKPEECSRDRGEPMIGLTFGTPERRKGSLADVVDTLKQKKLVELTKTEQDEPSCMERLLSKDWKEHVDRLNANELLGEVKGTPESLEEKERQLSTMIGQLINLREQLLAAHDEQKKMAASQLEKQRQQMELARQQQEQIARQQQQLLQQQQKINILQQQIQVQGHMPPLMIPVFPHDQRSLAAAAAAQQGFLFPPGMSYKPAGENYPMQFIPSTMAAAAASGLSPLQLQQLYAAQLASMQISPGAKMAPLPQAPNSSDPLSPSALKSEKRACSPVAQIKEEGSTQPLNLSARPKTAEALHSPTSPTHSLFSGNKTSPSGMGKGRIPSPLPSLGRNTSLDILSSLNSTALFGDQDAVMKAIQEARSMREQIQREQLHQQQQSGHHSLEAKLSALSGMTLNNGNKERLHYETLSQHLGKLGEDAGKMVHRVIDLTRPEDLDGNNITEARVFREARGRNNNEPHIKRPMNAFMVWAKDERRKILQTFPDMHNSNISKILGSRWKSMTNQEKQPYYEEQARLSKIHLEKYPNYKYKPRPKRTCIIDGKKLRIGEYKQMMRSRRQEMRQFFVGPQPPIPLGSSPGGVGVYPGAITMATTATPSPHLTSDCSSNSASPEPATAVIQSTYGVKTEP

	TRINITY_DN114298_c0_g1::TRINITY_DN114298_c0_g1_i1::g.141192::m.141192
	gi|657800553|ref|XP_008327408.1|
	 PREDICTED: periplakin [Cynoglossus semilaevis]
	18.2
	VIKYKTDPATERELERLRNEIVDKSHQTEKSEMEIRQLRDDIQRWKDTKPQVQTKEVVNEVLQYREDPKTKEEVEVLKRKLADEQKKRLDLERDRSSQEEKIRVRKIDLSQVREKIVQQEVVKMEEDPLLRSECDTFSLNISTEQRNRDGLKTELSQLQRQKADLDLQLEELERERRSRRDAELEIQRLRVRLSELEIRDKDNREKVTVKQKVVLQQDPQQEKEHSILRLQLDEEKHKRTLLEKELSALVQQQHALERMDVKERVVRTEKVQVERDPEAEIEIENLRRTLEEEKRR

	RRRRRTRINITY_DN53829_c0_g1::TRINITY_DN53829_c0_g1_i1::g.16745::m.16745
	NA
	NA
	16.1
	LNCAVGALACFVGEYTACFLAHAVVLGLEAHLEWDRPLHVQPRVFVARPFGAEEVPDVGAELPVFVVLRMVVEVVRRGLDDLSVLEVDEVWVQDVFAGGRLIEELGTGVVLVKTNQPEVGARGVLVDGELDHVPLPLVRVSVTEATLKGVPDELQPEVELSVAVPSLLGRELISWSGRQQTKLWVCHITKTTCDNKYQNTGAVILILNNCSWIQVTTQFIFQLATQFNCM

	TRINITY_DN48163_c0_g1::TRINITY_DN48163_c0_g1_i1::g.13080::m.13080
	NA
	NA
	20.8
	SILSDGTDRSAISSSNSSSSRSSSSLSSSSSSSSSSSPSFSAALSLAGFSLLAWLCAFFLLLSLRCWTNFIRSAGSVMILKLNFSSSPSSMTSLSVSESSP

	RRRRRTRINITY_DN53574_c0_g2::TRINITY_DN53574_c0_g2_i2::g.39036::m.39036
	NA
	NA
	4.7
	LYIVFGPLKGVPGSHTGADHISSGINALLDPIQLSAAMQQHGCRASQHVHHLPALNSQVVAVVQDQILCITHQVHAEFRLDSADHFLVGHWMFANPLSHHETSGEGFLDLDQGPIEQLLINEQGHAPHAGGRLVDSLLHHPHLLAVLPGEEQVQEASCALVRQSQHKHLGLFTCVGQLVEQVSLAIGAGTDM

	RRRRRTRINITY_DN42507_c0_g3::TRINITY_DN42507_c0_g3_i2::g.80811::m.80811
	NA
	NA
	4.5
	GCTDLVAKQTSLNQRGDDHPSPFAQPSNDAQSSSIATNFPLLEAKFSLSNIIAVSFDDGSSSKNPEQVILQELMIVTCLVTYKLLRIAALQLDFRVDGKVEVDARCGTPVPSQKVLGAALRPVFDLAMLRQKLVGLLALEAGFHLVTFAGDWHLRTSNHGGPIADLMSLPQSGHAATILDQTPVDQAELPRQKGMEQM

	TRINITY_DN52412_c0_g1::TRINITY_DN52412_c0_g1_i1::g.38550::m.38550
	gi|734603309|ref|XP_010728656.1|
	 PREDICTED: collagen alpha-3(V) chain [Larimichthys crocea]
	36.7
	MDHLVRTRSRRRISLFICILLHVTATQAADIIDVLRELEVSENMEGVSLEAGLCSSRRGTEEADLAYKIDKKIQLSAPTKQFFPDSKFPENFSLMATLRAKKGSQFFLLSVYDDQGVQQLGLEVGRSPVFLYEDQHGQPAPEMYPTFKKINLADGKWHRIAYSVQDKSVTLYLDCQKVETLDLLRGDDAVVSTEGVTVFGTRLLDEDVFEGDIQQLLILEDAQAAASYCVNYIPDCDSALPYSSHIPDLQENARLGSDALMQSDQPDEPEEAPKKDRKGKKNKKKRDKGSKGKRKGKGKGKKGSRKKKHQEEGLEDGFLRVSTKLPEYLSQEPFLTTELPEIKTTKETAIPAEVLDELLMEMPTHEPDSTTEASALVPSAVPESVVTEEEDKPVKKPVVEEYEDDLYKDLYEDLSVSTVTVGPNVTEYELVQYEDYKNDTEYEEYEAYTDGFDFAERDRAETWDGQGSVRGEKGQKGEPAIIEPDSLAAGPPGLPGPEGLTGPAGPTGPPGPRGDPGELGPPGRPGLAGVDGIPGPPGTLLMLPFQYGGDSQKGPVVSPQEAQAQAILQQAQLSMKGPPGPMGLTGRPGPLGIPGPSGLKGDSGVSGHSGPRGLPGPPGINGKPGKRGRAGVDGGRGAPGETGTKGDRGFDGLPGLPGNKGHRGDRGKPGPHGPVGESGEKGSDGPVGPRGQPGEPGTRGLVGPRGPPGPPGQPGIQGTDGAQGQKGNLGPAGEIGPPGQQGNPGVQGLPGPQGPIGLPGEKGPQGKQGMLGLPGIDGPPGHPGREGPPGEKGIQGLLGAQGPVGYPGTRGVKGADGVRGLKGSKGEKGEDGFPGFKGDMGIKGDRGDNGAPGGRGEDGPEGAKGQGGLIGDAGPLGIAGEKGKLGVPGLPGYPGRQGSKGSLGFPGMAGAPGEKGRRGPAGQQGPVGQRGPNGARGGRGVNGPGGKPGEKGSSGQDGPPGSPGEQGPGGAQGRHGEPGPRGPNGQPGKDGIPGHPGQRGEPGFQGKNGLPGPTGVVGPQGKSGETGPTGDRGHPGSPGPPGEHGLPGVAGKEGAKGDPGPPGASGKSGPAGLQGFRGSRGTPGAMGPAGLKGGEGLPGVAGAIGATGERGPSGSAGAIGQPGRPGGVGPAGPMGEKGEPGEKGPVGPAGHDGEMG

	RRRRRTRINITY_DN58155_c0_g3::TRINITY_DN58155_c0_g3_i1::g.22324::m.22324
	NA
	NA
	12.9
	KSLGEEEEKPVSSPLDPQSPTKDKKGRSLGWRDWRSRRDGESAKESHVSSASEISEKSAAAGTQKALQNEPIGMGKLGRGESQSHRHRTFLPTRKGETDEKREESQSRIKTSIEAVKNEFKHRMALVPSDAVKKSEKQVLEKQSGGVDKEKREESQTRIKASIGAVKSEFKRRMASVSSEDAKRQEREEPQKPTTTDLSKSRGIAWSVRKSAAPEQQKEEKGKEGKKDVSTSRKNRLSLRGIIGFGTEKDEGRLDQVSKSKEQLGKSVVELPAGRAGPRYVEESGEGAKRSLVPSKEESKNRTLKRLGRTLSSERKKFRAEFVEESDIDKIDTRLVPQRPAAPLDPNSSTSVSAPSRDATAVKAFVAPHQPLTPSDTGKTQAKDSSKVPGSAAQIVRSTKAAERKVDKENIHLQQHEKREEEEDDEEIVIIPTIVSPSRSESEVTDTQTKTRKEKDEHVKVNNQKQQQDVGPTPLVFSTRKTPSTSTSEMTTQETLASMSTAEQLKKGEMSESGVSPIELPAGFRRHLPMPESDGQTFSASKRFVKTKPTDEGPSDSSAARTMTPPGARSRRLNRDLSGTQREDEMGLTEFLPGRLGSMKKDMSGGRLLRQRMLELKLAYDEQSLKAAGPSPSRNPLEMSVAKKLSKSSTESAEAGKGEEPDIHLLLASDASSGRRMTARRAKTESEDAEVSSGKKLPVRKTKEAKEGSPTEEENESRKGAGEGEGTGAVETNKRTGDALVGPWGPGDEDGPIENLSVRSGSFVMSLPMPIFPLEDVDADSDSSSSLQPSGEKLHRAVAISVHSSSDNLLEPISRMIMKAKYSILSRQWRRRSLVQKLMATSISKNTPSKFWPHRLCEVASPRLRDVVLLKIVFGKAEKCLDAFMSEEFAVNYNRINLATARDNEGAFPSVGTLCLYTIVGVPWIDTATSVPTQNVIEPAVYEPTGYKCYYGESTELRVANGFDCIRIQDSGPSAMLINEPKIDLHAINKQHLYRLGELVQQISCRIELEMATTKKAMRELFEEHCLETILVVVDKKEFADHFYLVRENDLESLLEMERLALAKRKGRASTFKAAFEAKGKKEKVRKVYSFAGRGIEKHIDYYDTLRRMKRLITGEDEMPEPAEKRETHVTLEAKCSNSGALNKATCTYVGSHEPRANLVVLSYEPDDYVFTFHSSESLLVDDKYWLIDPDPKGEVVVALRCTESIHVDVDEMITEFKPPVALALQLTCLDSGFQNSATVVLQGIDTGRIRQLKLTHQDDDPMSMECTG

	TRINITY_DN52552_c0_g1::TRINITY_DN52552_c0_g1_i2::g.58836::m.58836
	gi|734633780|ref|XP_010745392.1|
	 PREDICTED: signal transducer and activator of transcription 2 isoform X2 [Larimichthys crocea]
	15.2
	MAQWEKLCQLPTVYGQQLHELYDRDALPMDVRHYLSAWIEKQEWQRAARDHDLAVVLLQVLLENLDIQHSRFVQEESFLMQHNIRRYKQNFQRYLEEPCALASTILWFLEKENEILQSADLAEQVQFLQVQQETMETSSQQDLERKMAGLRNEVQCMEHTIICLEEQQDEFDFKYQTHKMEAVADEATKRDQVKVLQQLVNRLNDCRKRTLSDLTKLLDRAEDLIGTLVQKELVEWQRRQQKACIGAPDDVGLDQLENWFSCVAVCLFQVREFISKLEELVGKVSYDNDPVKAQRPALQKRADTLLKDLLKSSFVVETQPSMPQGKGPLVLRTNVQFSVKTRLLVKFPELNHSMKVNVSMEREIPQIKGYRRFNVLGTKSKALNMAESHNGGMVADFRHLTLKEQKSGGGGKGGSDIPLTVTEELHIIVFDTVFEMKGLSVELQASSLPVVIISNSSQQQSAWASILWFNMISLDTKDIMFFANSPAATWPQFGEMLSWQFLSATKRGLNDDQLEMIAHRVFGKHQNYDACKVAWSKFSKENTPDTFWVWFDGILVMVKTFLEDLWRDGLIMGFVSKGKEKSLLKKKQRGTFLLRFSESVIGGITFSWVEITATGEPEVKTVQPFTKVDLIQIPFQEIIRNYQILEAENIPENPLLYLYPNIPKDEAFGKYYSTKTGDDNPYIKYIKTKLMFVSKENTLEAKSPMSCDMTQGEGLEPFTGLCGEAAGESGSPCCPNQLL

	TRINITY_DN46052_c0_g2::TRINITY_DN46052_c0_g2_i2::g.34840::m.34840
	gi|657578826|ref|XP_008293302.1|
	 PREDICTED: asparagine synthetase domain-containing protein 1 [Stegastes partitus]
	14.4
	MCGIFCLLSRSPAHFEWDKTVHEHLRRRGPNSSQDLTVTGGSPPRYQCLFSAHVLHLRGRLTPQPVQDDAGNVLVWNGEVFGGLPVTPAENDTAVVSEKLSSCSSPSQILSVLSSIRGPWGFVYYQKAGDYLWFGRDFFGRRSLLWKPEAEVLTLTSVAAHASDSDPSAWKEVPAVGVYRIDLKTMAETSNMMLEVFPWASAGNDASSACIEPPLESLPHGCTAVMNQSGLVLTSPVCPLNMSIPASLNETEMNPNSHSSVSDLEQLLASREKDDEVKCLIEVLSEAVRRRVQSLPFEDEDSSLSNNQARVAILFSGGIDSMILAALADRHIPAHLPIDLLNVAFKLQEPKKQQESAKKKHKNKAAIDSKTTEAGSRTSGPFDVPDRITGKAGLKELRHLSPERRWNFVEINVTQEELQRTRQGRICHLVHPLDTVLDDSIGCAVWFAARGTGFITEDNDQRPFTSPAKVILTGIGADEQLAGYSRHRVRYKMSGHQGLIQELAMELGRISSRNLGRDDRVIGDHGKEARFPFLDEDVVSYLNSLPVWEKADLSLPRGVGEKLLLRLTAKQLGLGQSAVLPKRAMQFGSRIAKMEDSHEKASDKCTRLLTG

	TRINITY_DN54034_c0_g1::TRINITY_DN54034_c0_g1_i1::g.17270::m.17270
	gi|734608814|ref|XP_010731681.1|
	 PREDICTED: dipeptidyl peptidase 9 [Larimichthys crocea]
	8.5
	MHRVKRVKLCDTKEGIWKSCVTVSMTAVDGLSHSTEVVEMEDVPSQYFVEKHSWEGLRDIIHCSRKYSGMIANKAPHDFQFVQKKDENGPHSHRLYYLGMPYGSRENSLLYSEIPKKIRKEALLVLSWKQMLDHFQATPHQGAYSREEELLRERKRLGAFGITSYDYHAQTGLFLFQASNSLFYCQDGGNNGFIQSAPVKPVEIKTQCSGTRMDPKVCPGDPDFIAFINNNDLWITSIKTGEERRLTYCHKGVDNVKEDPKSAGVATFVIQEEFDRFTGYWWSPSAVKDPDGGKTVYLLYEEVDETEVEIIHVPSPALEERKADAYRYPRTGSKNPQATLKLAEIKTDHQGRIVSTQDKELVVPFTSLFPGTEYIARVGWTSDGKYGWAVLLDRSQRRLQLVLLPPALFIPVTDDPAQRQESVEAVPTNTQPYIIYEETTDVWINVHDIFYPFIQTTEDEFSFIWVNESKTGFSHLYKITSLLQPGCYHWTEDYQHIEGDFKCAIKEEITLTTGEWEVLARHGSKIWVNEATKSVYFQGTRDTPLEHHLYVVSYDSPGDVVRLTKPGFSHSCSVSQNFDFFVSHYSNVSTPPCVHVYRLTSSEGDPLHMIPEFWASMMESPGCPGDYSPPEIFDFPGKSGFQLYGMVYKPHNLQPGRKHPTVLFVYGGPQVQLVNNSFKGMKYLRLNTLASLGYAVVVIDGRGSCQRGLEFEGALKNKMGQVEIEDQVEGLQYVAEKFNFVDLSRVAIHGWSYGGFLSLMGLIQRPNVFKLAIAGAPVTVWMAYDTGYTERYMDVPENNQQGYEEGSVALHVDKLPSEPNRLLILHGFLDENVHFFHTNFLVSQIIRAGKPYQLQVYPNERHSIRCPESGEHYEIMLLHFLQQYL

	RRRRRTRINITY_DN5241_c0_g1::TRINITY_DN5241_c0_g1_i1::g.77170::m.77170
	NA
	NA
	14.5
	SLIKDRANQIVLQPFNEDVAEEPQPEASVGSVATASRSPCSAASLGGGGRKRPTDWKRRGPSMPGPNLRNECVNIHVPSERPINLLRSGDHILGSGSSLRTHLATYSVPTSHSLMCHSTQAPSFTSNAESVTSCVVAGASAITLVRQRAMNALGIRTRTRQCASIAPSNQLSKIQNLTFDLKKWLSTMVAPVEPCTEKAKAAVYENLITTLGKGFISLVCAPITGDATTHEAYEKLNPSEHIFAQSTATLGEEQLYGLVLRAVDSPLLM

	TRINITY_DN48713_c0_g1::TRINITY_DN48713_c0_g1_i2::g.37266::m.37266
	gi|734610615|ref|XP_010732676.1|
	 PREDICTED: mediator of RNA polymerase II transcription subunit 8 isoform X2 [Larimichthys crocea]
	9.1
	PEVHLSRAIQSLKFFSLASISTMQQREEKQLEASVESLISRVAHVKNALHNFIYKLENEYERLTWPSVLDNFALLSGQLNTINKLLKNEKTPSFRNQVIIPLLLSPDRDEDLAKLTEQRVPVFSHEIVPDYLRTKPDPEVEEQEKLLSAEAARIGPEVAQKQIQTLNKLCSNLLEKLSNPRDERDAETAAMRQNKPSFNPADTNALVGAVAFGKGLSKCRPPGPVAQGPMMSGGPTLQQVTIGGGSSQQAGMGGPVPPQQQGQPGKMPSSIKTNIKSASNSMHPYNR

	RRRRRTRINITY_DN49611_c0_g1::TRINITY_DN49611_c0_g1_i4::g.101150::m.101150
	NA
	NA
	16.2
	LCGGFQRRSSLPCGSLSDLLLALMCRKQLCLWCLRPRPLPCLLPGHLRISYSPMSSPLISSPNLTKTKTKVYSIHRLQPLSLFVFSFAFLFVCFKRFISLFFVCIVTLDMKRGQVTGNFLIGPAIELVACPEPETRLLTAGCKALHCHFFFLYTHEKGARSDDHTNM

	RRRRRTRINITY_DN46075_c0_g1::TRINITY_DN46075_c0_g1_i2::g.35014::m.35014
	NA
	NA
	26.6
	LQESGLTVLGGAVGEAVAVETQSSSPVGVVVGTQVDVRQDWCAAWGVVLLCAVVWQGEGSVSVETGGGEWRYGAVEELSATEGQSAGQEWMQFGRKSGWLLSRPLSYFALPFPMNSCHWSWLTM

	RRRRRTRINITY_DN26193_c0_g2::TRINITY_DN26193_c0_g2_i1::g.100351::m.100351
	NA
	NA
	34.3
	SLCWFLDQTLAPSFSCAQCISCLWPSGCPSLFLGASLCVCVCVSLPLPLPSLRSTFFVSFFYTFVSTFPFFLPLSSCTRSLSSTQMSFVVSTYWHNLLVPIFLFP

	RRRRRTRINITY_DN7208_c0_g1::TRINITY_DN7208_c0_g1_i1::g.96807::m.96807
	NA
	NA
	16.9
	LSVTDSRLLLFSPSSLSFSLSLLSTLFSPSSKPLFSSLLSLFLQPSSLFSHILSSTLFIFSASSLHCSFFCSLPHYFFFFILNFLSPHLLALLFVLHPRPPLFLFFIFPPSLFLPLSPSKPLRTFNFHSRTLIFSSSSILLFLPIPSFFSQHPLFSSPLSLSLQPFFSLFFSLFFSLFFSLFFS

	TRINITY_DN58750_c0_g2::TRINITY_DN58750_c0_g2_i1::g.92144::m.92144
	gi|808880847|gb|KKF28558.1|
	 Kinase D-interacting substrate [Larimichthys crocea]
	14.5
	MDTTTSLKMTSLAVQSLFSYVEEENLAAIKAHLDKFKDVDSRSDNGQTPLMVAAEQGNLEIVQELIRRGANVNLDDVDCWTALISAAKEGHIEVVRELLENNANLEHRDMGGWTAVMWASYKGCTDVAQLLLEKGANPNITGQYSVYPIIWAAGRGHAEIVHLLLQYGAKVNCSDKYGTTPLIWASRKGHYECVMHLLANGADVDQEGANSMTALIVGVKGGYTEVVKELLKRNPNVNMTDKDGNTALAIAAKDGHTEIVQDLLDAGTYVNIPDRSGETVLIGAVRGGHVEIVRALLNKYADIDVRGQDGKTALYWAVEKGNATMVRDILQCNPDTESCTKEGETPLIKATKMRNIEVVELLLDRGAKVSAVDKKGDTPLHIAIRGRSRKLAELLLRNPKDGRLLYRPNKAGETPYNIDCSHQKSILTQIFGAKHLSPSESDGDMLGYDLYSSALADILSEPTMQPPICVGLYAQWGSGKSFLLKKLEDEMKTFAGQQIEPLFQFSWLVVFLTLLLCGSVAVVLGFTVDPKLAIAVSLSLLALLYIFFVLVYFGSRRERESWNWAWVISTRLARQVGYLELLLKLMFVNPPELPEQTTRALPVRFLFTDYNRLSSVGGETSMAEMIATLSDACEREFGFMATRLFRVFKNDEVQGKKWKKTCCVPSFVLFSLTLGCLITGMALLAIFKVDGKNLTVNAVLIAMASVVGLALLLNCRTWWQVADSVLNSQRKRLHSAANNLHKLKSEGFMKVLKNEVELMSKMAKTIDGFTQNQTRMAVIIDGLDACEQDKVLQMLDTVRVLFSKGPFISIFASDPHIIIKAINQNLNSVLRDSNINGHDYMRNIVHLPVFLNSRGLSTAKKLCMAAPGNGEALPVEGWHEEMDRKMSQSSLGQDQAKFGSKNALNRRDTYRRRQMQRTITRQMSFDLTKLLVTEDWFSDISPQTMRRLLNIVSITGRLLRANQIIFNWDRLASWINLTEEWPYRTSWIILFLEETDGVSDQVTLKTIYERISKNIPTTKDVEPLLEIDGDIRSFEVFLSSRTPVLAARDVETFLPCTVNLDPKLREIIADVRAAREQMHLGGVTYPTLPMQEAVPRPQPGYGHHSAACSPTGSFTGSLPPQPHSSYFSGMTGPQHPFYNRPYFPHHVYHLPRHYPHHVPPSSRSSIKPSGHPQDPNGLDVIAEDARESLPSCPSEPTMVSPAVLLSSMNTDAVCERLKQMDGIDPNMLPQYTATIKKANINGRVLSQCNLDELKKEMEMNFGDWQLFRGMVMEQRHAESQALIQDESRAVSEQGSSVHHGEPSRRSAGAQRESGAFSLNLSFEELSGAGLEEPPRHSNNTHWPVANHRTSSMSSLNSQESSNDICKLTDKQQAEYRDAYREYIAQMAQVEMSGGGGERPVQPHPGQFLQAASSEDKAAKEGADQDGRKSFTKRGSKTSDATDFPSGTDAQTLDPISEEDEKLDHSSSSRTPGTRKKGAGAYYHKLPNDEDSGPEEADNTTPLLHREDEGGAPSIGLLTKPGFLNEILLDKKESSDSGMRSSDSSSDRSLEEAEGDDALKPSPIELELEGLVKKRGLLPSSLSGLQDATVARMSICSEAPSEASLMASSPDEGWPSSGVNNLNRTASNTTLNNNTSSPSDTTTNTNTNNSQQQQQQQQQQQ

	TRINITY_DN53354_c0_g1::TRINITY_DN53354_c0_g1_i7::g.72043::m.72043
	gi|657577699|ref|XP_008292691.1|
	 PREDICTED: transcription factor E2-alpha-like isoform X1 [Stegastes partitus]
	34.6
	MAAVETDKELSDLLDFSAMFEPPVSNGKNRPTTLGSSQFGGSGIDDRSGSSPWGPGGHHSPSFNQGRGYGEEGLYSQHEGMASAPIFGSGIVGKAERGPFSSFAAQPGFMPSEIPMPSPDPLSPPGLKSNSQFYSSYEGSNPRRRPAQDPIEPQPKKIRKVPPGLPSSVYAHASGEDYNRDNAGYSASKAGNVYPPPFYMQEGLHPPSDPWGSAGSMAQPGFSSMLGNSPHLNQHGPFTAINPHDRLKRQPLPLSPQNYPLHGSEVNGAHHAGFHSGSSSFGVANHTPPIAGTDTIMANRGAVPGSSGDEIGKALASIYPSDPNSNAFPPSPSTPSGSPQAVSGSGSQWTRSSGQATPSPNFEGGIQSMSKMEDRLDEAINVLQRHASVQGGPGLAEIHSLLASGLGLPPGFSSAALGLASRLPGLMSSHHEDSAGLPSSGGILHSHHGPTSGSQPEGFSGLPGSLNRSSVTDIKQEGKEDDENCSITDKSEDDRKEMKIRPRTSLDDDDEDGDEGPVEFKAEREKVRRLANNARERLRVRDINEAFKELGHMVQLHMSNEKPQTKLIILQQAVNIILNLEQQVRERNLNPKAACLKRREEEKVSSMDPQMQLGGGHHGLGGDGHNPVSHM

	TRINITY_DN63012_c0_g1::TRINITY_DN63012_c0_g1_i1::g.64465::m.64465
	NA
	NA
	86.5
	MSFPAPTASLFRMRLIFKLFPNSRSAVSTPMWMKLLPVVLYGRAFIVADACLSGGIPGSAVFAVTVRLAPPATVLTVTFAMPLGPVMPGTFPGCKRTSIPFAGV

	TRINITY_DN21806_c0_g3::TRINITY_DN21806_c0_g3_i1::g.51629::m.51629
	gi|1007788934|ref|XP_015830866.1|
	 PREDICTED: small G protein signaling modulator 3 [Nothobranchius furzeri]
	20.8
	MSGTYTPAPGGPFSALTPSMWPQDILAKYHQKDSSEQPELLYDEFGFRVDLEDGEEPKSWLGTEGSPQREDPQQRLRWQAHLEFTHNHTVGDLTWELIDPVLSRSERLRSLVLGGIPHSMRPQLWMRLSGALQKKRTSEISYREIIKNSSNEESTTAKQIEKDLLRTMPTNACFCSLTSVGVPRLRRVLKGLAWLYPDIGYCQGTGMVVSCLLLFLEEEDVLWMMCALIEDLLPPSYFSSTLLGVQTDQRVLRQLIVQYLPALDRLLQEHDIELSLITLHWFLTSFASVVDIRLLLRIWDLLFYQGSLVLFQITLGMLKIKEEELVTSENSASIFNTLSDLPSQLRDGPAVLGEAMRLAGTLSQDTLEAHRHKHLAYILNEQAQLNNGNNTALNTNLNKVVRRQSLRRKSTLSSLLFGEDEAEALKSKNIKQTELVAALREAIARTAEHFHCL

	TRINITY_DN55488_c1_g1::TRINITY_DN55488_c1_g1_i2::g.119369::m.119369
	gi|657581304|ref|XP_008294660.1|
	 PREDICTED: glycerol-3-phosphate acyltransferase 1, mitochondrial [Stegastes partitus]
	12.4
	MEMSDGLLLQVNNGEQWCNRWKHPNDDSDRSTSPSVLRCVTSTWKEGLLNRKRPFVGRCCHSCTPQSWEKLFNPSIPSLGLRNVIYINETHTRQRGWLARRLSYVLFVMERDVNKDMFTRNVVDNVLNNSRVETAIEQVATDLDAAASQSGQEHKAVSKVKQKARAFLQEMVANISPAFIRMTGWVLLRLFNGFFWSIQIHKGQLEMVKKAATEQNVPMVFLPVHKSHIDYLLITLILFCHNIKAPHIAAGNNLSIPILSTLIRKLGGFFIRRRMEETGDGKKDVLYRSLLHAYTEELLRQQQFLEVYLEGTRSRSGKPSTARAGMLSIVVDTLRTGSIPDVLVVPVGISYDRIIEGNYNSEQLGKPKKNESLWGIACGVFRMLRKNYGCVRVDFNQPFSLKEYLGTQRSRHIPPPESLEHTLMPTIISAQPDAQLFEGQEEQMNRELPEDIFRRQLINNLAKHVLFTANKSSAIMSTHIVACLLLYRHRQGVALSKLVEDFFNMKEEILSRDFDLGFSGNSEDVVMRALHLLGNCVNVTSSANRNGEFTIAPSQTVPALFELNFYSNGLFHVFISDAIIACSILSLQRELVVESESSNQSGGHSSLLLSQERLIRKAAGLSHFLINEVAVAPPCLTIYQVLHDAVTRLIQYGVLYVAEEDQEELSPSPTDEPWPKKFPEPLSWRSDEEDEDSDFGEEQRDRYLKVSVSAEHQEFFIFLQRLLSPVLEAYSGAAIFVHSLSQPMAESDYTGRLFRYLLTRTERGVAAYGESATHYLVKNTVRTFKELGVLKERRENKVTTLELSSTFLPQANRNKLLQYILGFTLL

	TRINITY_DN74706_c0_g1::TRINITY_DN74706_c0_g1_i1::g.94312::m.94312
	gi|808877379|gb|KKF25853.1|
	 PiggyBac transposable element-derived protein 4 [Larimichthys crocea]
	20.3
	VLCQHTNKNAERRPLTAQWKPVDTEAIMKYMSIVIYLGLVKPSAMRDLWRKDRLHSHPFPSSVMAGYRFELIGTFLHMSDPAADLVNDQLRGQPGYDPLCRLKPLQDQILMACKAYYHPYQNLAIDERMVASKARHGMKQYMKDKPIKWGFKLFVLADGKTGYTCNFNVYQGKAHTPSGNGLSYDAVVNLLDVPFLGTGYNVYVDNFYTSTALFLHLHQIRYGACGTIRENRLGFLNALPKTAERGDMRWLREGPLLYVKWKDTRDVTVCSSLHKAYGGDTVQRRVRNHDGSWTRRTVPVPEPVREYNKYMGGVDLSDALIKYFSVTQKT

	TRINITY_DN99833_c0_g1::TRINITY_DN99833_c0_g1_i1::g.96013::m.96013
	NA
	NA
	41.7
	GANGCWLLSLAACSCSLANRCFSSRVRDILLGCEAADDAAADPFSFPLTPVLPKISSIWLTELGGLLVSSDWPPGFVMFILLCCSCMTCSCSSLVLCSASMRLSMSRMTIMNELN

	RRRRRTRINITY_DN87172_c0_g1::TRINITY_DN87172_c0_g1_i1::g.26848::m.26848
	NA
	NA
	30.4
	CAVSGLLMRLGRQAARMLCTFSEAGSTRSAAKSAKPVAMFTTPSFATFGKKASKSLSLSSLIFSHESFTSSGPPLFPAPPPPPPAPSLFVAALAGGAASAGVLDEAGGLFVDLAAELLGDPPGGLFPLGVEAPAPFDLFPASLLSTVSVSNDVSTHSSKAAFTSGAEQRCCSSEALQFSLSALMSSNWLATSVM

	RRRRRTRINITY_DN57361_c0_g4::TRINITY_DN57361_c0_g4_i3::g.103141::m.103141
	NA
	NA
	12.2
	SWETTNLRDSKVRGRCRYDGSHSSSAPSIRYEHQDPPKLSTPTEWEYTWETDGGQIECSVTITEGRYIEPWNPQLTVVARNPAINSIRISDSDESYYVPNGRGGRCRYLGGQSVSIRGSSLFVADQTTLTTYSQDGRYWSYTWDDSPNVSCTLTVSGGAPIERDDARLQAKPKSSVTKTIGESWQTSSYWDRRNRGRCKYKGSRVASTRWYNVDTQHTTSRPTTWEYWWETDGGGEIDCTLTITEGSFLQSWNPQSTLTVRNSFTIEITVESGHTYIVPDGRGGRCGYTGGQSVRIERSQDGDRRSLDEDSGSTRRRYWYYRWEAPKDVSCTLTVSDGVPITTEGALLTATPKDSVNLSVINSRKYQWHYAFCQYEGSYWTQLPLIFRKNSRYQFFGLNDKDIRYQWDTEKGEKVDCIFTVSEGTFFTSWNPELTLVVDEAHGSYLLSMLVLITSFFLGLVCPSTQGM

	RRRRRTRINITY_DN47536_c0_g1::TRINITY_DN47536_c0_g1_i5::g.68992::m.68992
	NA
	NA
	26.7
	VKHGGASQVFGLALEPEFHPWWGGLTPPDQPQGVGVAVAGQLLWECPHSVVQSRWGGRPGAQEAQVTRCSWQQDAGGAAPTVSAFHDAGALPEAGSEFHGAQLQGQLMRLGTQELPAEATRLKSGVMAGGESEWGALSAVGARETSLGGAAALSCSWEEVPRLEAFVPEQSHEETLMLLAALEPEEM

	TRINITY_DN87086_c0_g1::TRINITY_DN87086_c0_g1_i1::g.26817::m.26817
	NA
	NA
	15.5
	MEVLRMLRESEEEFEDDDSSDIDSVDSVEEDAFEQGEDVLLDQINEDASPSCPCPVPGPSTALMQSPTIPRPPPATPPQSPSPNSQSSSPTVERPCKRAATVSTTRTPTKTPRRTPTKTPTRTPTRTPTRTPTRTPKRTPTKRPAVVPQHQDQNQ

	TRINITY_DN57136_c0_g1::TRINITY_DN57136_c0_g1_i1::g.21581::m.21581
	gi|543891010|gb|AGV76842.1|
	 cytochrome c oxidase subunit 5B isoform 1 [Sparus aurata]
	22.1
	ETRVMAGRLLLRAGSTTLRLRNNVALRPTYRAMASEKGIPTDEEQATGLERRVMVSFKEGKDPYSIKQPKFYSGTREDPQIVPCTLDKRLVGCLCEEDNTAIVWFWLHEGKPQRCPSCGTHYKLIHHDLPH

	TRINITY_DN35285_c0_g1::TRINITY_DN35285_c0_g1_i1::g.54828::m.54828
	gi|657577590|ref|XP_008292632.1|
	 PREDICTED: coiled-coil domain-containing protein 22 [Stegastes partitus]
	8.9
	VNLAAQWEKHRAPLIDEHRRLKEICGNRDMESSRKLSEIKSLHDKIRVSTEEARKKEEMYKQLVTELENLPQDVSRSAYTQRILEIVSNIKKQKEEITKILSDTKELQKEINSLTGKLDRTFAVTDELIFKDAKKDESVRKSYKYLAALHENCNQLIQTIEDTGTILREIRDLEEQIETENGNKTVANLERILDDYKAIRQENSALAAKVREG

	TRINITY_DN3122_c0_g1::TRINITY_DN3122_c0_g1_i1::g.29254::m.29254
	NA
	NA
	11.5
	QIICLHLLVCYEEDNYHFFYNLGFILIVLAAVSIDYNNTALHNGIVEIFVALSDLFHSQISTINLSTVSVVIDRNVGLNYVKYLKLNQSSKLLDPSRTVSFSHVTDVHRVLER

	TRINITY_DN118457_c0_g1::TRINITY_DN118457_c0_g1_i1::g.130681::m.130681
	NA
	NA
	22.6
	FELLEVEQQEEAPLGVDGVDQVPKGALGDRGDQVRVEDLVGGAVRVVSFHQRDPVVLLGDLDELKQVIHAIVISALCDSRALTAPKHQQQKYPCQLHGATPTCSAACLIKTAKEK

	TRINITY_DN42411_c0_g1::TRINITY_DN42411_c0_g1_i1::g.71640::m.71640
	gi|657558081|ref|XP_008283134.1|
	 PREDICTED: phosphatidylinositol 4-kinase alpha isoform X2 [Stegastes partitus]
	14.2
	MYEQLRDISIDNICRCLKAGLTMDQVIVEAFLASLSNRLYISQENDKDAHLIPDHTIRALGHIAVALRDTPKVMEHILQILQQKFCQPPSQLDVLIIDQLGCMVITGNQYIYQEVWNLFQQISVKASSVVYSATKDYRDHGYRHCSLAVINALANIAANLQGEQLVDELMVNLLELFVQLGLEGKRASERASDKGPALKASSSAGNLGVLIPVIAVLTRRLPPIKEAKPRLQKLFRDFWLYSVVMGFAVEGSGLWPEEWYEGVCEIATKSPLLTFPSGEPLRSELQYNSALKNDTVTPAELSELRATISNLLDPSPEGSALINKLDFAMSTYLLSVYRLEYMRMLRSNDSDSFQVMFRYFEDKAIQKDKSGMMQCIICVGDKVFDVFLQMMAEKPKTKEHEEELERHAQFLLINFNHTHKRIRRVADKYLSGLAETFPHLLWSGRVLKTMLDILQTLSLSLSADIHKDQPYYDIPDTPYRITVPDTYEARESIVKDFAARCGEILKEAMKWAPSVTKSHLQEYLNKHQNWVSGLSQHTGLAMATESILHFAGYNRQSTTLGTTQLTERPACVKKDYSNFMASLNLRNRYTGEVAGMIQFSEATHSQSDLNKLMVLQMTRALDRKDPEAFTQAMFKMAALLITTKNCDPQLLHHLCWSPLKMFTEHGMETAIACWEWLLAAHNGVEVPFMREMAGAWQMTVELKMGLFSEAVVETGPLAVSEESQPAPCAPDVIPHFLWIEFLVQRFEIAKYSSADQVEIFTTILQRSLSLSVGGPKSSLNRHVAAIGPRFRLLTLGLTRLHADVVTNATIRNVLREKIYSTAFDYFSTTPKFPTQTDKR

	RRRRRTRINITY_DN40086_c0_g4::TRINITY_DN40086_c0_g4_i1::g.125289::m.125289
	NA
	NA
	18.7
	PQGSDRILFTGQLADSLIDHAEEMAMPGWYYGSHQLQQYTCKVLEYEAPSSFPRLHTPWSDADAETVLQRWTEAEDRLNLKSWHLIDLQRETPEQSDAKVREPSQEPGGPEEPAESQSQTEATANQQRSQALKKELNDRVMRCHLIKKKVVQQVM

	RRRRRTRINITY_DN44483_c0_g1::TRINITY_DN44483_c0_g1_i1::g.10550::m.10550
	NA
	NA
	12.9
	KIQLPQIQLIVPMGSSSAGSDASSPKEVSADKAETSSDHTPNVPTAKTESSGATSATPVTQDSYKAEPELKSESSAETSWKLGVELGLVEELGVGLGSCGERIEQKMTVVEMNEELFEEIEELTPQFGGPPEETEVNSWNLYDINEEKVPGRKAPEDRWSDCLLTSLPMSAASGAPVSNTGGLSAQSLLHDLISDQSEASSNSGYSSSLVQSDPSSCSRPSSLESLDDESLPSPMVQYSGLDTVMDSLRYAAPSGGYPLFTEESVPFNDVM

	TRINITY_DN137400_c0_g1::TRINITY_DN137400_c0_g1_i1::g.137893::m.137893
	NA
	NA
	14.3
	PPSSPFYNIYFFFLLNYPPSFLLSFPPFFFPLPFSPPPPLPPFFSFLPPFFLFSPPFPFPSLPSALGLCPRRFFLCLLFSSSGAGCNKSFARGLLARPARKSPLLHSLPLSESLLPSSS

	TRINITY_DN46428_c0_g1::TRINITY_DN46428_c0_g1_i1::g.35479::m.35479
	gi|542197803|ref|XP_005473406.1|
	 PREDICTED: V-type proton ATPase 116 kDa subunit a isoform 2 [Oreochromis niloticus]
	21.5
	CISELGELGLVEFRDLNPNVNAFQRKHVNEIKKCEEMERILGYLLREIKKADISLPEGDVNPVAPLPKHVMTIMEQLQRLEVELGEVTRNKEKLQKNLLELTEYTHMLRITRNFVQRTSERETLQVQYEEFPFLEKDTMMDYNSMQRLGAKLGFISGLIQRVKIEAFERMLWRVCKGYTILSYAEVEEYLEDPDTGEPTKSVVFLISYWGEQIGQKVKKICDCYHCHLYPYPSSNEERNDVVEGLRTRIQDLHTVLHRTEDYLRQVLIKASESVYTWVIQVKKMKAIYYILNLCSFDVTNKCLIAEVWCPVNDIPNLRRALEDGSRKSGATVPSFVNRIPTNDTPPTLIRTNKFTSGFQNIVDAYGVGSYREVNPAPFTIITFPFLFAVMFGDLGHGLIMAVFAAWMVLCENNRKLKNTRNEIWNTFFEGRYIILMMGLFSIYTGLIYNDCFSKSLNIFGSGWSVKSMFKQKVWNNDVLRENRFLTLDPNVTGVFKGPYPLGIDPIWNLATNRLTFLNSYKMKMSVILGVIHMSFGVVLSTYNHLHFRKKYNLYLVFLPELLFLLCLFGYLVFMIFYKWLVFSAHNSRHAPSILIHFINMFLMQGDTIQPLYPGQTGLQVFLVVIAVLSVPVLLLGKPLYLYWLQSGRHRLGMYRGYERVRRNSEEELYLMRAHDMEEGSSLSDLSSSGEHQTEEFDFADEFLHQAIHTIEYCLGCISNTASYLRLWALSLAHAQLSEVLWTMVMRVGLRMDTTLGVLFLLPVFGLFAVLTVSILLVMEGLSAFLHALRLHWVEFQNKFYSGTGVKFCPFSFSLLPSSFEQDGLL

	RRRRRTRINITY_DN56422_c0_g12::TRINITY_DN56422_c0_g12_i1::g.86927::m.86927
	NA
	NA
	18.3
	QEAEKEVPKPLVDESKFRLAESTHSAIIAREIFPGMDAPRHSCVDILVTQLNSLIQEKPMDLTAIKTRVFCENEVMYEHGTKFLQLMKPINTGVSGRKSKPFKKRLKNKLPVLKPLMEPVTVYFDASVEDDLIQQVLEAGGVFAAGNDQAVKVQNADETFVLVKNMETQLPHPLHVTSVFAEVRRKKELKMNLKLDVYVNQDSPTFDLLQFSKLLDLADSVDYVTRPYYRMVYVDDVPAWATRGYPKHRNTDDIVRQEKKEEKEKEQLEAAVAPVGGIGRDAEKAAMQAKVLGNKECKSKAKRDAKDKSQQEKWNSLDIILKPEYYHNVESDRWILNDLYSPSSVAKYNCTHSCQLDCYKNEHHEDGDEDPTWSREPPFLSSYDFSPEDLFKERDGDAYKRPDVQVEEEDTVDSLARPDVQVEDPDHGSHLHWDAESLQSEHYRDWTHSHSQDMLLIDDVEDEIHFPHLSVPEDLPFSYDAMYPHALAEEATLRDMPNFTLIKELFDLAQPSVDPLLKALPTHPKSMDNRIFVPIVSHLEQRDEERLVPISELILQMQELEHAGAFLTKGTLMEAFICGAAWMDIAKTYNNPSLLLRPSRYWKTVLGESLHGKHSYHPDMIRALGFDGIKLVLDETNVFLNAPKLDRHLVNASHIYKLGRLLQYMFLRAHGESLLGRELLQCLDTEMYEQVIYVSNVETLSVVDETLRRGNPGLTEFVKVINDHDLRRIIKIERLAHKVSQPDTLIIKKVAVRKDCDTDVASFVLGNGGYGLPKLDMYRSGLDFGHINMLSEFKEAM

	TRINITY_DN24534_c0_g2::TRINITY_DN24534_c0_g2_i1::g.54645::m.54645
	gi|657561116|ref|XP_008284223.1|
	 PREDICTED: chromodomain-helicase-DNA-binding protein 8 [Stegastes partitus]
	12.2
	QLEKDKRIHQKIKRFKTKHAQMRRIFQEDEEPFNPDYMEVDRILDVSHSVDKDNGEPVIYYLVKWCSLPYEDATWELKEDVDEGKVEEFGKIQNRQPRLKRAARPASGTWKKLEETREYKNGNTLREYQLEGVNWLLFNWYNRQNCILADEMGLGKTIQSIALLSEVYAAGIQGPFLVIAPLSTITNWEREFSTWTHMNAIVYHGSLASRQMIQQYEMYCKDDKEHLIPGAYKFDALITTFEMVLSDCPELREISWRCVIIDEAHRLKNRNCKLLDSLKMLDLEHKVLLTGTPLQNTVEELFSLLHFLEPAQFPSETEFLRDFGDLKTEEQVQKLQAILKPMMLRRLKEDVEKNLAPKQETIIEVELTDIQKKYYRAILERNFSFLSLGANSNSNVPNLLNTMMELRKCCNHPYLINGAEEKIVAELREVYDPLAPDFHLQALIRSAGKLVLLDKLLPRLKAGGHKVLIFSQMVRCLDILEDYLINKRYLYERIDGRVRGNLRQAAIDRFSKPDSDRFVFLLCTRAGGLGINLTAADTCVIFDSDWNPQNDLQAQARCHRIGQSKAVKVYRLITRNSYEREMLDKASLKLGLDRAVLQSMSGNKESNVNGQIQQFSKKEIEDLLRKGAYAAIMDENDEGSRFCEEDIDQILQRRATTITIESEGKGSTFSKASFVASENRNDIALDDPEFWEKWAKKADIDMDTINRKNTLVIDTPRVRKQTRQYSTLRGEGGDLSDLESDDEYPPANSRQSRSSRRSDRHSGGGYGRTDCFRVEKHLLVYGWGRWKDILSHARCKRRLSERDVETICRVILVFCLLHYRGDENIKSFIW

	TRINITY_DN29977_c0_g1::TRINITY_DN29977_c0_g1_i1::g.70140::m.70140
	gi|1012781246|gb|JAR49503.1|
	 Thrombospondin-4, partial [Fundulus heteroclitus]
	28.2
	HLGALGTHVHQVQHRVVVKVVLTHVAHAVRVRVLLVGVDDESAVVVVVEDAVVVVVVVTVVAQAVVVRVQLGAVGDVGAVVSAVLETVAVGVLIGVTDVSHQVVVHVRLHGVTELRAAVTGVSHSVSVSVRLHRVRHLRTVVQDVGNTVPVYVLVAGVPLSVVVRVSLVAVGDVGTVVTGVAERVAVRVLLVFVRDQPAVVLHVLDPVSVCVLVTLISDPVVVGVFLTRVWREHTVVLFAVLVVVQTGQRAVGVLPVVLLAVESQQHSAQ

	RRRRRTRINITY_DN38203_c0_g1::TRINITY_DN38203_c0_g1_i1::g.8029::m.8029
	NA
	NA
	8.7
	TLYFARKVKEDASLDPKSRERHGGCLSSSSSSSSSSCPAAVEERQPIRFGALNLLDRIMQGKIAVDLATNSHLSPSINVELIWPKLNEDLMIDFGFLEHCSYPTKVHMKLLSNVYPESGIITKIVIDKIKEWLLTTNVGKAGLYQWLAKLAWKHGQCAKDDSNTQYESNKKNVSYNTLHMFKNGLTKMSSSYKCSAFRVLGDTFIYIRLPDYSTVYVYIRLDFKNGSILYPKHLYKQVLLPRKRPMQSWKHIVQIGIGRASAPPKIIWKQRSGGDEWAKRLLKIDQPLVFTRPFFSFEQKGYRAQMKSLNRWLRDKRGIQFTGPFHNLKQHEDLSKFGPSKMHHGWCGLWDHSKKTAKFHSRGVTHKVVNPTVPSMKWKLLRRQEVPLLEVKENATSFYLTPSIFPFLSPVLAPREERDDEAGLSMPEEVGSLLTISATSSAGNISSCDSDDDDSCANELEDPLEEEGGDVQMVCESGSAQTEGVLREETTLPSHSSNSSSSSSMSAPQGQKTLHISSIQTTVSGVSTGAPPSSVDPIIDAPAPQQQQQQSASVSASLVTPVPGSPCLSVEPPGTRRCSSLTSEAPYQSETAQKNVDQSAMTPAKSSTTAALVAPPGGTVQLQNNLDSIITCSNQTQCCKTAAKASQCRKTSVERATSRIEPTTSDGGPADQGLTAGRHEGPTLCLPPVSPVSCCDAAELQPM

	RRRRRTRINITY_DN124586_c0_g1::TRINITY_DN124586_c0_g1_i1::g.131171::m.131171
	NA
	NA
	9.5
	ALPKVIKMSIYNPLSYLLIALFLIVITLLILVIFLCRFRRWVIFKMTKCPNTFWFFSTEPRKPPDLKPNMNPEDRGKGAPKEDVDAESVIELTMEVKGGLARQGDKEISCPWWGRVSQQAFLSKALEKKNPVGVELVDMMDLSCKDPNKAPAVLDRLDLEVTGLYDDLSFKDNDWIQVILKPPIRFESKDLSWFHEKKSVLCLQEAPLYDFEFVFRWNFNGDGDLSRYHVDTKQKDEEMGPMWGKVYIDSMNEGTISTEDLTVDTTNWVVARLFYKKAKRPTIDFPPGPVGISKPFVDVWMQLKGQSLNPQFSSYLTRTEVHEPVLGQKRLVHLCLRERAPGLHQHVEKNNEFQALTYDKGNFTLSNGNDETRPKSLGKLRALNELIQSPKLQDRWQNIGSICYTQPLGCYSNYRSLFRNELDIVTEGVKEDRSLLDYDCVSIKLDKDQPLFC

	TRINITY_DN58526_c0_g2::TRINITY_DN58526_c0_g2_i1::g.62059::m.62059
	NA
	NA
	9
	MKVSWWALVTEPITSSSPLSDALGEDELGLVSIVTVGSGSELPSDWLERGEEEGEQEEAEPPSSEVGSVVLAGSGLAMGKVWLLCSWLCSWLLFIMLFIALCISSSMRCFSRLGIRPKRTESLDIPTIRHFLKRHCWQRFLLILMMGQLSFLRHFLYWMFCWMLLLKKPLQPSQAWTP

	RRRRRTRINITY_DN53957_c0_g1::TRINITY_DN53957_c0_g1_i1::g.79740::m.79740
	NA
	NA
	3.9
	YRYHDPKFPGEAPLGLYKAQKDSLKTLKVGLKDLHAAAVQEDLKKPLFYVGLPYKSTNTWLEIQALVQNTFSNSMVFSPHGMACGLNVLRGEALIIIHRGSKMRYRDVQPKINIKEAANKTLWSMDIECDFHGINCVIADDKMNEFHHGLIIDECGTTTVFINGEKSAEDMTTVEYGEMAAQLANIPDIETVIVRAGFGRLAQVCGKGVDGYGAVVAVKGAIMVDTARKIGDILSERCGYLNDFKSKTVSDNVNIAPIKLDGKKMMKYLNHVGTTTEESVGRIGTLLKPYKQHVLNTLDGGDDLIMNLPQGDKFYITQEICWVYEEDTEGKWAYVPIGAKAIAAAAHDQTSFINCSSWQVEAGLAILTEILVATQLTMHLCGAIRAGKLPKSQGYMERMKMLGPMENEAIDIAKRGWEALSIDAVKFSLKDSM

	TRINITY_DN120282_c0_g1::TRINITY_DN120282_c0_g1_i1::g.135001::m.135001
	NA
	NA
	8.1
	SGSGCVRAVCGGLYSAAGMPHYVMPCQYTLHFRTVESLHQVCLQVMLPEHSQEVQSLLSFADHCCCVGVPCQVVSHMYTTRNLKEETLSTQTPLSAVGRGLLSSSSSPSPSPWLFIEHHVTSSL

	RRRRRTRINITY_DN46169_c0_g1::TRINITY_DN46169_c0_g1_i1::g.77472::m.77472
	NA
	NA
	25.5
	KLQLKHQSQGVWTFSNHVELSEPSTSKHRLDIIVDVHAMSCNSLTLTVPVLCLSDQVFPHTYTEPYHLNTKILQSLEASPVVVPLPVESKFKLLVMEQAEEKPTLSTAEKGITQLAVHLQGELILQKNDEVVYAKWIVIINLDLENCKKVINSIDSARDESSMSGQSKSNSTTRSSAVDVRQPESTRCCRFFFDGCPTSSSIIRENGLNLDAFTYKQVADSTAQHPKCRTARFCLKARERSTLKCDKDRSPNICKHLRWNQSSSSVQVIHFERVGSESTNINEVDIFVLTGGSGKDDLSHHPSVSSRSASAQVSLSRSACIFVTHRLVRHSIKLGKEISEYYFLFSIEHVGEQDPGRLWLPLQTSEGPQLTSGEIPIDMVSSLQSFDEASVLMESAVSGPQPMTALTKYASCSEASNPSLPTDPTTAQSGFTFFDPHTSAVRLGRLAVSSVNCFEVYAKRIEGCLLATPFQLFFVEMLPMSPTIIPDLRRDPGHRVVMKDEKTQNLRPGQIKLDQKGRVVMLSTTQQGDTGPATDGSSTEALNYVVGVINLQGTRHPLLRLRATKTEEPGMNFDLITETTVIDDKQAVGRALTEENTITEGELAEATKQNAPSAADATFRWLLSLNSLALPVKLPNRFSVEVIIPEEVVALPHRLNDTQSNLCCQTPQFTGPVTGRNAAAVLQEELHCWMTALDQDYEQDLSVHTAAQKEGEALRREHGFYVRTASSHICPLPLQPLDVENGGMVSKYVYLYERLFAAQQTATQRSDNTLIQRFAVVANEPQRLTFSQRGITFNIHDEALSWGREKYVQMAQCYCRLAHRRQGAKSFRHGALIMHFAFKRVMPNRMNIFCHAAQELLLASRLDSDESTMKILLTAADSYKAQSKLIEASLLACREALVMNKCVDRYTQIATDMYHAPYPRAAGAQLFASVAAMELAGAAYLMAQDSLFDKKATHYCSYALEYHQVLFCLDAMKRIQLEPAEPPYLLGCTSKPESISKEPGKGGGFWKKTATFLSRSLGKRSVLQDNLQRINKEIHPLLGRFTFEQIFQRIHDHDNLTLFAGHSGAGGATGEPDRTGKKMDTNVASITHLSGSGSESDLQLPHSELSNSVGDKETPHPLDVEAAGISNEAAASNVTPDDLTDQNQLNNRHLYQSWPDPIQEDEEPSSTRSNMKLLYCGQPGYRQKMDEYVADARQEDGESMDHLLVYYKLTNPIFWKPNTYEGSHQVRHQEQSLKLFQEVPVAETSSVVLLCALYHNLFEHESAPMTQLFNERYAEFWPTTASFNLDYDGATIVSSAA

	RRRRRTRINITY_DN7173_c0_g2::TRINITY_DN7173_c0_g2_i1::g.1539::m.1539
	NA
	NA
	22.1
	RDLWCISPYRDSLTKRLQASQSKDRTEVVCEVKAKFLESKESHRRHCIDLLRVDERSLVDLLRAMDGPWEGLQVSFKSVRDDLVLARDVCQRVLELEMNASSVVVAVRKGRLEPLQGALIAALGMAGETDVTSREFEQFRLMAVLSDEESVTIVKDVLKKALQFTNIGLSHEMLDGYLKKNPNSHIDKVPNDTKLSQLLLPFGEPEVGIILTQSNLHKIAAATGALLGYQGAAPVVVADLKHVQEYIEMGVTGLGALYEASEDEEVYLYGNEKALHRAHNQSDRGTSGYS

	RRRRRTRINITY_DN58243_c0_g1::TRINITY_DN58243_c0_g1_i1::g.44626::m.44626
	NA
	NA
	43.1
	LFCVPGIDVGFEQDPGGIDVPAIDVIPLRATKQTRYEFVTKGWNGTARSCSDEVVTYRFRSNGEAKLELDNSGKLVVAKKLNSNREDKYGVSNKCHYTITQSAEKSLLRIFTMQVTISNAPQDKNGYTFHTGRNIDAGFWVPKNRSSSWWVKRPISDPNASICTEGTDMNCHVKIADEASGQNPDVWFEGSKKMPYCRKLDDCTRAPHKRSGDPSKMSDIQSSLAKLTAQVSPDVPVITSSNSNPMAEDESFEPPPPPGSDYDQPGGGFLDDMAAIPPGPPGPPGPPGAEGPPGEPGIEGSLGRTGPPGMPGPQGVYGEKGHPGIPGPPGRPGGPGVIGPTGQEGTTGPPGPLGQLGTFGRHGKQGREGHDGLDGKDGRPGQPGVLGRKGASGPPGVPGRSGAEGRKGADGPIGVPGPTGPLGQPGVLGEPGPDGRAGRQGLVGDKGPPGDSGAPGDPGPDGRPGNAGPTGVPGPPGKDGSSGTTGQKGPPGAPGPLGPMGREGRQGPLGVIGRQGTTGAPGPPGDPGTPGDEGSDGKDGPSGPPGAPGREGQRGPSGHDGRLGLPGEKGPPGLPGPEGVPGTPGPPGVRGASGPFGTPGPAGQTGRGGKLGAVGVPGPPGHAGALGQPGPLGADGKQGQEGPEGKVGPQGDPGPPGSFGVAGIPGPEGRAGPVGRSGAPGAPGKPGPEGKEGSPGAPGLPGVPGPAGRAGDNGPTGESGKEGIAGRDGKPGPPGSIGREGPMGQLGPPGVDGLAGPPGPSGKPGDPGPAGPIGKPGQLGNAGLEGREGPIGREGRPGIQGVAGLEGPIGQDGPKGSEGPPGQNGPLGQFGNVGPPGQEGRDGASGSPGQSGAPGVEGDKGPPGRQGPVGASGQEGTKGPDGSFGKPGLVGMTGAPGRNGISGAPGPRGDEGPAGSPGPKGEAGQVGPTGTLGRAGPLGPEGTRGPDGLSGKPGGPGGTGRDGQAGKPGPLGDAGPFGRNGPAGREGVPGHPGVSGSDGRPGRKGEEGQPGIVGQSGPPGPEGKPGAEGKFGPVGVDGLQGKIGPQGTSGQPGPPGSPGPHGGAGQPGLHGVPGKSGPGGDTGGPGRLGVPGARGLHGTEGRQGQPGEPGRVGTPGPQGKMGPTGPYGPPGNIGLPGMPGHKGINGQSGRKGAIGGPGPRGREGPMGAPGMPGPGGMPGPPGTAGKSGLAGTEGKQGLPGGHGRHGKLGPPGPTGPFGRSGASGPFGVEGSNGSKGAEGDEGPKGPPGEPGRQGSSGMHGPDGVEGPPGQPGAHGPVGNPGPPGRTGSEGRSGSLMAQPGTKGDFGSAMQAELGGPHTPHGPPGAEGPQGPVGPEGDYGAPGRLGPRGKNGRQGRDGPSGPPGMPGPRGRIGTVLPVDGPEGKQGKYIRGGGGFTDTGGTSPSETQCIPCCEGEPIVMKECNSLEDCQIEDCLVQGNDCVCIRCPEPKWIDRNTYVQGDATCSMDDGSTGDQCTVILVQAVSVVLFLFTRLHVFSMM

	TRINITY_DN57514_c0_g1::TRINITY_DN57514_c0_g1_i2::g.122339::m.122339
	gi|554841313|ref|XP_005931074.1|
	 PREDICTED: pre-rRNA processing protein FTSJ3 [Haplochromis burtoni]
	25.4
	MGKKLKVGKTRKDKFYHLAKETGYRSRSSFKLIQLNRKFMFLQKARALIDLCAAPGGWLQVASKFMPVSSLVIGVDLVPIKPIPNVVTLQEDITTEKCRQALRKELQTWKVDVVLNDGAPNVGANWQHDAFTQAHLTLMALKLACDFLTKGGTFVTKVFRSKDYQPLLWIFQQFFKKVQATKPQASRNESAEIFVICQGFLAPDKIDSKFFDSKYAFKEVEVQAKTVKELIPVKKPKAEGYTDGDLTLYHTFTATAFLKAENPVDFLSKASEITFDNADLESHPGTSLEIKECCRDIKVLGRKELRLLLNWRSKLRRFLAKKLRTEAKQLDREINLSSDENESHSEEEPEKKKEERKDGEEVEEGEEKMDTDEEEEMEKKLAELKAEEVADLRRKKKKLLKERRKQRERVELKMDLPGVSIADGNDTSMFSLATINKQKALADISKGDMKIADTLVDEDDDLHLSEDDEEDDEDADEMSLASDLDEDDMEEVEHRQKELEKKAPKKKVQFAEEEDDDDEEPEGGLLVELEGKDEKKERETNLWFSKGIFSEIDLEGDAENELQQTEWLQNKQTEKGKKRKAEEQEEEDIAQPEEEQAGPSQEAAEESDSDSDDSSDDENEISRMKQAKGAAGKSGEAGDDDFQVVPVESTSKKARILDAEGLALGCQIATSKKTARDLMDGSFHRFANSEEAWEVPEWFLDDERKHRKKPVPVTKEMVEEYKQKWKEIDARPIKRVAEAKARKKRRMMKKMEQAKKKAEAVVNTVDISEREKMAQLKSIYKKAGVGKEKREITYVVSKKGAGKKVRRPAGVKGVFKVVDGRMKKDMRGMQRKEQHAKGGKGRGGKGKGRPSKGGKGGMKGGKGRKGK

	TRINITY_DN58026_c0_g1::TRINITY_DN58026_c0_g1_i1::g.90009::m.90009
	gi|1041114050|ref|XP_017280573.1|
	 PREDICTED: aryl hydrocarbon receptor nuclear translocator isoform X5 [Kryptolebias marmoratus]
	14.1
	MLFHTDMSSSNPELPDPNLGMGESGTQAGGRAVMPKGTNKRPAAPDFDDDDGSKLFRCDDDTGGSNNDKERFARENHSEIERRRRNKMTAYITELSDMVPTCSALARKPDKLTILRMAVSHMKSLRGSGNTNTDGSYKPSFLTDQELKHLILEAADGFLFVVSCETGRIVYVSDSLTPVLNQSQPEWLGSSLYDQLHPDDTEKLREQLSTAENNNTGRMLDLKTGTVKKESQQSSARMSMGARRSFICRMRCGTCPVEPLSMNRLNFLRNRNRNGLGPAKEGEPQYVVVHCTGYIKSWPPAGVSLTDDEADNTQGSRYCLVAIGRLQVTCCPSDTDINSISVPVEFISRHNCQGMFTFVDHRCMATVGYQPQDMLGKNILEFAHPEDQGLLRDSFQQVMKLKGQVLSVMFRFRSKSREWIWMRTSSFTFQNPFSEEIEYIICTNVNVKQFQQQQQAELEGAGARDGLYEAGPITLSQMPVQPVQPVTAAGPDHSKSLEKPELYSSLFQGPDQTKAMPSTSTPSTQIYPPANNFTANRPNDAYRPVNMTPQMAQPTHSAGQMLARMSRPNGAPQSVTPSSTGSPLHGGPAGGWPGAGAGPQFNNNQQVAPQAPKTMSPSFAPMGGFGGSSSNSCGQMPTGAAPTPTSGANYPQMNARASLNTNGYNGNQSGAQFPSRAAEAVWPQWQGQQHSQSNAEQHPHAQGNQQDMFPDVLSMLDQPANFNSDDFEIPMYPSFNE

	RRRRRTRINITY_DN75141_c0_g1::TRINITY_DN75141_c0_g1_i1::g.25850::m.25850
	NA
	NA
	29.7
	LLVIFGSSFGAAVTRGSPSVALSRILGASLNNYALRFEHQLGPKRPDIFRLVSDASGFVVSCHPAPMTTVATIPNKGDVAEYFRIQKGTYQDWLHVTGDCSVVEQSAELQGVYFVSKRHDSYTLRPEVEQTGDGHNYLPWLKITKDKSGSLFYDEGALPALCKITGSHGLFSQLRIQHFHFHPDQQNLGIEYQWYALWNGQLSRGSRPLEQKLASDEVTPGTVWSTSFSALA

	RRRRRTRINITY_DN42009_c0_g1::TRINITY_DN42009_c0_g1_i1::g.80702::m.80702
	NA
	NA
	17.6
	HPREGTHSRTHVNLHSKCSFGKGCHTCTYPLEGTHSRNHLLLEGSSLFSKGCTTCLYNKEGKHMQVHRTLGAKSFSKGCITCLNSPGQHLREHKQLSYKCLFGKNCQSCPFIRGRKHLRQHQYFGSPSTFGKDCLRCHYRFSHLKSHTKLQNPHEFVKDCTPCKTEEETFNKNVARTSLFRKDEGTREKRRRCKKNEVNDKKQKREQKKEVSEKQKDKKKEANLEKSKLQTKARPRKVCVKQIPASKQHERQIHEQVKRKQRHAFSCQPCIFLRSLPATEKKALWEDATVDSSQGDSDVGEVYKLAPLEQENDYVDDEESYAETFKGVTIQPPLALMSLLIDEESSSPATSLTGLQRHHLLLTTMAIPESLHQGFEESVSTTDTLSAAIQQLDPTPLLQELRSLLESVLQELKQDYASGYNAPFVEKFFSEKEFPVNLLSQVLNAFNTYSTKLIDSSAMQDASSVEISCTHIRDLHSQIAQLNAVGDDRCLELVLRARLGVVLQVRHLPSLLEPVIETVLSIFDVLKDYQMVNHQQITQWIFASMLRVPPVLLHLSSLPLPVGNSKWAM

	TRINITY_DN46467_c0_g1::TRINITY_DN46467_c0_g1_i1::g.35360::m.35360
	gi|657545506|ref|XP_008278071.1|
	 PREDICTED: tyrosine-protein phosphatase non-receptor type 21 isoform X1 [Stegastes partitus]
	10.2
	MPLPFGLKLKRTRRYTVSSKSCLVTRIQQLNGEFVEFTLSVESTGQECLEAVAQRLELREITYFSLWYFNKQNQQRWIDLEKPLKKQLDKYGLEPTVYFGVVFYIPSVTQLQQEITRYQYYLQLKKDVLEGRISCSLDQVIRLASLAVQADFGDFNRYDSQEFLQKFVLFPIDWIQDERVLEEATQKVALLYQSFRGLSAPEAEMLYMQEVEKMEGYGQESYQAKDSTGTDVTLGSCLDGIFVKHKNGRPHILFRWDEINNMSHNRSFFALELANREESVQFQTEDMETSKYVCRMCLARLKFYKINKSSLEECDPLPSEGSQKSLLTLSFPRFPMLSRPSLPSNKGQAQPTVVNPVRRRSSTRISLPKPQAYMMPPPQMHYNGHFTEPYTSSQDNLYMNSQNGYYYHSQTSLDCSPLEYGSGGRLRNGSVYSAHSTSSLTNPQHYLQPSPMSSNPSITSDITRPDYVPSHRHSALIPPSYRATPDYETVMRQKTRGTGGGMVLSQEHRQSHSMRNLNIGNSYAYSRPDPLVYSQPEIRGEHGGAAQHHHYPFHLGSSFHSPSPYPYPTERRPVVGAVSVPELTNVQLQQAQEYPAPNIMRTQVYRPPPPYPYAHPRPANSTPDLSRHLYVSSSNPDLIITRRVHHSVQ

	RRRRRTRINITY_DN44194_c0_g1::TRINITY_DN44194_c0_g1_i1::g.79464::m.79464
	NA
	NA
	19
	LKESSPIWIYPGSQEEIILKIKNYIEELSDGQVIATFFEGFDQELKVAKDFVKNAQEYTQRKNMEMLAEISKPKIFIAIPYLQAQQLRKIANGSVDLICHKGREAVTRVSLISTGYLNENFQGAEIFKNDQIDKEMQERSGVFHYDQGDMENERRPRTTHPVCSGFKHPFESILDDNVRDKMPGLIIVPRTYHIEQRIVPEYSLITDEQGKSSSESDSTNSTLCQESEVLEQVINEKSKYFPFKRSLNFSKKRKVKVPRNSEIMGTRAHFKVTKLRAREKKEVRKKSPIVGIQESEGHPTVLRAQWWEDDSANIVHLIDGYSFSLGQSPLCSDRTRDYDFLARVYLSRKESTRLSGSGSSMSSNMMQE

	TRINITY_DN59050_c5_g4::TRINITY_DN59050_c5_g4_i1::g.46567::m.46567
	NA
	NA
	27.7
	TIFFYFKKINTLLPAEKHQKQSNSYTSKDFLFRGADPSSAELLLQLIQEILPKPPRLVAGAARPPAAGQQVSQQLDALHPRRQEVALHDAGGVRVPLLSGQLVQLHQDGGLLLQLEQQQLQSRQHGAHGLAARLLDVSAAVVAPPLCQVAQHGLRLLLLLLRLLVEERSHARQRDVVPLKHTGQSLQSVRAVQQQAAHPAQRLLHGGRQVVSGPAGGRGAPVRLTQRQAAL

	TRINITY_DN46549_c6_g2::TRINITY_DN46549_c6_g2_i1::g.96570::m.96570
	NA
	NA
	27.2
	MAANSSTPILPSPSESPALRKALVSASVRALAPAEKFCRNSFSSSSSMKPLLSWSMMAKAFLMSSADLAAMPTLAKNSLYLKESAAWQAARAAVMSASFRIEANAIFNSGLPLRLEWIRSDEPDESAHCSEALSDSHKLIYFHSPEI

	TRINITY_DN44772_c1_g1::TRINITY_DN44772_c1_g1_i1::g.69897::m.69897
	gi|348517094|ref|XP_003446070.1|
	 PREDICTED: V-type proton ATPase subunit S1 [Oreochromis niloticus]
	11.5
	KMASARAAHLRGVSAGWAAVWAAVLGLFSVLSAGSGDEQVPLLLWTSEGISLPIQSLPTAGHIVGQQQLASYLEKVLNVGPRNVVLFLQDKMSIEDFTMYGGAFGNKQDSVFPNLEGALMSSSSPLVLPAVSWPASNAVIGQLQDQLDTSPLYMDPETLSQLRLNASSPALLVFRLPYGIGADLMSAKEILSGNDEVIGQVLSIMKTQSVPYTAIYTALRPSREAASLSMEAGVGGGRSLLQARGGYRERERERERQRRIKERAGIYAPVEFKEGEETCILLWAKSLSVSILRSGRWEEQDLTPLTFGEGVSPKLHGSSCDKTKAKLVLNYEDVLDHRSFKLIFAMSQRHYKVSARRWFTLDAVELEYDKIKATFNGSRHVYAPAEYSYRCESVTNFRWPVLIPRSSKDPANQWRVSFEDFQIQGFNVSGTEFSYASDCAGFFSPGIWMGLMTSLLMVLVLTYGLHMIMQLRTMDRFDD

	TRINITY_DN17548_c0_g1::TRINITY_DN17548_c0_g1_i1::g.80166::m.80166
	gi|734631583|ref|XP_010744183.1|
	 PREDICTED: rho-related GTP-binding protein RhoN [Larimichthys crocea]
	30.9
	MESKGLLRCKIVVVGDTQCGKTALLHVFAKDSYPENYVPTVFENYTASFEIDKQRIELNMWDTSGSAYYDNVRPLAYPDSDAVLICFDISRPETLDSVLKKWQGETQEFCPNAKVVLVGCKLDMRTDLNVLRELSKHRLIPVTHEQGTNLAR

	RRRRRTRINITY_DN44004_c0_g1::TRINITY_DN44004_c0_g1_i1::g.101614::m.101614
	NA
	NA
	15.7
	VEMSNKFANNVIARLLLRDGIQSPGRFTFMDIARLTPHAQCLRSAAITAVNVMWAMIQGGFTNVQHNAHPPLVLEVSEVKTKEAAVANEVASTDAQQISGHSLLDRIIEDHVMRVRRREAAVSYEVHEKQTRPVIPKLIVKQGTHTRQTVFTACAHCVRWHRDSFLDECSVCIGVEMSTNFARNVKAKINVVQGVSITHEFHIDDMSATVCPSGAHREASLCATSDIWKLLQGVSLEQRHNSHCPMVIQSMKLETPNVSEEEEEEEEEEDKEVDGFVRSTMRSLQSRSVVIDLCTAPQRV

	TRINITY_DN29815_c0_g1::TRINITY_DN29815_c0_g1_i5::g.5823::m.5823
	NA
	NA
	38.7
	MVEGAESLGSNQTLRLLLCFPAVRALLRGPAVSAPPGPPGHQGPGSSLLLLPVQLLLLHLLLLLLLLQPATTTAAAAAAAAAAAPGKSCSNTAPISKCVPVKSVRVGWFSASDYPASGG

	TRINITY_DN10772_c0_g1::TRINITY_DN10772_c0_g1_i1::g.101234::m.101234
	NA
	NA
	25.7
	VLLGTVAEPVAVGVMMVLVVLVLVAAVEDMLLVRAEVVGLVGVVLQLMRRLGPVLGVLLLLMVVLVLVLVDVLLLLLLVVLVVVELHFLRLLLRSLPFVRGRRQL

	RRRRRTRINITY_DN58174_c0_g1::TRINITY_DN58174_c0_g1_i1::g.23087::m.23087
	NA
	NA
	11.2
	TAVSTVIQVVEGNEGQIAGQIAEKVEMDTQLAPALEAAQVAATHDPVPALQVYQVQIDPPLSSGEVATAGGDASAVAILQAGHLVQGDQGVHVQHIQLNGESDQTIQVEEGQPVQAIHLQGQPIVQVQGDEGIRHFQVQQNALTYHLTQQTATEMHATEEGMGGETVSSRPTRKSFSKVALSQGRQKRRWATRCKSDISQKIRYWDSESIGFKHFLHCRIGYIMLPDLQKKGHKGQGSLNSMAQVERHFLYDLLTLAMKEATRCNTSIHLMDAPSVPCRVRMEPNNEDGLWTGEPYDDLSSPLFPEEFVAVC

	RRRRRTRINITY_DN43783_c0_g2::TRINITY_DN43783_c0_g2_i1::g.107257::m.107257
	NA
	NA
	20.9
	YLCRTPRSSEAGCHGHREGTAPTAAATATATATTRPTSPWARTAMTVPAPRCVCAGGHCGPRNTCLLSRTSRRLSWRQQPTAPASPCLLFLPPLSTQHSSTIAVCNIVPHYTTEKKKKRHGSRWFGHLCCVLRM

	TRINITY_DN57301_c3_g3::TRINITY_DN57301_c3_g3_i1::g.21922::m.21922
	gi|584006915|ref|XP_006798435.1|
	 PREDICTED: uncharacterized protein LOC102798648 isoform X1 [Neolamprologus brichardi]
	20.2
	MDKAKQLKWFLFTVLVAAPTILYITVLTPKSYTSVPTPHGPPKSCPFHISEETITPLNNTKHFLVSAYMDQRVNGFDIRIISMFRKDSNQPLHCFFCCAGYTSR

	TRINITY_DN55754_c7_g2::TRINITY_DN55754_c7_g2_i2::g.19983::m.19983
	gi|734598865|ref|XP_010749703.1|
	 PREDICTED: protein VPRBP [Larimichthys crocea]
	26.3
	EEEEDEEDQEDDDQEEDDDDDEDSDDDVDTDPLIAELENENGGEDEDDEEEDDGNDEFSPSDEEVARLLEEDVDVGDDDDEDDNDEDDSDNDDVDLEGDNDSSDNSDLEDDIILSLNE

	TRINITY_DN28943_c0_g1::TRINITY_DN28943_c0_g1_i1::g.56623::m.56623
	NA
	NA
	16.5
	QSLIKVFSSLPGLCVFTRCHIYPGFQDCPLSRAIGEFNHSVRVLPCLVISPQQPEKHPSVVKTRGRCTFTIVFDLSIKFLYDFSVWVCLFFLSIDKRHQRAERHIYIISYCVELY

	TRINITY_DN12118_c0_g2::TRINITY_DN12118_c0_g2_i1::g.2423::m.2423
	gi|734635644|ref|XP_010746420.1|
	 PREDICTED: semaphorin-6D-like [Larimichthys crocea]
	14.5
	RELDRDHHALFVAFSSCVIRVPLSRCSDYSTCKKSCLSSRDPYCIWLKSGSCATVSPGFKGGFEQDVENGYHQHPDTCHDVLATTRKQNTALDSAYGKTTPTSASTTYHGAAFPKEAGDPERGTGPDGPPPVGEQGSPDSEPISVEMEGVRRPPELDKPNHSVHYTLLIACVLVAFVLGAFLSGFLVSCYCNHTGHKTKKLSKDPEAPIPHALSLRSLAKLNGLLDSQGKDEKMEVSSPKIYNSFFANSKEHHPPRRNGHHGMTMGDLVHPHHHHHHLHHSDLQVYTHWKVSAWSGP

	RRRRRTRINITY_DN23663_c0_g2::TRINITY_DN23663_c0_g2_i1::g.121537::m.121537
	NA
	NA
	10.5
	VDPAHGHGEHLKPKHSCTPKREHDRQSKQRWDHFIWSSYLRKWGTLPIFCVPTQSFRKQSVYKTNKTLGSARVQQVRAQLLDGLTEVLNTFTPRDAPSAEWCALMTSYIEPTSYEPARMRTGAKLRHCFEEDIHLGPYPSAGLSFIEWLLIGYSWVDSQTTFVKDFISEPSMWKLPLRADGKRVYDPDKYIDRALGFDCIKVVKNDSLLVNRAALDRHICKRSALYEMGRAVQFSFSIL

	RRRRRTRINITY_DN118723_c0_g1::TRINITY_DN118723_c0_g1_i1::g.138488::m.138488
	NA
	NA
	16
	HSTHVSWGRHLDGVFVHPEEDGVVGGVGGQVLEDLLQLFISDGGYHSHALGGVVGGQHHLLSDLNQIPREVVSSRGGVLDHVIPQVQQLQLEPLLGAAADSDVTHGSQPSSRNQDCEGQDFTPHFIFISDLENSLLTSSREVALLQEVQLFITWLHAQAEFIG

	TRINITY_DN68349_c0_g1::TRINITY_DN68349_c0_g1_i1::g.104526::m.104526
	gi|657555180|ref|XP_008282049.1|
	 PREDICTED: histone-lysine N-methyltransferase 2B-like isoform X2 [Stegastes partitus]
	15.8
	SRGRHLRCDRCGQSGATVGCCLATCQSNFHFMCARAQHCVFQQDRKMYCYKHRDLVSEKMVSGKGFEVSRRVYVDFEGINFRRKFLTGLEPETINMTIGSLQIQRLGVLSELSSNGRMLYPVGYQCSRLYWST

	RRRRRTRINITY_DN53650_c0_g7::TRINITY_DN53650_c0_g7_i1::g.39619::m.39619
	NA
	NA
	19.6
	AALFADSSWISRSQLLRLSTYLPNSGSQEAASVCVCVCVCVCVCVCGFQQLLTSTLNSIFRKFSHNSKRHKISSIDCASYFRIIMIIITILAPTNHTHSSSLVSARM

	TRINITY_DN51639_c0_g1::TRINITY_DN51639_c0_g1_i1::g.38075::m.38075
	gi|734621434|ref|XP_010738618.1|
	 PREDICTED: alpha-2-macroglobulin-like isoform X1 [Larimichthys crocea]
	75.7
	PVALQVVMEMKSVTTVVLTEVVKEDFYRCVTFQVPAVLSRTVANIKVTVQGENGAMTKTSKVAIEPPSFMHIIQTDKPIYKPGQTVQFRIVSIDTNFIPVARVYKIVELQDPNSNRIAQWLDKSIDGGILDLSHPIIPEAPQGTYQISATTDKGEQIGYSFDVKEYVLPKYEVKVHLPSVISILDKEATMQICGKYTYGKPVIGSVKAEFCRLPARFYWYSRQDMICKTYQLTTDKSGCATQIVNVTEFSPDKTMYDDNFDVTAEIEEFGTGVVLKGSAQTSFSSSIRVVTFEDVPAAYKPGIPFEGKVNVVGPGNKPVADELVYLFVGDAQNETLRTDKSGMASFSLDTSLWKSSELLRASTKKTEDFETFERNVRRPSYRSAHHHVTAFYSKSSSFLKLMQAGEISCDKDATVRAQYIIAGEELKTGQEVLDFFYLVMSRGGIVQHGRIPVTVKTGTVNTGELSVTLRQLTGLAPFAQVVVYTLMPSGEAVADSQDFPVQLCLSNKVSLKFSSVQSLPAEKTTLSLQASPRSLCSLRAIDQSVLLLQTEPEISTKQVYSDLPLQRLTGYSYDVEDSEPYPCYPVLVPVPVVEPEPEPEPEPEPEPKPEQCSWIITKNNKHINTVSIDLLMSVILLNLIIN

	RRRRRTRINITY_DN65456_c0_g1::TRINITY_DN65456_c0_g1_i1::g.112674::m.112674
	NA
	NA
	39.8
	GLRHGTTRHAIRIESLRVVIEDLEALFDPDHRRSRLQLYKKKRKRKQRKLKDYGPCGHSRRKCKHKHKEKHGLLSSAPAAPHPRRPDPSSRAGHPSPSPSPHEMLMASHRRRGRSNLGVGPGMASGIVGPMLLGSGMGPPMGIGGLGGAGGAKEGRDSTSNNDTGIGSDSPVTEESHSESVPSPTAEKLESLPAPSTPHLPRPPSLKHYHYHQRYHHHHHHYGRCSKKQSAAAAMSSGLGPNRPNPASFTP

	RRRRRTRINITY_DN45755_c0_g1::TRINITY_DN45755_c0_g1_i1::g.104132::m.104132
	NA
	NA
	11.8
	KMNNGIWDKFNAVHTYVTYLDPDCEGQDYGFSVLGLLRWLGKSERQGQAFGLSPNQNSTARNDTTASLVLIGGTDSPCINSSGYDPKQSACLMNDTVSVPVGNRAYQQECPVIDALQVVGVRAREDGGLSSDPLPSWGTVLGQGSTVEEAQSESLCLPLVKEGVRAKDLLKVVAMDSDLINPDYNPHVAISAVRLHQLGKSQRRDDRYHKGVVVKIKAADLPYVKGLETVCHAAVVVSRQNVLAGSCVLQWDSAEDHNGTGARGDKKLSGALSDAKTVKTEIGNTSRRYIAALWPWHAEEPREPDFTPHKGCVPSCSVHRGSWKGTKLCTRRSSGSHQYFQSACEYEIHTYLHHFGPSLQPLVPPGKTPGDSQLQRGLMSSYFKHVPTKRSPTQPPMVRQKVLESVKPERCARICLPQKGSWTGDPQCSRRTDGSLAYSHNCFFEVTQPELGPVVQHYGHYLRPLPPCSKESFSQNVEKEKEKDKEEKERELEEETKEAPDKETKDEKITAKEKPKGDDEGGGRYLIYQTINVRTPIIKRGPEPSGITNNEKKTDKTDYTVTNNKTMELEFIEVTNEGESIVTRLKTDNPGVKDPDRKGNVQGEKRGQEEQGKDKIVVIETIDTKGTGVNIDPSDEKKEPPTVAEPEKKEVTNLSNDTDKSDVKDKTSGGPKESPTNIEEENRDEAVPKEPITGTYKDERDVTTTNEHETNIDKGKPSEKEGATNEQSKEKPTNIDKDSYTKTEQGSETSKAKNNEKDAETLTNNVKTCVPPIGSWTNNPLCTRQSIGSLEYPQDCLYQLAILVDNPGYVLFHNGHAPKPPLSCVREAPVCEPAPASWTGDSLCIATRYGRLEFGPDCRFTIRAGSYHFVGETSGHTPVPPRRCGLVNECRKGTYGALCACHYTYSTDLICTGDHLCPSSSCASSEQFIAFFGDFNKYGDSVFLIHLSNGSSHIPAPRNNGCFRGIVGSNINDGDRVEVYDYRCSHHHELSLMMFRLEITFPR

	RRRRRTRINITY_DN26775_c0_g1::TRINITY_DN26775_c0_g1_i1::g.5204::m.5204
	NA
	NA
	6.9
	VSAIVIMLHPSISSISNLLDPALRSLHSESFECPPFIQVVYAPQNSGPNPVNIIGAAQKAQLYTIFGSKLAQTQGLVDEQDRGCPLALLLCYDNDVQRARYTTMRRAVSDLQSAELRMRQVIRLLPGGEPPPLSRQALLTNGSVFHLQVAAQDNKLALLGQWVIPYKTLLQVMDVSRHVSHDLKADPRPQLSSSPPVAPPPTPLFSPPGKQLSLDPKHTLSMPSTMPSQYSPSVTDGAIRSIHSLDSSTAHRLHSSEPKSDSGGGHSQSMKSRHGLDPEPPVQSSTIGQNALSHGPFQSPFGRMDRYVPFSGTGGPHMLQVGHTHPSVMVPSSAHVGRIRSESSPPHILKGELPKLSEKTSLEIAKGVIPSKSPGS

	RRRRRTRINITY_DN36542_c0_g1::TRINITY_DN36542_c0_g1_i1::g.7636::m.7636
	NA
	NA
	20
	RTIASAEPTSPASPTTFPNRAVVPESELPEGVGYKNVATVRFIYENGPLLKTIKYSIAQIKPEVMTWSLRSTERKEIIYHSISAGGDHSPHNWHLYCKEATVGKVELPGDPPGPRDLVKVNIPIMKVGGVNVLKLVFHGGDVRVCDKVTLITRTLTTKVEMRQTAKDIENGEKLWVVEPLPKGTYDADIVFTEGAHVVTLDKFKSDLTAEPAEIEDKATIEGTSHSPRSSVGAANRAIVRFEYVCDETAGSYTFQTDIINTFSAKMWRTDPHKRREVVYGTIASGGDYQPKTWQLTVHNRTIDIAEPTGPPDCPDRAVTTESIKSAPSIGAINEAYVRFEYEIGEELETTKFRTDPILLKNLKTWLLSNKEKRELHYGLVPSGGNNTPPKWEVVMSDKVAASIIPTGPAAPESFPYQAVVAPSIIASSKGYRNEASVRFQYEVGTKLNTVKITSRAITASVIQWATTTTDRKEVIYNNIQCGGTYEPPEWSLTVYNSSVEEVKVPGTPPGPKDLIIVTLEETATGVSSTATLIYKGSDEKNADKICLKTSSQTSTVNLRTTEKLAHGDKKWEVKPVPRGIIPIEIKLDDGHLLSYTNVAIKFGPEITVDKATVPAALSRPDSRGKENFAVVRFLYEHGTSLGSVTGECTKTTTA

	TRINITY_DN39983_c1_g2::TRINITY_DN39983_c1_g2_i1::g.33393::m.33393
	gi|736153680|ref|XP_010764284.1|
	 PREDICTED: receptor-type tyrosine-protein phosphatase eta-like, partial [Notothenia coriiceps]
	22.5
	ETEGDTKKLTTVTTPQPVGELSVTVFTTSSISVTWTKPEGYSFFYRVQWTNGNDSHTTNVSQTSITIPELTAGVKYAIHVTAVADDNHTEGQSVSVSHHTRPTKPGNISGQGTLNLSISWDLPGGKVDQYVVNISNIMLQDFNTINTADTKAHFNDLKPGRIYNVTVTALAGDLSNTSDLTSLATNPTPPGSLNIIERTNSSLQLNWAIPVQMENAPGISYNITYQPVVGEVQHNTALNTTVLSPLSSGIRYNITVVTVGPQDLRSTAVYASSYTLPNPVLNLRASTESTTSIKVEWQYPHGAQPYYKYLIKANSATGKPVNETTDNNSIDLTDLEPGSRYNISVSTIIEEESGLVSTEEETFSYTMPKAVIN

	RRRRRTRINITY_DN58270_c2_g1::TRINITY_DN58270_c2_g1_i7::g.45040::m.45040
	NA
	NA
	9.6
	HPRTQTIMKLRSQDIVDLLNKADVALAHAAMLMQKKYDKQLSTMVYQQALKMKAILEALDSNLLKQAMEIERHTSAPLVPITEDVTALLTRLALGVEKVMPVYEEPAAPQIRNSMEIVAKVLGTVNEYVKDNSRDLNATPPPSIEQPQLKVGENYSDVPCLSALNTLHSPAGPRPPKKPPAVHEPKGVPQYIHQSGGPAQLTGDERDISGRSNRSEAKMFSEEQELWRQDDEMQQQQMMLREEMMAQGVCGGDEMNPSWLANHEPRHQNWSDTPPYSGGVGGVGGHASPPFHNHQPSSFFGESSRPSPYGPRSPKPPAEDSGGSDWSVTVQRRMEMRLREEQQLKEEELITSLQTKLETFRPRKSPDYSWCKTMLSYLTPPCQPPMALREGNEIRGIVDNNKVGQFPKIGYMLIEWMCVGFMWVDSASTFRRFNISEPAMWKIPLKGKSAKYYSSDEMYRSLGFDGLMVCDVSSVLVNRAAIDRHVFRKSELYALATSLQYAFLILTALDLSYKRVQLFSRLEGLTCLEMIIWVPNETIVGILKVIHPHDFQRMTLAEQLFKERVSDSTCNKCTKIAVPLGPKDPSNYVGQHVDGFQGEGICRGLEIRDRQIEYDRAEVVGYSMSPMTYTDEEDVIEAYDDTEDGSLDENPPSDSCFVFPLLFRRAKTPKPPTSTVLDSVSIARVGSRVAELKKENNSLKPISPLAREGEKQFRVIFSHTEMSILRCYGDILDALNEAMTLSATTVTLPEAAGAVNLQLMGKRDKEEMASYQISQVQNFNALHTPTSGKDTLYSIGEEPGIALEVQIVWSSGLACKFCEKDYRYIPALIELFKLICQEDNLNAVQKFTQQILKRLSKAKVSDLLDKPFFRRLGVDKELLEYNSKKDLANGRMEKFFRRIELCGLKLAVDQEVQDGIDTMYDTKVQHYFYNLTPKDETFQQVFGKPLYRIRLEYRWEENPRAQEYKERVHSVGMDPHLWHLQDRSQSNSLRLGFCSTWRVKHIDLIKQIIGRVDTADGYRINSSWCSNETNTEFHHFVKLVRDVSGAMTRDSGGASLRSKAGGLLTNNLNPDLYATAM

	TRINITY_DN45326_c0_g2::TRINITY_DN45326_c0_g2_i1::g.11399::m.11399
	gi|928054232|ref|XP_013876370.1|
	 PREDICTED: 26S protease regulatory subunit 4 [Austrofundulus limnaeus]
	20
	ADVTPERQATMGQSQSGGHGPGGGKKDDKDKKKKYEPPIPTRVGKKKKKTKGPDAASKLPLVTPHTQCRLKLLKQERIKDYLLMEEEFIRNQEQMKPLEEKQEEERSKVDDLRGTPMSVGTLEEIIDDNHAIVSTSVGSEHYVSILSFVDKDLLEPGCSVLLNHKVHAVIGVLMDDTDPLVTVMKVEKAPQETYADIGGLDNQIQEIKESVELPLTHPEYYEEMGIKPPKGVILYGPPGTGKTLLAKAVANQTSATFLRVVGSELIQKYLGDGPKLVRELFRVAEEHAPSIVFIDEIDAIGTKRYDSNSGGEREIQRTMLELLNQLDGFDSRGDVKVIMATNRIETLDPALIRPGRIDRKIEFPLPDEKTKRRIFQIHTSRMTVADDVTLDDLILAKDDLSGADIKAICTEAGLMALRERRMKVTNEDFKKSKENVLYKKQEGTPEGLYL

	TRINITY_DN56997_c0_g1::TRINITY_DN56997_c0_g1_i2::g.105558::m.105558
	gi|657564694|ref|XP_008285610.1|
	 PREDICTED: protein FAM49A isoform X2 [Stegastes partitus]
	25.6
	MGNLLKVLTCTELEQGPNFFLDFENAQPTDGEREVWNQVNSVLQDSESILSGLQAYKGAGQEIRDAIQNPNDLRLQEQAWNSVCPLVIKLKKFYSFSLRLEEALQSLLESLTCPPFTPTQHLEREQALAKQFAEILHFTLRFDELKMRIPAIQNDFSYYRRTISRNRINNMNLDIESEVNNEMANRMSLFYAEATPMLKTLSNATTNFVTENKTLPLENTTDCLSTMASVCKVMLETPEYSSRFSSEDTLLFCMRVMVGVIILYDHVHPNGAFNKSSKIDMKGCIKVLKDQPADNVEGLLNALKFTTKHLNDESTPKNIRTMLQ

	TRINITY_DN38384_c0_g1::TRINITY_DN38384_c0_g1_i2::g.66945::m.66945
	gi|736301518|ref|XP_010793302.1|
	 PREDICTED: nexilin isoform X2 [Notothenia coriiceps]
	16.8
	KAEEEAKRRMEEERRAFAEARKSMLVDEDDEALMALLNLEGSKPGKICASFEELERQRREEEQKKAEEEAKRRLEEEKRLFAEARKSMVVDEDGEGLVKSDSQEALNPRKLEINFEELLKEKEKAERRRKAEERKKKMEQEKQEFEQLRQEMGEDEVNESSDVVSKEYEELTKLKRTGSIQAKNLKSKFEKIKQLTEEDIQKKVEMERARRKAIDDEIKEREAERFQEEDEERESTPVRAEESPFKQKVDMKARFEQMAKAREEEEKRRIEEQKLQRMQFEQQEIDAALQKKKEDDGEDEGSIINGSAAYEDEEDHARSGAPWFKKPLKNQSVVDSEPVRFTVKITGEPKPEVTWWFEGEMLQDCEDYQYIDRGETYCLYLPETFPEDEGEYMCKAVNSRGTAASTCILTIETYDY

	TRINITY_DN58549_c0_g4::TRINITY_DN58549_c0_g4_i1::g.62889::m.62889
	gi|657550921|ref|XP_008280000.1|
	 PREDICTED: zinc finger FYVE domain-containing protein 1-like isoform X1 [Stegastes partitus]
	8.7
	MSGQGPAVDKGMNTVLVCQESYACGGTDEAAFECDECGSLQCARCELELHRQERMRNHDRVRIAPGHVPFCDSCKGDSSCSGNGGRLRAVVRCQGCKINLCLDCQKRTHSGVNKRKHPLTPYPPAKAPQENSVSAGEAEIEILKAKLEKVCSFLLVDEKEEMQVKDDDEFVGRLGCRPDELLKVVSIFGNTGEGKSHTLNHTFFLGREVFKTSPTQESCTVGVWAAMDPVHCVVVIDTEGLLGAGANQGQRTRLLLKVLAVSDVVIYRTHADRLHDDLFKFLGDASDAYLKHFTRELKATTSRCGLDVPLSTLGPGVIIFHETVHTKLLGSDKPNESAERLLQERFRKLGLFPEAFSSIQYRGTRTYNPPTDFSGLLRTLEQQLDNNTTRSPRSASVIYKALQALSERFSGEITDDYMTSNSFFPDEYFTCSSLCLSCGSGCKRSMNHLKEGLDHEAKHRCRYSAQYDNRIYTCKACYEGGKEVIVVPKTTASSDSPWFGLAIYAWSGYVIECPNCAVIYRSRQYWYGNQDPVETVVRTEIQHIWPGSDGFLKDNNNAAQRLLDGVKYISQSVSELSVKPAKAVTSWLTDQIAPTYWKPNSLILQCHKCAEEFQPNDTKHHCRSCGEGFCDACSSKTRPVPERGWGLAPVRVCDACFHNRGIPTELLDAALEEEGGTLIARKVGEAVQNTLGAVVGAIDIPLGLVKDAARPTYWIPDQDITSCCECQREFAPRLSIHHCRACGQGVCDDCSQERRPVPSRGWDHPVRVCSGCNQKPGEL

	RRRRRTRINITY_DN57666_c2_g2::TRINITY_DN57666_c2_g2_i3::g.61717::m.61717
	NA
	NA
	10.7
	VISKLTDLAAKPEEPECPAESDAIARHYEQLISIVLDHGFQMGDDLPTNGWRDKMHPNVKCVETLFIVAEVHGEAAAIHLATRSDYDRQEMDIASLAFRRLASVDGSYAAFMLNVVSKNPDDDSRRRPDHKKTFHRLNDYNHFNFNSVLEQCFHIGRVSNGLRDLPPSWCMMGMVNPVVLLVAGSVGSKAPLGVHFAFQGSFDYMGCSHMLSLTNRVAEASLVREGTIPCIGGNALTSAMVSGSECTVEISCLQFYFDLAATMDANDPFCKKEKLYYGIAYNRDGTERESQFTANSFGVFETGAMSKLFEMVYDFREAKNSHPKILSSIVIAGANVMPNHPKDEENLSLKNFKFGSPEKGVFQHVRESGLEHVAIAYELPKVCSQLCLPVKTDGVSYRQGDITCLSAGWLDSSFKALQPIYDAVQGGEQQQASDFMKDIQQTFEDFNPIIFKKRFAKTLLMINNGVCRKFFKKDMMVPGVSDRASQRMQRVCDRLRPDSTLLGTKRLASIFQSLPIMEKGETITYFLLDEMSSMLRSRNSHGQDVEPGKQHHFARHTHPSAAVWCPLPVPQQTRSLVINDAGVRASIGANKFLQLIGPNATRLSKLCHM

	RRRRRTRINITY_DN54378_c0_g1::TRINITY_DN54378_c0_g1_i1::g.17758::m.17758
	NA
	NA
	11.4
	HLVRLVPDPQNLDDGLVALGQETLGVPPLHYLFHRLKPDSSSGEVARIVVPRADLAAPLAGREDHGDRLRRRGLAFDHQLFVVAPADLRLVDEAPHRRVHGMPDLRQTPRLLQRLLPAGVRGVRDLHEQEGAQRLRGGEEGRQGDLEGAPDLEDEHVHTVPVVVAAQHLDAHRLGGGVDELHRLAYIAIAVTRPLEQRQSGHVSEQTRDLGLHVVQEDETQDEDVQQGPHVEEDCLSCCHFSKHNQDSCQSGVVGDQQHGPKRNQSQQLQGVQVGQVAVAQLQEAVGVGGGQGAHHSGVPGEVGGVRGQEQGGVQGVAQQDVVELLLPAAAGAAALVAGGVQLPQGAQPVPVGGVQQVGDGGRQLVEGRVLRVPVFVGVQQQLAQGEGVQPQARQDVQVVDLGQGGPPEPARVCVTCSLPQQQGLVRRLWM

	RRRRRTRINITY_DN51640_c0_g1::TRINITY_DN51640_c0_g1_i3::g.38275::m.38275
	NA
	NA
	49.3
	ATRVPPVTLDPLDELDLPDLPVLPDERELLELLDPCVRCALSDETDRTDEIELRVLREETERPVLPALLVVSVLLALPVLPVLLAVREVTVLRELPASVALPDLLVLPVLPDLMALSVVIERPALLETAVLPVM

	TRINITY_DN56629_c0_g2::TRINITY_DN56629_c0_g2_i1::g.124889::m.124889
	gi|657582301|ref|XP_008295204.1|
	 PREDICTED: uncharacterized protein LOC103368577 isoform X1 [Stegastes partitus]
	26.6
	LFSHVKDYETKTGLRVLPALHSVLQSVPSVWIINLSERKTSILLEVLKLQPEKKPVKLTGWSDEESEVRSFLQCLPYISQLSFSEEFDVSDGVKLFGNLICAAAEREHQTGEKILEMLTSVYRYETFPLSDRDMNDYFKRRYQCSFLLDLFSHV

	TRINITY_DN50020_c0_g1::TRINITY_DN50020_c0_g1_i2::g.117602::m.117602
	gi|734639227|ref|XP_010748390.1|
	 PREDICTED: glucosamine-6-phosphate isomerase 2 [Larimichthys crocea]
	21.1
	MRLVILDDYDLASEWAAKYIRNRIIQFRPSSERYFTLGLPTGSTPFGCYKKLIEYYRNGDISFKYVKTFNMDEYVGLPRAHPESYHSYMWNNFFKHIDIDPANAHILDGNADNLEAECQVFEQKIAEAGGIELFVGGIGPDGHIAFNEPGSSLVSRTRVKTLAKDTIVANARFFGNDLSKVPTMALTVGVGTVMDSKEVMILITGAHKAFALYKAIEEGVNHMWTVSAFQQHPRTIFVCDEDATLELRVKTVKYFKGLMHVHNKLVDPVLSIKDQ

	TRINITY_DN73442_c0_g1::TRINITY_DN73442_c0_g1_i1::g.94183::m.94183
	NA
	NA
	36.2
	MRLGSGDPCLQKQRQTRLVEPPGGLHCDEDVLVPQLRLGDTCALRARESTVSSTTSSTTTVIISTSRLERIVGREDGGSLLDGAVVRAGGWMVVDHPESGGVAGA

	TRINITY_DN56898_c2_g7::TRINITY_DN56898_c2_g7_i1::g.43127::m.43127
	gi|657564868|ref|XP_008285705.1|
	 PREDICTED: elongation factor 1-delta-like isoform X1 [Stegastes partitus]
	21.1
	MPKQSTNMSGVQCLATENIWFDKHSYDEAEKRFYEGVNGPSTQQQQVKTALQQPKGRQQKRQHRNSSSHGGDQELVTRMKSLELENQTLHKVVADMRAALQKLESRVAS

	TRINITY_DN55970_c0_g1::TRINITY_DN55970_c0_g1_i2::g.86185::m.86185
	gi|657754097|ref|XP_008312570.1|
	 PREDICTED: peripheral myelin protein 22 [Cynoglossus semilaevis]
	7
	MLLLLLGIILLHVAALVLLFVSTIVSVWTSGETSTSDLWINCSTANGGFHCDPASTGEWIQAVQALMILSIIFSCLSLFLFFCQLFTLQKGGRFFLTGTFQILASLFVMSGAIIYTVMSPEWVPDTNAFGYSYILAWVAFPLALISGLIYVILRKRE

	RRRRRTRINITY_DN94585_c0_g1::TRINITY_DN94585_c0_g1_i1::g.95793::m.95793
	NA
	NA
	17.2
	QELEAIRDEAVVLKAQLDKEATCPEVKDLLSQSVQCLLEEKAQLKQETEELSNGLATMKVLAEKLDEEKREVLREYMEKTQRIEEEKERLFQSMKQFEQTAREYSHELTYYDAEET

	TRINITY_DN60101_c0_g1::TRINITY_DN60101_c0_g1_i1::g.92996::m.92996
	gi|736230689|ref|XP_010782413.1|
	 PREDICTED: chromodomain-helicase-DNA-binding protein 8-like [Notothenia coriiceps]
	13.9
	QRNVRSVACCDETGLSERGALPLGLYGDGVGSSLEDLVDVFLTEFGAFVFFVHQSSVRSLSQQVLNLLLGQLLDPAVGVLPSAHALQHGLVQSQLQTGLVK

	TRINITY_DN58729_c0_g1::TRINITY_DN58729_c0_g1_i1::g.92118::m.92118
	gi|734629649|ref|XP_010743126.1|
	 PREDICTED: fructose-bisphosphate aldolase A-like [Larimichthys crocea]
	71.9
	QYKKDGADFAKWRCVLKITSTTPSQLAIMENANVLARYASICQMHGIVPIVEPEILPDGDHDLERCQYVTEKVLAAVYKALSDHHVYLEGTLLKPNMVTAGHSCPKKYKPQQIAMATVTALRRSVPPAVPGVTFLSGGQSEEEATLNLNAMNQCHLHRPWALTFSYGRALQASALKAWGGKKENGKACQEQYITRALNNSKAAVGKYVSSGDKGAAAQESLFVADHAY

	RRRRRTRINITY_DN12320_c0_g1::TRINITY_DN12320_c0_g1_i1::g.83169::m.83169
	NA
	NA
	16.3
	LLLLFLLYPLTFPPLFPSILLPIPQTLSILSSSFIILLFFTHLLLFYLFQTLFLILYQSPHILLLLHFFPLTLIFQQFFFYFPHLPLYPYSPIILLLLPFSFSLSFSSSPFFLSLFLLFIPLFPSSISFFIRFHSSLPVLP

	RRRRRTRINITY_DN58368_c2_g9::TRINITY_DN58368_c2_g9_i1::g.45504::m.45504
	NA
	NA
	37.5
	KTLLLRTYGDATEIKINSEDSLEEGDLYWQVKIPERGIYPIKFAAKQGKKVTVPTKFKELEETDFRPPDEVFIQAETKRGDAEFKYTGSSEETVKHIKLRHFTGDKTITIGDESKIEEGDKYWIGQCDERSVKCEIEAAEGVIAKCDSLAAHFHVGPDVVPEEVEVLKKKSRKGKKGTKGGDGQNTTEEDNSDGVVPEEVEVLKKKSRKGKKGTKGGDGTTEEDNSDGIVTDPVLPGDRARRRKGKGGEGGEGGEGEGELDDDSFELSDFDEDGFEGGVGAGEGGAAGGAGAGGAGAAGDVGGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGAAGAAGDAG

	RRRRRTRINITY_DN49208_c0_g1::TRINITY_DN49208_c0_g1_i1::g.56946::m.56946
	NA
	NA
	21.6
	SLSGSLSTITLDRQQLEGSLKSVEKRMGEASHPQQARHLEERLKKMEAVSSDCEAKMNRLDQETQSQDARQRTVKDLKERLCALEAKLQVESTEAFHLKSATRELDLRMTEIGTSGQAAVCDELSRIVQDKDQLVQNLRAAENRLRQCELSTRRVSTDQSDLLAHLEEREGSFVQRERQHQGVCMDLPRLRQLELELEQSHLSDQIRVLQSRLSQVESCCERHEREKRCSARQSTVHTLEETLSKNQAELATLQTQYQIHQQEWEACRRHYEKLKDHLQTVESLEAEKSRASSEKFQKRQLKHHYSRKLKELEECVKQLRKEYKAVLEQRDTQADEVQKHLLKIELDRREILSKSTLLEEETTKLRYGMTQIETEWERRQHNVMIDIQRMLEQLEPECSSLVSSLDPNQLSGLYAEM

	TRINITY_DN34194_c0_g1::TRINITY_DN34194_c0_g1_i1::g.112725::m.112725
	gi|734624207|ref|XP_010740142.1|
	 PREDICTED: stomatin-like protein 2, mitochondrial [Larimichthys crocea]
	11.8
	MMLRTLCRAGGALLQQSQRTAPRLWVTPAQQRWASSLPMNTVVLFVPQQEAWVVERMGRFHRILEPGLNFLIPILDRIRYVQSLKEIVIDVPEQSAVSLDNVTLQIDGVLYLRILDPFKASYGVEDPEYAVTQLAQTTMRSELGKLTLDKVFRERESLNSNIVHSINQASDDWGIRCLRYEIKDIHVPPRVKESMQMQVEAERKKRATVLESEGTRESAINVAEGRKQAQILASEGQKAEQINKAAGEAQAVLAKAEAKAKAIRMLSDALTEQNGNAAASLSVAEQYVTAFSNLAKESNTILLPSNTGDISGMVTQAMTIYGKLAKTASPAAATATAEAVEKEMEEDQNQSTSTQ

	TRINITY_DN39161_c0_g1::TRINITY_DN39161_c0_g1_i2::g.77899::m.77899
	NA
	NA
	13.5
	MRAAQPATHSRPSWARPCGTRRCPTTGTTSSWSTWIWRSSCRRTVSLPPTRPRASRLSRRRSSSSRHNNRLLRHHRPRPLPPWSTSAAARPPRFTRAWRLRPASAAPAAQQHCQHPGTPPAPSTQSPFRCPSPTTPTRQTWLCPASPARKCSTQGNASSPQRS

	RRRRRTRINITY_DN55113_c3_g13::TRINITY_DN55113_c3_g13_i1::g.60702::m.60702
	NA
	NA
	15.9
	ESATRCCGTLISVDTRQRKGKIKKYKPELSWRSRVKDDTVHRAALAASSTKGNQFSNQRFRLLLGRANRASQFSETHVYVTPLLRRDCAGGGKFAPPPPQREYAGGG

	RRRRRTRINITY_DN57974_c2_g2::TRINITY_DN57974_c2_g2_i2::g.44166::m.44166
	NA
	NA
	57.4
	MSRIHINVTASDSGLENNLRLTYAGADDEKVASIVLTSLDSTNEVRYREDGNPLIRGSRVWEVSPAPDGSFLGEVKLSKGPEISVDHPLAEIKPPSSIVNLSTTASCQGFQNKAKITYKGTDAVTAERIELTYVHQSCSLRINSTASITVNDKLWEVEPSPEGAVECTFIVNQGEDVIQSRPQLLFHPADSRKAPDSTLSQGQTISMQSHSSVVEKHVMEQKVVEESIKSARVTVTCTTSVAGSSNAATCRYEGSDSVESEYIELHVSGSEEFIEYKGGQSLAKGNKLWTITPRPEGTVKVSLKVISDSNATVDSLGVSFTPKREITPSMVRKPSKIPSTVREKESPTPSKPTPSKPTPSKPTPSKPSVPSKVRQPSKVPEPSKVRQPSKVPEPSKALPSKAEPSTVRQPAVVKEKSESKRISLTFHAEQKGGANEVELTYSGEDSMEVASIEFSSNYQTSVIHHRASSGIVAGEHMWTICPAPEGAVDCEFRALDGEEVTLSLPKTLIKAPVSPTERPREVVTTTEKVTEKVSERVTTKSSSVHYVETRTMEPLHSSPPEEDRRLSSFAAYEEGAVDLTAYDSTEGKASKCVVRYTGGDETVCNIIQLTLVGSINTMHYKHSQHIEKGNHFWKVEPEPKAQVNLTFRTNTGYPVRHSRLRITIRPAHDLSFPAQTVVEFKREVSRRESRLAQKREEYRSAFDVKPYVIDTKVAREPTPSRRREPEPTPLKKIPKPIYESTFATLHESEVGESYATVTVTSKQKTTRTKEEFEMRKLESKYSSIRQATKHPRLLEQDEREAYVRQKERPPRHTTKDHRQRLDIFSPGAEYKSPIRYSDYRHVEEGEEDDSYARRPSSPRLASLEFRVPSLSPPSASYGLELEEELRLREEETRKMSLYEDVPLLLEEDSLDGLSRRRIRHYADIEPSPTRHRAPRVTELDDQTMSSIRWKPKYQDKIRIPVEYFQEWRSLRIRKMRKQKIKDMPEPFEYQDRLKKYWKMDSFPKFHKIEVDEELVAPNIVRPAPVDYPMRLRKEDARKKREEQEKKIEAETKEGKKTTVAPKFMTAAERVAQVAAPPLPTIVTGSLIQSLRVKKDLEEKKAAKEKEKQSPEYEKKVHAVREVKLTAQCSASGASNTATVRYVGSDEPLTDRVHLIYYDLGEHVVEISPGFALPTGDKEWKLTPHGSVRIEFRVKQGERCEVNALLRKFMPRLTLDAPKPRPVVTLRSKCSDDGYRNRAVVSYEADDEKDLDHIILQYLGKDTIFTYKKDDQGPILKQGSKHWMVRPEPHVTITVGFRVDEGIYATRNVLPLTFEPPKQLMRATDVRRKTRKVVRTTFFDRYKRVGNIFLEAYASDEGYENVVKCRYTGDDARTVKSVTIVALGDEYDIEYKNGAELQRVGCYWTVETTSDYNDINCIFKVNDGENAVAHTVQGALPGHEFPAIKVKAVFVGRQSRISGGCAVRAASIVTSWEKRVMSQYYRKHRGTPIARGSIEEVPKTLWPHALAEAASMRHKRDKTMLRDTFDLAEVSVHTFSEDDYSYAANSINDIMQQNTEATFPNLGSLLVYALVGVSWMDTVTSVMDCQHIEPAAYEATTYQVKIQDGPTLHRSQGLEIIKVNSSTRTTYVINEPRIDFHGYSQTHLFELASCIQRIYNAVERENLEFEASSLREFIDGGSIFDYIMVLEEPSDFSEHLLLFSTHKALNLTAIEKKVIAQDAGRVKVFKAMYTKESSIDVCRHVIGFQGRGLEEAIAYKNHLNKAESNPAKGKRVHGTDDVERDYLLVRSKDEKTMVPGSTESPASQGFKNEAIARFQYSTGGFLNIVTYRTDRSQAVREWREATTPCKEIIYSIVRSGGDNAPAVWNLTVSDRSVDSAKIGRPPDPVDAVDLEVTQQDIGFRNKACVIYFGADKKEVGNPFVLATFSRTVIVQYHGNSDILDQGKQWTIVPDPKGSFPIKINVVEGRLAPIAEKDKLNKPLHIKAPVEVDLSVTACISGGQNTARIQYVTSDEEDAETIVLQHYGGKFEQIKIKKGDSHIEKGRRFWKIVPKPQGTIKCVLTANSKYKVSMNRLEEKFAPARVDVATAPIMPTTEESYDSQGGLNECKVRFIHEVGETLRKVSFVTQKIEDTTVPTWETWEKKDKKHKKELCYSKIKSGGDSLPPKWSVVCSDKTIGSVVPSQPPSPKELQSKILIPSTLELPESNGYRNQAYVRFFYGASDILNPVRCSTGNISSSVLEWETGEKDERKEVIYNTIMCGGDDKPPKWSIIVSNKLLADLVIPGQPVDPKDYIEVTFPTDARGFHNHLRIRYKGGHVRRQVNKIVLHTYHETTEISIDDTNELTKAGHLWMIKPEPRGIYAAHIRLTTGLGAYYIDKLPYDPHFSPAAELVLVGSTEADGADNIAKCTYEGEDEQQDTMISLSHNRGDSSMEYKRSEVIEKGAHYWKIEPVPRGIIQCKMVAPQGLKTTVEDMEKRLSPKTEVSLKTKICTVTRRPRSMGTENEAFVRFEYETAEALGRMTFEMQKLRDRNCKKWTSEVSKRYEVWYGLVEKGGDCEPAQWRIAILNNTVNVTDIEGPQSPKEFPDKCTVPDSVPGAESEGIDNVAVIRFQYEADPTLGPLTFMTSSIKTEYRSWTESSVLKYEVFYGTIASGGDDKPRSWALAVSSKTVDMIEPTTSSPEPPCLPTKAMLPEESKLSASVGFSNEATVKFHYETGERLGKVVLHTDTVRSDVTYWANRTAERREVIYGLIESGGDETPAKWCVKVSNAQIDEFVMPGEPANPRGIVKVKIQAKKKGVRNELLLDYMGSDSREAGKIVLESADETSAIMAKTSVAGSDKLWKCTPHPKGKIPVSLRVVGGHRVVYVDKYKLELDYDPSELMETVTVTGPVEAPEGSGGANCAMVRFKFEEGQPMKTLTYECILSPTTNCKIWAMTGVKQMEILYGDVRADGEDDPPSWALSVSSKTTDTIRPNQPCGPPDIPDTAVAPKSCLSPKSQGRANIATIRHEYELGEILETSRYRTMTVPNKNARVWRDSRVEKREIIYGSIDLGGDEEPPEWAVTMGDRSVDFVVPRGPPGPVNKLSKCTVIESQLFDGTGYRNVAAARFVYEDGEILNVFKFTPRSVSDSVPVWGPRHADRQEVVYGSIPAGGDRAPPDWSCTVCTADIEDLRFPGSPEDPKSLVVVKIVETIVGVANKVELSYDGTDNITTDSMTLKSFKGTSKIKVRDTVKLKNEHFYWSCVPPPRGIIPLDLELTKGALVNVVKQPISSFDVMPMVRQEQVTIATVLEKPESAGRSNVAKIRFLYQEKENLKEITYEFDTLKLTAVKMWKDTGFKCAEIVYGTLRSGGDHEPKEWGLSVTSKTVDIVELKNPPLPVECVLIVDPTESPEGIGYINEPLVRFYYLMGEMLGDIKYSTKSCKATVTKYARMSAERREIIFNNVPAGGDVAPAEWSITASDKTLEKIKLPGTPGPTDYVKVLINVEQKGASNEAVLTYKGADYRHVKDIILTTSSSNVEIFGRTHLDVGPKSWTIAPTPRGTVHVFMRLSGGARLCITKKLDDHLEFDPPEIREVPETEACPESFDGTGNINIGAVRFCYKKGASLGTVVHETTRLTKEHAKSWEEAGAEQMELIYGMVDSGGDEVPRSWALSISDAHTDTIRPISPPAPTCTPVRCVVYLSVESAESEGAKNIATVRFQYINGETLGSVKLTSDLHAGDRNVKVWRASKRERREVLYHILPSGGDSEPKLWEITAFDKGSALIEPAGPPTPVTFTNRAIMPGSQLHVGPGYKNVGRVRFLYETNKFLGSINCTLEKCEANMIVWNLRNTDRREVIYHSIDDGGDEVPPKWSLTCSEETIKSIEISGECVGPTDLVKVNVEATKTGSVNRVTLIYKGTDDRDCFKIIAMAKTSTYQLHYKECLELDRNGKSWSAKPDPRGGVAADLVLDSGARVMVTESMLKSDLQAKPPEFDTKCQVSGTSESPLSFVQNTNKAIVRFEYPEGEGLATVTYFQDTVNTYNCKLWRGEGTLTYPKREIIYGVIPSGGDNLPASWKLSVTTRTVNTVEPKSPPDVPNQAVAGKSAESAKSLGASNMAYVRFQYELGEVLAEVKHYCEFCPIKNERVWLINNREKKEIWYGTVKSGGDHYPEEWKLTMTNATVNFVSPKTPPGPPTFPHEAVITESETSKSVGFRNEASIRFTYQMYKTLHSVHLTTRKVSSNILQWATSGSERKEVIYNTIMCGGDDKPPKWSIIVSNKLLADLVIPGQPVDPKDYIEVTFPTDARGFHNHLRIRYKGGHVRRQVNKIVLHTYHETTEISIDDTNELTKAGHLWMIKPEPRGIYAAHIRLTTGLGAYYIDKLPYDPHFSPAAELVLVGSTEADGADNIAKCTYEGEDEQQDTMISLSHNRGDSSMEYKRSEVIEKGAHYWKIEPVPRGIIQCKMVAPQGLKTTVEDMEKRLSPKTEVSLKTKICTVTRRPRSMGTENEAFVRFEYETAEALGRMTFEMQKLRDRNCKKWTSEVSKRYEVW

	TRINITY_DN57211_c0_g5::TRINITY_DN57211_c0_g5_i5::g.21089::m.21089
	gi|542186679|ref|XP_005469859.1|
	 PREDICTED: sorbin and SH3 domain-containing protein 2 isoform X12 [Oreochromis niloticus]
	18
	MNTGSDSHSSDLDSWRSRSATDGLKNGDASNSSLAAKGFRSVRPNLQDKKSPTQGQVLSHAMNGSTSHPQRPLSPPSYPPPPASLHTGLPRQSRSSEGSECVTRESVVSGHTSVCSTVPIARFSEEEKKVSVIKAPHYEGIGPVDESGIPIAIRTTVDRPKDWYKTMFKQIHKVHKADDDYSDTYNATYAVINNDDYSLSSTATMAHPPPRTHTYRPLSKSPSDNGGHLGPREPSPSPVPPPPPPMPSLLQLRARDSDRDKDSPDMNEWGPPDRKVDTRKYRAEPKSIFEYEPGKSSILEHERPTYDDIDLENEPWYKFFSELEFGRPPPKKRLDYNPDISARQRIETSLHIAPADKAPERPASAASDYRKRRKSEPSSSQVNAQSQSRSVISPKPVDAYRPSSSLKKPVIRSSPSSPSRAKDQDVSRSYSTMDGRHTPQSRRPTPDREKQPARAIYDFKAQTAKELTFKKGDAVNIIRQIDNNWYEGEHRGRVGIFPISYVEKMPSTEKQQPIRPPPPAHVREIGEGVARYNFNADTNVELSLRKGEKVIVIRQVDQNWYEGKIPDTTKQGIFPVSYVDIVKRSPSKSSAHHIDPHGHPGIRTPSSTPVKPFYHLPPPSTTRDLPSSPHPPLRRLDLLAVTDEWLSLTMVPSASTPPHSIAATPLPPTPPPLPPDLTFLQRAQERRTPSPSPAPSPAPTQRGLALLPQTFSRTPPLKEGRLGVGHAPPALPLSFPPSPVPSPPPPATHFSLTSSPCDSSLRDNSSWEFIETPQKLRNAKPEFFSCTAPEPIKSPTQTPQSHRSTAPVNKSHKPPDIELQVKDPYDDLLTMILDGSTSAENVDFSRWSPIDSPPAPLTHETQSSLKLKAEEPNQTEWETQVPTPAGQPAGDVRLEVQFHKPMTMEPLSITWGEQPETLNDDEAVEFEMPLSVEGKGFTELFIEEEDDDLEEKEEDIRVLSDRLSPQADVSPSALTWLSHPGLSSPSLPPPLTSTPPPPASSLSSPSSVPPPPPPPPPPP

	TRINITY_DN55782_c1_g2::TRINITY_DN55782_c1_g2_i2::g.20017::m.20017
	gi|657573930|ref|XP_008290650.1|
	 PREDICTED: LOW QUALITY PROTEIN: protein FAM184B [Stegastes partitus]
	15.3
	RERDQFEKDRNTLRREREEEKEGLHKEVEEIKERLRREKEEELERQRKELEVERVRVRSQLDKNIEQVEAERANVQQKLEEEKKRLVEKAEEDRKRLKEQVRKAIEEVMRRHAAELHSVQEALSSEKKTNQEVCTRLEEERRAGEELRNELEKEREELRTKLKDATNEICRLESAIQQQEKKDKAAPEAAASCGPHCSRLEEELHQTRSRLARVQEDAEKQWDRQQREIASLRADKHRLEEKVLEQSRLNTERSLLEQSQRHTEDRIRAECEDRLRAEFRIEMNAAVAESEQRWQNREQEMQTQMSELQGQLDEVEEKKACQGDDCHGNPEIDRLRKEVQETKEINKKLRDLLQEPQSQSLAEERHSHTMALQTLEKKAKEDVLSERNRLLTMHHLELDKQRAELTQQHTEWSRQMTQRHMQQIEDLQAQLQAHTQMMALQQDLKQQNQNQVFERQLDESRCAMLELQRENATLKKQLKEKSIQKNVETEEKEEETVELRKKRDAQLEEEAQRLKEEVEKLRVEMEKLEESQKHWEERKEEDVKEEEEDEEKKKEREEDKRREEVEKIRREHKKEMQSLVSEYSSAQTHLQARIVALENELREREERCRRREPRCDDLQLGRLQERLSERDQLIKRLVEERHQLQLHPPVAGDSSTLRLRDSKSRPGSVTPTMRRKRVESPPRVTSIPSAGTYDRSIFLPQSSSSSSSSPS

	RRRRRTRINITY_DN57594_c0_g1::TRINITY_DN57594_c0_g1_i1::g.88869::m.88869
	NA
	NA
	16.2
	SATDDPRKLVASYKMPAGDAKLQVEVLTFISIVQEVPAMEADEPIWVLTLESKKGVKRHHFSNLGAVSKCYIRKQVGYRLVLVDFSQDLVGMVMAESDLPGCEKVFVGFFLESSLEQVRKSVTKKDNCHSAQKQVQKTSLGLHPGCKLSSALLRHVIIDAYRRIPSTFHTYFPVNLAYHKFLAEDTVEGTCFYLAMQMPRSCMHTLVEKRASSYEDDGITTNLSKHLAGASSLDINIGLQDCLEQLEDVMKTKPPPHRRLLALQPFKRYIHNATAINALLMFEEVLKNSDRYQYIYCGQPMMTEKDLTFSLKLQDLRLAGGSFRQARLNKAISHLNLVAQHIEDIPHVPDVPPLEEASFMKEPAKIMSQAHDYSLKVCSRIVSRGFWESLIKGEPTIKWIVSFTLRDTLPNLSCLEECLLRPLMPIVKQVMYVSTARQSAVADLTNNEEVFYSVDAIHVGVEFNGDPLQKCSLADDLDRATAPDITFICENRLDKRQSMEEPPITWPLNKPLCDLVEDSFESFDVDYETLIGETEPEIEGAQGLTKALRGEAFNNDAPWDTIRCIFLTSAYDGPRSTFDEPCDSLPVNIRPVRHDVPSFMAFPKDPLFKLFGTAARSHKREVIYVVKATKQLIEGNPRPAPPDELQGGQETCHDEVIVDPKAAHEAKKQMKQVMHEKQAESESAGECDTDPRVVKWQEQPLVQVVVVDGNLARNRSVIGDLFIDWTDDPSPIFAEHYKKPNIRLQGQILEGRKLGHSVEESTMYPEFVQKRPGRGGKNKRKDAPSNTTSARPQQMKKDKGHPSMPRSLQTDVKTGERSKEEEPHKPLNKKKSKATKDQDQGSAGAKKPSQPRGVLMDAGKSDKNKKQQKQSKNMENPTLGALEEGSEVDGDHSTATDRRQGRRQRDPMGQKRECDQLTNRSSLKEMYLSLSTEEAKNRLSSPSFDSSDSFDNPVQDRKRQPINLRDSQAKLLTSPGNGERQCSLDKAYQELYLSFKSSRHQSLLRAYADKQPPTSSQNQSRKPERSQNAKKSQRPSDMHCGKCSAAESIGTSTTYSLQRESSFALRSVAANVEET

	TRINITY_DN53444_c0_g1::TRINITY_DN53444_c0_g1_i3::g.106400::m.106400
	gi|734642277|ref|XP_010750064.1|
	 PREDICTED: lysine-specific demethylase 4C-like isoform X4 [Larimichthys crocea]
	7.7
	MAGAEVFTPANPTCKIMTFRPTMEEFRDFNQYLVYMESQGAHRAGLAKVIPPKGWKPRRTYDDIDDLMIDAPIQQMVAGQSGLFTQYNIQKKPLSVQEFRRLANSDMYCTPRYLNYEDLERKYWKNLTFVSPIYGADVSGSLYDEDIEEWNIGHLNSVLDVIEEDCGVSIQGVNTPYLYFGMWKTTFSWHTEDMDLYSINYLHFGEPKSWYAIPPEHGKRLERLATGFFPNSFKGCEAFLRHKMTLISPSILKKYGIPFDKITQEAGEFMITFPYGYHAGFNHGFNCAESTNFATLRWIDYGKVATQCTCSKDMVKISMEPFVKRFQPDRYPNWMVGKDSTPIDHTHPTPSTTPELQSWLQGRHKTKPTNKGSSHSRMRSKRLRTTEEPVGLDGSSTLSSSKRKGLGGPSGPKVRRSVTGTTCREEKEKKKEVEPKHNLNENSLQLPDPCRQMCVVKVNRVESNSLGFSNKRPSHSSSCSPSPSPASPVKNDVKAETVAHDDPQHLSGSGATSRTPEGQHPEATQMHPGINQSRCCSPDPQDLSTSQDCSGLSGVTHLEANKPNPSSHTTSTSAETEMNLCPPDCEAQTSSSSCREDTLSLTPNTDISMDTGTENYTNDTAKAEKMDTLADRKHITPHSTTEALYDLKAEPVEGDRRTSCGSFSPSGHTCSLEKSSTEENLFPPLLQRNAADMPQLTPEPADKVGICPLPPVLTQEMPSLTPADDVLTDEPKSRLRSHHVAPVLQRETPTGSVSAGGAKRGEGENELMTSKESPTVEHANNWHFDSPYNCKGAAASSLEGNTAHLAANAMHKITSGGAHKMLIMPDIAVQKGHTKLENLTPGQSSATSGQLVQSGAPLTQQQSNSVELASTDDSKESKERDSTFSVSSAGSILTGASDNNPPAPSPPLCTQSDSHSALQLNHHTTFSPSHCSSQNPYMEPKSFSSSIWKNFSSQSPAVLIQSLHPELPSDFTHDPLPYTMWTEPQCKEVTDLEDPDQVLRESENQEEEGGPLTWAQLEPTSLVSVGAVEPLGLCGDYGLHRGEEEGAEGLSLCRELGRQREAGESLHSDAAVSPLGTREREQDGVSDMEIGGSDGEEAEQQSSVKGESSSDSSDEEEEEEEEENDTSNYECDESGLEPGEVCAYPALSVKRTTKSWRHPLRKPTARAVPTAVKQQATSDDEPPEASLAEEEEQEMEVWAKPLVYLWQNRKSCFTAEREYNAQAATMQPCCAVCTLFMPYYQPEDKAEDNRPATAKDTSKSSSPTEGPTRPCGGLRRTKPLIPEICFSFREQNCPPTPTNPLLQEDGTSPLLYCQGCCLQVHASCYGVAADDVSEQWSCDRCTEGSFTAECCLCNLRGGALKKTQNDKWAHVMCAIALPEARFSDEAKRSPIDTSRIPMQRYKLKCIYCRKRCSGKRQAGACIQCSCGRCPTSFHVTCAHAAGVIMEPDDWPYVVSITCHRHQSRSSSAKQRACQASISLGQTVISKHKNLRYYSSKVTQITSQVFYEVMFDDGSFSNDTYPEDIVSRDCANLGPPEVGEAVQVKWPDGLFYGAKYLGSNVSYMYQVEFEDGSQVLAKREDVYTLDEDLPKKSTASSMRFQDAFFTTQGERKRQRTPNSRFQKDYVALPGLRTTAKSTWEQRSHKGK

	RRRRRTRINITY_DN39870_c0_g2::TRINITY_DN39870_c0_g2_i1::g.104826::m.104826
	NA
	NA
	31.4
	RALQLRPAPLSAHQLQKRAHKTYGTENKFNNVAQRLFKNAILNDPSVDSQKCTYCIHEESDLLATRICDDCYSNGCCPIVVADTMLDNCIPCLLEDPIPDTDDESSSQDHPVFPPREKKGQAYAEADIAPIAYEGTSTLMAGKTGPEAKVMFSQPIGKSIRVPKPGEVSKDQVMLMPCQRIYHGAKGCRFCTYHAPPPGVAKKSYHIPDYEHNSQSMMAKIKDEESANADVLNATKALQALSMSPSSDTPRSSGVVATDSRDVIFTRGAPKVGGLPTRRVIVSSHKPIHAEDDTYEERTQANTIQLDCDTAKLRERAMIQRKLEN

	TRINITY_DN112195_c0_g1::TRINITY_DN112195_c0_g1_i1::g.135113::m.135113
	gi|548418414|ref|XP_005742228.1|
	 PREDICTED: immunoglobulin superfamily member 10 [Pundamilia nyererei]
	25.3
	GEAVMVVQLEVTSMLRRPIFRNPYNERIVSRIGKTTVLNCSADGNPMPEIIWTLPNGTRFISGLDHGSRHHLGTDGSLIIYSSHKDDSGKYRCGAKNIMGYIEKLIILDIGQKPYILTRPRGIIRSVSGEPLFLHCLSDGSPRPRIYWTIPGGHTFTRPQVLGRYQLLENGTLVVQDTTLHDRGNYICRARNDAGEALLTVPVLIIAYPPRITRGPPPSVKAVTGTPIQLHCAANGVPKPEITWELPDHSVLSTAEQGRPTGSELLHPQGTLIIQRPTVSDSGTYKCLAKNHLGTDSKVTYVHVL

	TRINITY_DN43618_c0_g1::TRINITY_DN43618_c0_g1_i1::g.104607::m.104607
	NA
	NA
	22.3
	ALLDVEHRGSDGGHRLGRLSGWHVEDGAALVHGEHVGARADVDAGVLGLDVLDGQDAVEVHGPVGKLPVTPAGPHQGVGRGLALCSTDEADCRPHPDSLRFGLLNRHLNGFSLDACDNYLSAAPVGAALVSAGADVDAGVTGLDVGEVQLCSLSASVCSAGDGPSVLSGPVEIVRRRSGHLAAQGDGAALGRQDPLWINLHHQGGCSIVRTTLLPLLWVSNVSRSTTFTVLAGVAGLAGRALVASVSEALTGGRELVVGVSVGAGAGLAILRSANSRVAEEAGGALLAEFTLSVMQAARADAGLWVAGVRVAVTFTQLTVTQV

	TRINITY_DN58550_c9_g1::TRINITY_DN58550_c9_g1_i1::g.62529::m.62529
	gi|1007751297|ref|XP_015815187.1|
	 PREDICTED: protein timeless homolog [Nothobranchius furzeri]
	40.4
	EEEDGPRSPAGDPQEEDEKEEKEKEEEEKEEVSGEQRAQALRALLLARKRKQPPGSEPTAPVSDSTPSEKTHSPAERSQSRKTSAKRSRSRVLEDDDDDEEEEKEKEKEDGDSSSVMDVDGDADSDGELNTSAPVK

	TRINITY_DN54061_c0_g1::TRINITY_DN54061_c0_g1_i2::g.17164::m.17164
	gi|808865870|gb|KKF16666.1|
	 UPF0364 protein [Larimichthys crocea]
	18.1
	PSPSATMMAADQTVLGVPPSLSGKVVGSFAYLTIRDRLPTILTKVIDTIHRNKNKFFEEYGEEGIQAEKQTISLLSKMRNELQTDKPILPLTDALQDTESWNQYLQRHRGSHGDEESVSWFKSPWLYVECYMYRRVHEALWLNPPISDYDVFNEGKTQSFFESQQAVMTLCTYLGGINKGMEEMSKNQLLEHFNKLLLVSLWGNKCDLSISAGQDNSQKTSPIDSLSSLQPFILVDDSDMVWSTLISSQRPGQSEKITGGRVDIVLDNAGFELVTDLVLADFLVSSGLAREIHFHGKSIPWFVSDVTANDFQWTIRQVMAANHKWMSKSGFQWQNYVKEGVWSYHDHPFWTQPHEFCDMPADAPDLYATLQGADLVLFKGDLNYRKLTGDRDWDHTVGFDTALRGFGPAPLCSLRTLKANIQVGLQQGQGEKLSSQDPDWMTSGKYAVIQFNCRKSEQ

	TRINITY_DN88080_c0_g1::TRINITY_DN88080_c0_g1_i1::g.27057::m.27057
	gi|808858922|gb|KKF11228.1|
	 Tyrosine-protein phosphatase non-receptor type 13 [Larimichthys crocea]
	29.2
	SRQAWDRSVYQTPSSNLGLGHYGSTGHLDDTVHSTFYSPNQSMTRSDLSKRHPSSPVAADLESSPLPMVSSPTAPSPDPLPPPLPLPLNLTMAGNGQDIEEFVPEVELKVSLVKSEKGSLGFTLTKGNDHGCYIHDIVQDPAKGDGRLRPGDRMIMVNTTDVSNMGHT

	TRINITY_DN28035_c0_g1::TRINITY_DN28035_c0_g1_i1::g.5665::m.5665
	gi|583968584|ref|XP_006779751.1|
	 PREDICTED: EMILIN-1-like [Neolamprologus brichardi]
	11.6
	LRPSYSLYTGGHAHSARATSRHRNWCAFVVTKTVSCVVEDGVETYVKPDYHPCNWGSGQCSRVVVYRTYMRPRYKVAYKMVTEMEWKCCHGYSGEDCTDGPVGGAGTQIASTRPQPRPGQGGGTSHGQGGGGSASGSSGGHGGGADREKMRQLEEKIESLTKNLQDLRSTLEQESNKPGLSGGRGGGGRNPADAAQPEIKETIHSIQAKLDQLDNRTQAHDKTLVSINNHLVNGKGNDMDRGFSGGVNSLKEEILRELERRVSLSCSSCQAGVEDLRRQQEEDRERIRALEKQLNAMDVRYLQDLGGLRRDVTRLQGCCDTVDDLQYRVTDAERKISSASENIDILQNHVDDLRGGEEGGGGRRKEGGKGGGRKRRKKEGR

	TRINITY_DN25797_c0_g1::TRINITY_DN25797_c0_g1_i1::g.108128::m.108128
	gi|808877642|gb|KKF26066.1|
	 A-kinase anchor protein 13 [Larimichthys crocea]
	20.6
	PDWKEGGVRGGREEEVETTYSRQNCEAADIEETGEEKPAGEERGAKGRKKRRKKKGRRGGGAEHKLSSSSSVESQSQSETLVHREPAATGLGPQSPTEPEAQDTTKREPLESEPACREEAEEEAMHLPSQTETHNRDTHGPVCDVTASESGYAGTTDHGRTDLTEASETKESSEDLSQVLNLDSASDLSQTVFMETETTAGPQGGKETVESSSSPVQQAAGDKETKELAAAGEDAECVDLTGLLESECPEELPVRHSDPTGLAEERSPVEFP

	TRINITY_DN25047_c0_g1::TRINITY_DN25047_c0_g1_i1::g.29679::m.29679
	gi|808869080|gb|KKF19258.1|
	 Ral GTPase-activating protein subunit beta [Larimichthys crocea]
	7.8
	MSISLAALELLAGLAKVKVGVDSADRKRAVSSICGYIVYQCSRPAPLQSRDLHSMIVAAFQFLCVWLTEHPDMLDEKDCLVEVLEIVELGISGSKSRQEQEVRHKGEKEHNPASMRVKDAAEATLSCIMQVLGAFPSPSGPASTCSLLNEDTLIRYARLSATGASNFRYFVLDNSVILAMLEQPLGNEQNPSPSVTVLIRGTAGRHAWTMQLFHQPRGARANQRQVFVPEGRPMPNNDVGIKYNVKQRPFPEEVDKIPLVKADVSIPDLDDIVSKELEVQHDKLRILMHKQIEYENALERHSEEIWKSKPYPDPQTDCKPPPPSQEFQTARLFLSHFGFLSLEALKEPNNSRLPPHLIGLESSLPGFFDDISYLDLLPCRPFDTVFIFYVRAGQKSSHEILRNVESSSSVQPHFLEFLLSLGWPVDVGRHPGWTGHLDTSWSLNSCSDSNDIQQTADEATTPEDTGGSVFNGEKKVLYYADALTEIAFVVPSLTENSEESSVHSDSTVEADTNADIMPSLHKQPNLTLELFPNHSENLESAKKLSPLVKTKRSSTGKSFPALGPETKVFVVWVERFDDIENFPLTDLLAETSTGLEASMSNSTSCRSGLLEKDVPLIFIHPLKTGLFRIRLHGAVGKFGMVIPLVDGMVVSRRALGFLVRQTVINVCRRKRLESDLYNPPHVRRKQKITEIVQRYRNKQLEPEFYTSL

	RRRRRTRINITY_DN53427_c0_g1::TRINITY_DN53427_c0_g1_i3::g.106537::m.106537
	NA
	NA
	7.4
	SQQGGWQSDVPRRLLEEVHRAVDMTDDLDFDGDADLMSDSMSPYIGYTHPHNVPAPSAGHDMYTPNGSAPDPNATAFEPVVQKIQPKVYGDVAKSLPPTYYKSFVEDKPRDPYLFLLHNLDSIRDALSRISFDKTTYPMLNWVMREGAKNPNEAVWAITIGGIESDSFRLLFTGNPKSMLMDQAQQKNVFGLIAGDNWHPKLHKKTLEMVGDFWQWFTFNRGPLSERNFQSWTMTMNRYDDPNNSSISFAKQALFVLNEESLGRNSQVEAKYKMNIADCLQPWLVKDPVLFPVRGPEAFANDWLVTATANNDQSGHVIVVVPLSLTKVQFVLENGGVSFQSEFLITFKEETVSEAGRRDSRKIRKLSMNRFHASLTGTTQHYEMVCNNNLIEGSSDNRTNENKLLAKAQQESIITAKVQPPNMHVNLKGGVLLRVTAAFKTQTKLVQPPQKEIIFTSTVLASIIDTITSNLENLLEEIPGPIPLQQRLHEARRIQQRNQWITEALKECWSQLIDLGGEPPGGNGALQQRRKWQILEDDLIITQQKRLLQLTKQHKEALDLRYKQLTNAERTLWAEVTARKSLLAPERLQRDAPPLTALSTLQAQIRLSEQYQIIFYEQNHQLKRLDNETDQTMLRLEEFAQNIQQYKQSMSDLMGGVPSSSNTAERVLRQETYLIHKICRVLELPCRDYTSKLQNAYHGLKIKLLFGDEGVQHEAKNQLEQILSDLLRKAKFEEQPNELDIVDWLQGEIWQSLYHRVEIPFHQGYLSQMQHLADGQLQQAQIWVAM

	RRRRRTRINITY_DN50106_c0_g1::TRINITY_DN50106_c0_g1_i2::g.72987::m.72987
	NA
	NA
	33.5
	LGCLPGLWMPPPPFETMHPALPAPKMPMRGPGCPFFLLLPPPPAFTPPTPPPALSNFSMFAFLLFFGAPPSPGPTAAPTPPPPLPPPVPPPFAFPTLAAPPSGSLETVMDGTSERSDGCEYVPSTDPVTDVVAFEGGRSLLGVVLCISGGTLWMSPWCCLQTPM

	TRINITY_DN52923_c0_g1::TRINITY_DN52923_c0_g1_i2::g.15490::m.15490
	gi|499024963|ref|XP_004563236.1|
	 PREDICTED: translation factor GUF1, mitochondrial isoform X1 [Maylandia zebra]
	8.2
	MSAALVLSPLLRRGLHFKMYRKKILNYSWTCTVLRHRWMKGLPVFSSGFRMVSSSTQTDKQATMDLSKFPADKIRNFCIIAHIDHGKSTLADRLLEMTGAIAKTEKNKQVLDKLQVERERGITVKAQTASLFYSHQGEQYLLNLIDTPGHVDFSYEVSRSISACQGVLLIVDANQGIQAQTVANFYLAFEAQLTIIPVINKIDLKNADPERVESQIEKVFDLPREECIRISAKQGTNVEMVLQAVVDRIPPPVASIEDPFKALVFDSNFDHYRGVVANIAVFGGRVRKGDKIVSAHLGKTYEVNELGLLRPDEHPTQKLFAGQVGYIIAGMKDVKEAQIGDTLYHQEQPVKALPGFKPAKAMVFAGMYPMDQSEYPGLRSAIERLTLNDSSVTVQRDSSLALGAGWRLGFLGLLHMEVFNQRLEQEYNASVIVTAPTVPYKAVLSSAKLIKEHGSEEITIVNPAQFPERSVVSQYLEPMVLGTILAPDTYTGKIMTLCLNRRAVQKNMVYIDDQRVMMKYIFPLNEIVVDFYDLLKSMSSGYASFDYENAGYQAADLIKMDILLNGRPVEELTTIVHRDRAYTSGKAMCERLKDSIPRQMFEIAVQAAIGSKVIARETIKAYRKNVLAKCYGGDITRKMKLLKRQAEGKKKMRRIGNIDVPKDAFISVLKRKDK

	TRINITY_DN20852_c0_g1::TRINITY_DN20852_c0_g1_i1::g.28843::m.28843
	gi|734596266|ref|XP_010736015.1|
	 PREDICTED: general transcription factor II-I repeat domain-containing protein 1 [Larimichthys crocea]
	10.4
	FKRPCTYGVPKLKRILDERHGIRFIVKRMFDERIFTAAGKIAREEGKHDLGSTPEDSFPDNLSLPPTAAELVSNPHSSRSTSACVSPLADCEAGPSGDCIPLKRIKTEPPDGEIIQVTVPAEALSPSPASQSIRRSSEAGSLVEDIGEMILQLRRQVESLFSIKYADALGLPEPAKVPYSKFQMYPEDLYVTGLPEGISLRRPNCFGAAKLRKILTASSQIKFFIKRPELLTEQVKQEMPSIPVCDSEPDTKDAAPATEDTAAVSKRPGFSECLESKLSRIDLANTLREQVQDLFNRKYGEALGIKYPVQVPYKRIKNNPDSVIIEGLPPGIPFRKPCTFGSQNLERILAVADKISFTITRPFQGLIPKPAPRRVTLLKKAYASISDDDDINRMGEKVVLREQVKELFNKKYGEALGLDRSVMVPYKLIRGSPESVEVSGLPDDIPFRNPNTYDIVCLEKILQAMDKIKFNIKSQLQPFAEICSQPCNTVGTDASTNRRKRKRVQESNRAPASSDLGISTNQIPVMQWPMYMVDYSGVNVQVPGKVNY

	TRINITY_DN16805_c0_g1::TRINITY_DN16805_c0_g1_i1::g.2913::m.2913
	gi|657531755|ref|XP_008302457.1|
	 PREDICTED: centromere protein F-like isoform X2 [Stegastes partitus]
	10.9
	GKESALLSQTEELQKCKQELDALRAKTEVKEREERSAETTALQPNEEKHCMTVAVCDSADQPKTVTPEAETQTPVSSEEDSELFGRPGSVDSDKTESNHDSACVLLEETECGQDGAAAAAADVVAELLALKQENQQLKQKIAGFTVGSSSLASQTVSGNQEDPFKQSQNAGSAVLPCLTEQRPTSEQSDITAEGHESRLQKERRRRDDEGEGGDLKREDKRTAGAEEELDEISQLHVSHLEEQVVALQTKVRLLSEKTQQQAEELLLWRLASQPPPTSDRSPPDRDDQDQSSAVRHTQVVQESSGNITVIREDELLLSTSSNKLQGRMLFSSLQHSNLPEPKSFHLSKKTAALQEHNQDAAKIDKESEKENQEINVSQRSEVTCPAHHRDKRDTELSQISSEKTSQQQQQQQHVTKDLQKVSAPNKTKTTECRPGNPEAKPNASRSTNEINTTNDSSDRPARTEMKSVCSQTEETFCSR

	TRINITY_DN7223_c0_g1::TRINITY_DN7223_c0_g1_i1::g.96790::m.96790
	gi|657566147|ref|XP_008286402.1|
	 PREDICTED: lysine--tRNA ligase isoform X1 [Stegastes partitus]
	12.9
	EVFIIGKNFLKDTKVIFQENVSDEKSWKAEAEIDMELFHQNHLIVKVPPYQNQAITSAVCVGIYVVTNAGRSHDVQPFTYTPTDPVKQDVPVKKEMPSPVKTCTFDEQIKVLDGALMPSMLPLVKREDVTPMEVTSNLQSAGVFKTADLCPAQQNPDMSAGHLNKSRPFSNNLSQPAGDPDKSQTPVFTNPEPLSTIQKQDIAATGSFSVPADSLLQQGSQQFLLESREGLRQERPGSGSGAVGRLCGEPPPQQQQ

	TRINITY_DN52558_c0_g1::TRINITY_DN52558_c0_g1_i1::g.58874::m.58874
	gi|1012506563|gb|JAQ20959.1|
	 hypothetical protein [Fundulus heteroclitus]
	25.4
	AQLAVAVLTADIPHHVSSRQHDSVLDLAVLQIHHLVEQESSARGPGEARGDELSSVGQDGVTVGAGEEASPTDVIQEDTPHFTDHQVKTTKRLLRSKIFTKKHRRFSPKCFYPSFGLNCRNN

	TRINITY_DN48857_c0_g1::TRINITY_DN48857_c0_g1_i1::g.72616::m.72616
	NA
	NA
	39.5
	MITTRMIIPALSSSLLPSFCLGLVVAALVVLAVFVVEVWLSGGLRGVGVVKSVVGLLVVVPPPFSLVVLGDMLMLVVLILLVERELLVLGLALVVILEGIWSLEILSPLPPVTSDTSEY

	TRINITY_DN130679_c0_g1::TRINITY_DN130679_c0_g1_i1::g.132129::m.132129
	gi|657565866|ref|XP_008286253.1|
	 PREDICTED: teneurin-3-like [Stegastes partitus]
	22.3
	LKTLTAQGQELVLFSYHGNSGLLATKSIQIGWTTFYDYDSEGRLTNVTFPTGVVTNLHGDMSSGAVAVDIETSGRDEDVSITTNLSSVDSFYTLVQDQLRNSYQVGNDHSLR

	TRINITY_DN119168_c0_g1::TRINITY_DN119168_c0_g1_i1::g.135215::m.135215
	gi|657557352|ref|XP_008282872.1|
	 PREDICTED: tubulin--tyrosine ligase [Stegastes partitus]
	10.4
	GIIMTAPMYTFVTRDDNSTVYAEVSKILVSTGKWKRLKRDNPRFNLMLGERNRLPFGRLGHEPGLVQLVNYYRGADKLCRKASLVKLIKTSPELSDSSNWFPESYIIYPTNLNTPVAPATNGISHLKNNPKTDEREVFLASYHSKKESGEGTVWIAKSSAGAKGAGILISHDANQLLEYIDNQGQVHVIQKYLEKPLLLEPGHRKFDIRSWVLVDHQYNIYLYREGVLRTSSEPYNSSDLQDMTSHLTNHCIQKEHSQNYGRYEEGNEMFFDEFRLYLLNTHNVTLETTILPQIKQIIKSCLSCIEPAISTKHLSYQSFQLFGFDFMVDESFKVWLIEINGAPACAQKLYSELCQGIVEVAISSVFTLNSSSDSSSASSSPYSSSPSSTFSTNSCSSPKLRGPLHVGPFTRL

	TRINITY_DN112730_c0_g1::TRINITY_DN112730_c0_g1_i1::g.133060::m.133060
	gi|548371092|ref|XP_005732622.1|
	 PREDICTED: sentrin-specific protease 1-like [Pundamilia nyererei]
	14.4
	SSRPGIQAWSLDTDLSSNRAATLTSAPSPSALQDNSSQDTQSSAHDGDSVIIVNEKKGKKKDSSRVPCFQAELWIKELTSMYDSRARERRRQIEEQEALTAQLLRQRLSEEGQRSPDVEVHVRVPLEKEVPLTPVIEEPKPVEEKPEFPELTEEMEADVNRVLRGGSPHEVLSEGFGLSLTRKDLHTLSNLNWLNDEVSAYY

	RRRRRTRINITY_DN86082_c0_g1::TRINITY_DN86082_c0_g1_i1::g.49114::m.49114
	NA
	NA
	11.1
	KILTGDNCHWVIGEVRGDPSEQFWSCLQQFDVPPPNRIQVSGHSVLCHVPQKKSGLGYPNANVNTGILELTQEMLEALPVAAIELEDEGGDPRLVLAKGVEYDVVSSHWCYQKNDKEVPVWGPIHGHEDPLPRGNDHKVRHAPIWTEPVTKFDEEVNWQFGKCSRHTHQHKKFRKEAQKNPKRDLRAWL

	RRRRRTRINITY_DN4314_c0_g2::TRINITY_DN4314_c0_g2_i1::g.743::m.743
	NA
	NA
	15.3
	GVGAIVVVIVVVRVCVPFADTASARRDIVSSSVGISWDISADGITVINIIISSSYVSPPLINGHLPSLSLLPLFLYLPHLHPLLLLLPPLLPHPPLLLLLSFPPPPLLHLEYVRLLLLYLINPRTTEGVGGERVRRRRADGEVGGGGEEE

	TRINITY_DN98793_c0_g1::TRINITY_DN98793_c0_g1_i1::g.27658::m.27658
	NA
	NA
	24.3
	MLRQLGYPISCHPDISPCVSADSLSPHDSPGWALWHPTLWHLGCQRQPEDHQNLGFSCHPWLRSLINHLIRLCLTALLNYSCVGLQWALSARLLGLAIAGFHS

	TRINITY_DN25823_c0_g1::TRINITY_DN25823_c0_g1_i1::g.67745::m.67745
	gi|736207514|ref|XP_010776255.1|
	 PREDICTED: cyclin-dependent kinase-like 2, partial [Notothenia coriiceps]
	30.2
	ATFWGGSSSSINTTMERYESLGLVGEGSYGTVLKCRHRDSGRLVAIKKFMDSDDDKTVKKIAQREIKLLRQLRHGNLVNLLAVWKRRRRWYLVFEFVERTLLDDLE

	TRINITY_DN136544_c0_g1::TRINITY_DN136544_c0_g1_i1::g.141709::m.141709
	NA
	NA
	10.9
	DDRERREECVLVCVEPAESVLLAPISTTRPGHTHTHTHTHTLIHTLIHTYTQIFKLFNERCALDLSHQTDRQTKKLKKNKPQKWTNQKQVQTSQVLLVVFGFFLFFSFLFFSFLFFSFL

	RRRRRTRINITY_DN58624_c13_g1::TRINITY_DN58624_c13_g1_i1::g.62017::m.62017
	NA
	NA
	24.3
	RSVMFRSFLFRCCSIESRVSCIPSVPLLMWSSSFDLFCTSVSFVSIWVARSSASPVRSCSSDLIRRTWSSSLWILPSTSLFSASFSSSISCILLFLWLTISEM

	RRRRRTRINITY_DN56930_c0_g2::TRINITY_DN56930_c0_g2_i1::g.105562::m.105562
	NA
	NA
	21.4
	DVNVACRSLFSLPFSSPISVTPSFMYFILCRTLYLHTLSSFSLIFSLQCITFVSIHYLIYFIVNLLIPFCFFSVLSLRSPILLPKKRCQFILASLSIVDHGELSLHVSLSHCTPVSPNLSNFILNM

	TRINITY_DN15796_c0_g1::TRINITY_DN15796_c0_g1_i1::g.30168::m.30168
	NA
	NA
	14.7
	PPASDQPVLPPRRDRGSGRGEREPGLPAAHLRGQGLPAAEGPPRRAVLLQGQAAQVHRDSRSDSDGRRGGRQSGAAQRGGLRPRDEPVEEHGLPALRREQTRAGGVGLHPVFSRRGVSRRLGQQGDVAL

	RRRRRTRINITY_DN49553_c0_g2::TRINITY_DN49553_c0_g2_i2::g.101002::m.101002
	NA
	NA
	15.4
	SVRRASRSSANLAPSATRTGCRTRTSWTRTEQCSWRTAARAGTAMKGPAVSAVCLRAMMERVSRSVPWPSTASPAASVTRTGTATRITCSRQILALPADASQVPTPVSSRLASPACM

	RRRRRTRINITY_DN43735_c0_g2::TRINITY_DN43735_c0_g2_i1::g.107229::m.107229
	NA
	NA
	12.3
	KYTCFFIFIVIARSDRMVCSSILFSGSFGISRSFVQGRRSLTKVVLLPRCWLGSSNARPLTGELSSCIYVHISAVRFSSVLRTFSTYGSALFFPVCKLKAMTKGSGLPFVYLNFSMPLVTDPRFPASSEM

	RRRRRTRINITY_DN105124_c0_g1::TRINITY_DN105124_c0_g1_i1::g.133609::m.133609
	NA
	NA
	12.9
	PGTIPPGHIATMAPAFTRYLSHNFVPSRINAMVADLLPQCLYQQKTAVPPPPPTPVAMDNKLKELAIECKQLTRLPCRTNPDTLINLLSKMKSLDKKRDENKDIKNIMRRLPEIYKSLQKLKEMYQQDELSTAGAPSMVSSPNGSSL

	TRINITY_DN6278_c0_g2::TRINITY_DN6278_c0_g2_i1::g.53135::m.53135
	gi|657583996|ref|XP_008296132.1|
	 PREDICTED: GTPase IMAP family member 8-like [Stegastes partitus]
	9.1
	MVMVTKEMAPEVGGGSNGADNVFKNTCIKLTGPSAEKLGEAFYGPGIVVLQEIKGVEKGAAYAEDPENSKEKEKELIINRIVRGALMQPPPGCGGEQVTEREGAMAEVKPAPVPPTRIIAG

	TRINITY_DN10297_c0_g1::TRINITY_DN10297_c0_g1_i1::g.28240::m.28240
	NA
	NA
	7.9
	VGHLKSINKLVSSERGDERCRRCSSNKRAWTSQPRVIPVSRQSVPSRGPFRPVLISCFIHAVAGAQRGLSSEWRAKLSHQQLAGTTGTTRLTHRVRAWWWSRTVPAWSPSLIMAVLLASRRAPSPG

	RRRRRTRINITY_DN57974_c2_g3::TRINITY_DN57974_c2_g3_i1::g.44135::m.44135
	NA
	NA
	59
	VSRISIHVIATDSGLENSLKLTYTGADEEKVGTIILTTLDETTEIHFRGGATVEITRGGRSWEIHKADGSFACAVTLVKGPEISIDEPLAEIRPASGIARFSSGEMHSAMETLSSSSMAYSESAMSSMSSMSMTEFKMEAAMSSFSSSEMMSSMMAQQSSSSFSSAEEMTHVEKKMMMSSSMASSAEKHSMMMSGKVALQQERYATVKMRISQFVQGTFSFSSKSVGGESTMECTYEGQDSDALDHILLSCSGESYHMEFHSSQSLRRGNVFWVVERVSSECVCSMRVSGEHAEATVQSLVKPPKPIPSKVTPPSVVRKPSMIPPPSKMRPPSKLGEPEPSKLARPSKIGSPEPSKIGRPTKIGVPEPSKLGRPTKLGAPEPSKLGRPSKVGEPEPSKVRDPSKIPPPSKLRPEPSKFGRPSKIGEPEPSKVGPAPSKLGPAPSTPEPSKVSRPSKIGEPEPSKISPTPSKVSPVPSTVSPEPSKVSPTPSKISPEPSKISPEPSKVSPVPSTISPTPSTVSPEPSKVSPTPSKVSPEPSKVAKVEEKPAARRITLTFHAEQRGASNEVIVTYSGEHSSTVSSIELSSKYQTTTVQVHHSSVLTRSEHVWTVTPAPEGDIDCSFRATEGESVTVSQPKTLIRASLSPKVKHVSVEEAVAAASSKVKTESTAHKGTLSFKDSSYSSGSSLYETSAYKVSSDYREASSYRESSAAYRERTVVERTETLKSKTEEVEFHTQSAYGAKFHTTHYHDIRTVEPVHAKPVDEDRRRSSFTTYGGGSVDLTAYDSAEGKSNSCVCRYTGSDEEQCELITISLVGSLNSFIYKESSESIVTGNHFWQIEAEPKTQINLTFKTDQGLPIRHSRMRVTVRPAHDLSFPTQSVVQYKREAKLSAKRAEYRSMIDFRASREFRSSSRSSREVSRIPSPSRPRTREPTPSRREVIEGEVEVEVSPRARSPRILESVPRMLEIYTPSLSRRRRMFQSVTRKKKTASVEVAEHRVEHRREEHEVARREIRVPSIAPSASFGLELEDELMMKEASARRRSLYDDVPVLLEEDSLDGLSRRRSRFSVESEPSPSRRAPRVTELDDLSLKPIRWRPRYQDTIRPLPMVYFQEWRSLRIRRQRKQVIREMREPIEYQDRLKKYWKMDSLPVFQKITKDEDLVTPDHHLPEPIEYPMFIRREEELKKTESKHVTIDFEGEVNKTSVAPKYMEAAFKIAEQATPNLPVLEETAAIHEAMKNTKEIQKQIHRYKEEETKYERRTYTLRDVKLTAQCSVSGTSNTATVKYVGSDELLTERIHLVHYDVDEQIVVVKPGFQLPQGDKQWKLTPAPIGSVRLEFRVSHGETCDVNALLRKFMPRMTEESVPHPTVTLRAQCSDEGFKNHAMVTYEADDSMDLNHIMLQYLGKDSTFTYKSDDDGPKIREGNKLWAVQPEPHVTITVGFRVDEGIYAARNYLPLTFEPPRQLIKTKDVRRRLKKISRSIYHQRISRVTEVFLEGYASDEGDDSVVKCRYVGDDSEEIDKVYISAFGNSYTIEYKPSPHLQRNGFYWSVQTSKDYNSISCTFRVHGGEEASGHMVPGARLGQYETGIKVKGVALGRQNKFAGGYAIRASSVITDIRKALYQYYRRHRLTRIAKNSVLEIKMRLWPHELAEHATMRLKRDKVLLRDVFDMAELSIDKFAESDFIYECSSINEIMKTISEAAFPNLGSLLVYAMVGVSWMDTATTVLDHRHVEPACYEPATFLMRINEGPVLLRAQGMEIIKIITSKRTTYVINDPRVDFHGYNHSHLFKLSSCVQRLYRVIEQETLEFNSTGLREFIDVGSIFEFILIIEEMSEFYEHLYIINKHRAVNLAEIERLVLERDTGRVKIFKAMFTKKTAIEVCRHVAGFQCRALEESITYKSSLEKVKYFLAEEKTIERTEDVEEDYNRIVSTDEKTTIPETPHSPHSLGFQNEAIVRFQYKTKGFINIITISCDTTQGARIWRDATTPCKEVIYGIIDSGGDNAPPEWTLTISDRGINSVVLAKPVDPIDAVNVEITQKDMGFRNKATIVYYGTDKRQVGKHFVLSTFSRTTIVQHHASNSLIEQGKQWTVAPEPKGSIPIKVTIHDGRAAHVAGMGQLEKPLYIKAPVEVDLNATTSISGTSNTARVQYVTADNENAAAIVLQYYGGKFEQAKIKTGDALIEKGGRYWKVVPKPYGVVKTVFTANAQYKVTMDRIEERFAPARPAQESKPIIPASIESWDSEGGMNECKVRFEYEFGEILGKIEYNTEAIKKTTVSMWKNQKKERKELYYGTIKAGGDSSPPKWCVVCSDNTSSMIFPQQPIGPKEFPSKIILVSPIELPESVGYQNQASVRFYYGASETLNPVRCTNGSVSSSVLHWLEGEKAERKEVIYNTIMSGGDDKPPKWSIIVSSKLLGEVVMPGEPTCPKDQIEVRLSTDVTGFKNSLQVKYRGANTKRQVNRVVLHTYSETNEIIVNESVNLPKKGYFWMIQPIPRGIYVVHLRLSTGAGAFYKDKLPFGPHFQPAAQLRLKGSTEIEGAENIARCTYVGEDEQEETLVSLSHNRGDSSMKYKRSQILEKGYRYWKIEPLPRGIIGCTMTGSEGLKTTVDKIDEKLAPAEGVSLKTKIGMPTRRPRSLGTENEAFIRFEYETAEMLGGMTFQRDKSREKNSKKWASEGAQRFEIWYGLIEKGGDHEPRLWHITICDKTVSIIDIEGPQSPKDFPDKCVVSESAPGPESQGIDNQAVVRFMYEADPILGTVNYMTTTIHTKNHRVWKETSVERREVYYGTVRSGGDDRPRAWSLAVTTKTVEMIEPPNSPPEPPCLPTKPTVAEDSKLSRSVGFQNEASIKFHYQVNEKLGKVVLSTETVRADVTCWAAKPVERREVIYGLIDSGGDDSPSRWSVRVSRAQIDDFELPGEPVDPRGIVKVKIYVAKRGCKNELVLDYTGTDDKHAEKIVLETIDDHTAIMARHSIDRGDKTWKCTPIPKGKIPVSLHIVGGQRVVYGEEYKHDLEYDPYGLMEQVKVVGPIEAPEGAGGANCAIVRFKYEAGQPMHTLTYECMKTPTTNCLTWEVQDVKQMEILYGTIVAGGEEEPPLWALSVSTRTTDTVRPEVPCGPPEIPDMAVTIESSESPKGAGRSNIATIRHEYELGEILGSSRYRTMTVPNKNIKMWRDSHAEKREIIYGAITSGGNDEPPQWTLTMGEHTVDLVEPRSPPGPITKPSKCEVVESQLFGGVGFRNMAAARFVYETGETLRTFKFCPRTVSESITIWGPRHADRQEVVYGGVNAGGDKEPPEWSVTVSVGDTDEIKMPGVPIGPKDLIIVKIVETAMGIANKVELTYDGTDNITTERIVLHTYKGNSDIKIRDLSDKLKVGAFSWSCEPHPKAKIPINLDIPKGRHVHVIKQPINTMDIKPMVKIDQITVPTVTDMPESAGRSNTARLRFLYQDNEMLPQITHQSVSSKVTAVTSWRDTGVKCAEITYGTLRSGGEHLPREWHLTVSSKTVDIVHLNLPVSPVECVLVAEATECPEGIGYINEPLVRFFYHMGEELGTIRFLTKRCETTVTKYSKMNADRKEIIYNSVHAGGDISPVDWTIVVSEKTYDKVKVSGPPGPTDYVKVLITVTKKGSPNEAELVYKGSDYRDVKEVILSTYSDTTEIFGRSQLEVGTKRWAVVPTPRGTVSVFLRLTGGARLCVTKKLDDALELDPMEIRELPEVEASPDSFEGTGNNNIAAVRFRYKKNAALGAAVYENTKLAKTTARYWQESGEELIEVVYGTVDSGGDYMPRTWIMSISHKTTDTIRPMSPPAPTYTPDKCLIYPSTDSPHSDGAANVATVRFQYESGELLGTIKLRTDYITYTRNVRTWRTSSKERKEVIYNKIESGGDSEPKMWEIIVHEKGVATVEPTSPPSPITYANRAIIPDSELAVGPGFKNVGRVRFIYENNKILRSSVCSLTKCETEMIVWNLRSTERREVIYHTVSDGGDELPIKWSVTCKEETVRTIVIKDAPAGPTDLVKVNVAATKTGSANKVTLIYRGTDYRDCSKIVAMAKTATYTLSYKEGLELIKEGKSWHVTPEPKGGVAGDLVLDSGASVIVTERALKSDLEAKPPSYEDKCTVPGTSESPASHVGAANKAIIRYELTEGEGLNTVTFYNETITTYNCKLWRNDDWEDTSYVKKEVIYGVIKSGGDNFPVTWCLSVSSRSIDTVEPKGPPDVPNLAMVPRSAESAKSLGAINMAYVRFQYELGEILSSVKYHCELCPLKNERVWLITNREKKEIWYGTVQSGGDAYPLDWKISIANASVSVVDPRSPPSPPVFPHEIVVAASEISKSVGFKNEACVRFTYEMYKTLHTVKITTRKVSSNVVQWSASGSERKEVIYNSIDTGGDDAPESWSLTCSESSVGSIEVPGTPPTPRGVVVVTVTFTKVGAANDLTLYYKGSDSRKSDKVVLTTREKTTKISVRDTEKLKMEELKWTVKPAPRGSIPIDITFTNSTKCTILQKSISSLDATPEIRPEKIVVSGHTGQPHSIGADNKAKVRFDYETNEILGEVLMKQSKSEGYVVWRDTGKIRFEVIYGRIRSGGDHEPKLWVLSATSSSTDVVDLRKPPAPEETAIVPETLEHPEGQGYQNVAIVRFLYPIGIDLGTVRIMQRSCKTSVEQWALRSAERRDVIYHHIRAGGDNTPADWMMTLAGRTVDKFTIAGPPGPTDLVKVTFTISKRGSNNELSLTYKGAEYRTCGEITLTSFSETTNVDAMIPLEGDARSWTALPAPKGRFAIHLTVMGGNKVIHTQKFNADIDIEPSTLRDLAQVASAMESAEGEGSGNVASIKFKYLEGPVLGKATYRTHICIQSNVRHWELLSAKCMDINYGIIELGGDFVPKTWELTVSSKTSDIVKIMSPASPTCTPERCKFLRSTSSAPGVGAGNEAMVRFEYEYGETLRTARHRLETIPRKSSVKVWRLSKKERRELIYHKIENGGDTRPRTWGLTISDGTIHTADPTGPADPVTYQMQAIIPDSDLPKGVGFKNVASIRFQYENGKILNTANYSCAECKSTVMAWSIRSTERKEVVYHSIAACGDNEPPNWWVTCKEATIGTFRIPGEVPGPTDQVRVNVDARKTGSSNKAEVTYIGRHNRDADRVFVSSTGIGTTIEIDIMTRKDIEKGDKYWVVQPVPRGTISCGLRVNEGARLTAVQDPSWEIEPAISEDKTMIYGSSNSPPSVTGVANRAIVRFEFRDGPSLGTVTFQTECVDTFNCRLWKGRGQRREVSYAVIKSGGDKKPIAWQLTVSDRTVDICVPTGPPDVPSIALAHKSQESVPSLGANNEAYVRFSYELGEMLGIIRYEKNSIITSNVKQWLLSNRDKKEVHYGVIPSGGDFGPAEWKITMGDSTVNFAVPKGPAGPPKYQHQAVVDTSNLSESVGYKNEARVRFQYQTGKVLNPIKFTTRVVSSCVMKWNAQSTERKEVSYCTIEGGGDEKPEDWSIIISQAKIEDFRIPGVPATPPGLTIVNIDFYNKVVRNDLVLTYQGAHEKKAGRVTIATKNDTTRFRVKESEKLPLNDKLWSIVPRPKGKFPLEIHINQGIRVALEGSPYDILNAEPPIIFDMVTIPGIQSFDSRGKENKAFVKFDMVANEKLGTVECSCRKCTAGLTWTPDEKTSKEIIYETIHSGGDHDPRAWQLTVSSKTSDVMVLQKVAGPTETARVPETTECTDGVGYENEASVRFFYAVDEELGSVKYTTNACEATIVQFAKMTSAKKEVIYNTVPSGGDIRPAEWSLTLKGRTVNKIMLKQCTSPSDLVKLSVTIIKPEGVGNEIELLYKGCDDRTVKPILLTTARETSTITFRNDGAINRDGRRWTVNPAPRGKLPIFVEVDRGAKATYQTTMPVDLDLDAEELIDKAQVPQYMKIDEGKGKCNVAYVRFFYYSGPKLHSVVYECTKVQPNITVWEREESNLQDLIYHTIKSGGDYVPKEWGLTISTKTSDVVRLKSPEGPLDIPDYANYLDSAESYNGAGAKNVACVRYQYENNEVLNSVKQRTDRITGKVVKFWQLSKKERKELYYGDIDSGGDLAPREWIVTMTSKTIMTVKPKSPESPPVFANRAIVPASELPDGIGFKNIGRIRFIYENGQILRPVNVICDVLKESVISWMVRSTERKEVIYHSVMAGGEDAPPSWMITVNDATVKKFQIEGAPPGPKDQILLRVVGCASGLSNKVKVEYTGSNLRTTEKLFLSTHEFTHKFSLQSTPELERGDKFWEITPAPKATINFKLEVNSGAKHKVENLYEQPIEVEPAGYTDVCTAPGATMSPNSVSGVANKAMVRFEYTEDQTLGTVTFRTGTVNTLNAKSWRASVGERKEIIYGTVPSGGDFNPKQWALSISTKTIDSIRLNIPPECADIALVADSVKSFASMGAANEAAVKFEYILGANINTVKFHTARIVMKNVRQWLISNRDKMQLHYGFVHSGGDAKPEKWAVTITERTVATIEPTFPAEPITYPLNVSITPSDIHESIGYRNEAKIRFQYELGTTLKMIKMTCRAVASSVDMWNATTTERKQIIYNTIPSGGEYAPPLWKLSVSDETIDYLEVPGVPASPRDLVVINVYSKTTGSSNSATIDYRGSDGAISERLTIKISDPTVESNFRMTSKLLVNDKSLSVKPLPKGTLPIECKLTSGARVYVTNHPFDKMNIEPSELQDKLLVPNLMEKAESFGAHNEARVRFFYEANERLGSVTLHISKTVGCRVWKEQGNERAEVLYSTIRSGGDHEPKAWALSVSEKSVDTVGLKPPPTPKETIKTGEKTEAPVGVGYENEGTVRFYYVEGEQLDTLKYTLRHCTDTLRTWGKKSAERIDVVYNKVPGGGENEPTDWTVTASTKTVDKVEIHTPPGPSDLVRVSLTLSSTGAVNSLTVTYKGSDNRTAKELTISTFTDTTDIVARVRLDVDPKTWSVSPIPKGRFPVTMTFSSGDKVILTKRMENSIDFVPEDEREKAIQRDSEPSPESVGIKNISKVVFVYEAGPTLGVVTFETNKTKQVGVFWEDDLSKRYEVRYGTVPAGGDFLPKNWSLTVTTKTSDIIKPKAPPSPLFQPDEAKTLPCPNSPASLGAANEAFVRYEYECGDRLRSAKVRLDYVPKKNVRCWRLGTKERKEIVYGAISSGGDSVPREWCITMAESTVATVQVNTPAASVTFPDMATAPESELAEGDGYKNVGRVRFIYENGKLLKTIKCTTAMMDDYMLTWSVRSTECKEVIYYMIEAGGTENPPGWSLTCKEASLGSVELPGAPPGPRDLVKITIVKSTTGGTNQLTLTYQGSDKRVSERILLSTHSKTATVEIRGKTGINRGNKLWFVTPNPRGSIDADMKLFDGAKVIVVQRLKDELIIKPPEVDPQVTVPGTTESPASLLDASNKAIVRFDYQEGETLSTVELFTDLLNTFNCKLWCNEPLEKREVIYGTIKAGGDYEPKDWSLSVSSNTINTVTLNCPPDCQDRAAAPDSATSCPGVGAMNEAYVRFEYILGEEVSTVKFQNETVPNRNLKTWLISSQDKCEIHYGIIPSGGDSDPKSWAIVMVSKSAQVVHLNVPPGPSKFPYQAVVPEFEVFQSKGYRNEAAVCFQYETGQTLRSIKISTRAITASVTQWATSGTDRKKVVYNTIESGGTYHPPQWSLSVFDASVEDVSLDCPPGPREFVNVLIEASTIGVSNSLTVEYVGVDVRTAEKIMIQSASDSTQVNVRSTEKLINGDKKWAVTPPPVGKFPVEIKLDNGAKVSFTNSLLNIIPGASTDKVAVPALLSKPESRGKENVASVRFFYEKGRTLGTATVELAKSEACITWTDDGKAQMEVIYRTIKSGGDHDPKEWSLKVTNSTVDSLTIKGPPLPAESVKVPETTEVPLGAGFENVALVRFYYFSGEQLNDIKYSNRVCTSCVSTFAKRAEERKEVIYHSIKTGGDILPTEWSITVSDKKVEKVELNTPASPSDLVRVNIFASKTGNCNEATLVYKGTDNRNVNEILLATYSNTVEIQARESLAGGEKSWKVEPEPRGKINVSLHLTSCARVNVIKRLASDLEIEPAELKEAAKVSGPLDVYEGIGAANMACIRFNYEANEKLRKVAYNTEAVGASPTCVTWEDEDTEKCEVVFGNIAAGGDYIPKSWTLSVTSSSYDTVKPNTPPGPPYTAECVKIYESPESPAGAGAANEAMVRFQYYHGETLGTCRFRLDNLRRKNCKTWRVGEKDRKELIYGDIESGGDSEPREWTLAISDGTVASAMPTSPASPTKFPNQAIIPDSELFEGVGFKNVGAVRFIYEKGPVLKSVKYSVAEVQTDVGTWTVRSTERKEIIYQSVCAGGDNVPPNWNLNCREASVFKVRLPGDPPGPRDLVRVNVPVSTTGGTNSLILVFHGGDARTSDRVTLTTHTLTNKIEMRMTAKDIEKGDKLWTVDPLPKGFYDAEIVFTEGAQVGTVSKFKQDIFATPGEIVDQATIKVSESPASWVGAGNKATVRFEYSEGETLGTVAFQNEIVNTFNAKMWRGDPLERKEVVYGTITSGGDYKPKAWELTINERTIVVAEPKGPPDCPDRAVYCESTKSSPSLGAINEAFVRFEYECGEHLGSAKVRSDYIPKKNVRVWRVGQKERKEIVYGSIRSGGDSAPRKWCITMCDSTASTVEVDTPASPITFPDMARIPESELTEGEGYKNVARVRFLYENGKLL

	TRINITY_DN58818_c1_g3::TRINITY_DN58818_c1_g3_i4::g.91903::m.91903
	gi|734595468|ref|XP_010731667.1|
	 PREDICTED: microprocessor complex subunit DGCR8 [Larimichthys crocea]
	16.9
	MEIDDVLPPLPLEPPDDFGQDEGRAPPPPPLQTSSDAEVMDVSSGGDGYTYTPGDGEAPPPQPLSKGSITFCSHLSDEANPNPPCPRTARHAPPVTTFLPELKLLRDVKISVSFTESSNSKDRKVQYTGEGQEGGSDDGLDGLNGELHDWTKEQEVAESSSAAGNTGRRSEEAELDAENKVEFAVLDELDDFYDNFLDHDDGDNGGFKSEVIVQQEQADEEAGPYPYEEEFDNDVDALLEEGMPVPKKMRPAEDKYGGDSDHQSDGEGGVQPMMTKIKTVLKSRGRPPTEPLPDGWIMTFHNSGIPVYLHRETRVVTWSRPYFLGTGSIRKHDPPTSSIPCLHYKKMKEVEEKELNGDATHNTEESPVKPRQEANGEDGAGKSDAAAEDQDGAPPSALTDAAPDGEGAADSSQQLKESQLFEIAQGALGQVKAKVEVCKDESIELEDFRLYLEKCFDFEQVTVKKFRTWAERRQFNRDMKRKQAESERPILPANQKLITLSVQDAPTKKEFVINPNGKSEVCILHEYMQRVLKVRPVYNFFECENPSEPFGASVIIDGVTYGTGTASSKKLAKNKAARATLEILIPDFVKQTSEEKPVEGDELEYFNHISIEDSRVYELTNKAGLLSPYQILHECLKRNHGMGDTSIKFEVIPGKNQKSEYVMTCGKHTVRGWCKNKRVGKQLASQKILQMLHPHVKNWGSLLRMYGRESNKMVKKESSDKSVIELQQFAKKNKPNLHILNKLQEEMRKLATQREETRKKPKMTIMESAQPGSEPLCTVDV

	TRINITY_DN61040_c0_g1::TRINITY_DN61040_c0_g1_i1::g.64248::m.64248
	gi|808858429|gb|KKF10813.1|
	 Polyphosphoinositide phosphatase [Larimichthys crocea]
	16.5
	TKHRVLKIDRTEPKDLVIIDDKHVYNQQEVRELLGRLDLGNRTKIGQKGSSGLSRAVSAFGIVGFVRFLEGYYIVLITKRRKMADIGGHSIYKIEDTSMIYIPNDSVRVTHPDEARYVRIFQNVDLSSNFYFSYSYDLSHSLQYNLTLLQRPYDLWSSTASSTEEEVHTQSKQDSFDIFEDEGLPTQVVYSLQTEPYYKYVWNGKLLERVKDIVHHDWLMYIIHGFCGQSKLLIYGRPVYITLIARRSSKFAGTRFLKRGANCEGDVANEVETEQIVHDASVMSFSAGSYSSYVQVRGSVPLYWSQDISTMMPKPPIRLDQADPYAHVAALHFDQMLQRFGSPIIILNLVKKREKRKHEKILSEELYPAVINLNQFLPPDHWIDYIAWDMARYTKSKLCNVLDRLSMIAENVVKRTGFYINRSNFYCHTLRPDDRWGDVGGHITASGRVQTGVLRTNCVDCLDRTNTAQFMVGKCALAYQLYALGMIDKPKLQFDTDCVRLFEELYEDHGDTLSLQYGGSQLVHRVKTYRKIAPWTQHSKDIMQT

	TRINITY_DN25699_c0_g1::TRINITY_DN25699_c0_g1_i1::g.56040::m.56040
	gi|734625846|ref|XP_010741037.1|
	 PREDICTED: prolyl endopeptidase-like [Larimichthys crocea]
	10.6
	MAFKYPAARRDESKVDDYHGTKISDPYAWLEDPDSAETMVFVEEQNKLTMPYLEGCAVRAQFHQRLTDLYDYPKYSCPYKRGQRYFYFHNKGLQNQDVLYVQDSLDAPATVFFDPNKLSEDGTVALKMGRLSEECEYFAYGLSSSGSDWVTVRFMKADDLSALPDVLERVKFSCLAWTHDAKGIFYNSYPRQEGKTDGTETTCNINQKLYYHVIGTKQSEDILVAEFPDHPKWHSSVTISDDGRYAVLSITEGCEPVNQLWYCDLQQLPNGITGLLPWVKLVDNFEAQYSYITNEGTVFTFRSNLDAPRYCLINIDIQKPDRQHWTTLLPQHDKDVLGFVSCLNQHHLLVNYVHDVKDILQVYELSTGKVVRDLPLDVGTVAGVSCKKKHSEFFYKFTSFTTPGIIYHCDLSEPIPEPKVFREVEVKGIKQEDYQTTQVFYPSKDGTKIPMFLVHAKGLKKDGSHPVFLYGYGGFENSIQPYYNVAYLLFVRHLGGILAVANIRGGGEYGLTWHKGGTLANKQNCFDDFQCAAEYLIQEKYTTASRIAINGASNGGLLVAACVNQRPDLYGCAVAEVGVMDMLKFHKFTIGHAWTTDYGCSEEPEQFKWLSKYSPLHNLPQPPYSGPPYPAVLLLTADHDDRVVPLHTLKYCATLQHGVGSSPLQRQPLMVRVDTRSGHGAGKPTAKAILEDAHIFSFIAETLGLSWKE

	RRRRRTRINITY_DN58259_c0_g1::TRINITY_DN58259_c0_g1_i1::g.44712::m.44712
	NA
	NA
	10.9
	LQGFVEAERHSDLESFSRQNQVRFVLVFQFFAHHQTDTQTEGVQQIFVALLLLLLLVGQEDAVCYLDVLLLGGRYECRHLLLNFVHSDEQLVVILVVLLFVAVVRLLQQPFSSAARRQQGVSGSVLHRRLLLPSSVLLLQGVMQVFLGPASQRLLLSLLLNLLGSFGVHGVLVHRLHRSFFVDPLHLDEDVLLVLGDDHGDKTDGRREVDGGDLVDTHGYFSVVGVQPDVEVDGAARQASLFSVDEGVGVGCEDFFDRVSRGVHLSGAVRRHRGGVQLVSEADDLLHLLAVLRSLRLLLLLLADDLLVREDDVEVAAVGFEFVEVDSGVDCLLPHLARQLRVGVTEAERRDASVFHVDEVVVDFVGDELRAVPLHDDYQVEVELVGDHETLPAVRVDLEVRLDALDGRVQAFVLVHVVAVVQVRLLHLALHPVLELRRELVEDLLHLRQRFLLQLEFNGESVEPELAGGVPAGTQQLRRGAGEDVDSFPRGEHHRQVLDLEDVELADLEVQLVEVHDDHVLVVVLLDGHDVGHGDVREVGDLLPEVRTVDLVGLADLRQVPGLDHLRDDVVGLPEELLSAPREEVGLALSTASLFVRLRPLVLSEVRRRVFFLLLLFVAVFVVARLRLVRIVALRQAALLLAAFVPVLQLFLGPFRVSL

	RRRRRTRINITY_DN596_c0_g1::TRINITY_DN596_c0_g1_i1::g.135::m.135
	NA
	NA
	24.3
	MDLLHPHIATHDAKLLRRETAQASEFLTTCKRYHCNYSDKDTDYLREKELRNDFLQQLPERDAWRSIVKGDVFSSFMSTELFRSLFRLHSTPQVSLFSGKDFNFTGERNSLWSDLDLASHIVFDDYRGFMAAFRGAFVERLQINLKAAKLEEDEEEFERGLTKGGESVKGGGCRRALAQLRELVALEEGGLNGNRRDEMLDELVLSSMRP

	RRRRRTRINITY_DN58944_c0_g3::TRINITY_DN58944_c0_g3_i5::g.113937::m.113937
	NA
	NA
	20.3
	KNWKIYKKENKLGEKWFAELKPCLWLIHTHNGVHPGCNRWCKNSHTTSFKATIEPTRFFRMVVKWKFERWVNSNTVMHVETCIEEWMDHSINSNIEIEWREKVQATNNLNMSLFIQYCYSIIKKDWKKTQGVKILLEEILTPKTVKDWDKHKLLFDRLQLYRFFDTSPIKFEESLQTFSKFNGANHLQHLNTLGYESWKRFGTDLKSPVFDNMYGINTLASITKPLGFTSKIFTIKTWDGM

	TRINITY_DN54218_c0_g20::TRINITY_DN54218_c0_g20_i1::g.59247::m.59247
	gi|657588939|ref|XP_008298832.1|
	 PREDICTED: myozenin-1-like isoform X1 [Stegastes partitus]
	24.4
	AVKEKRRKEYVRTYVSPWERAMKGNEELTATMRAAMPGPVYAHPDMPYYKSFNRMALPYGGYDKASKMLTFEIPEINAPAEEPEPVPNLQADIRSRPSFNRTPIGWICSEDNSHIHMDLDTMPFDGETDDL

	RRRRRTRINITY_DN53303_c0_g4::TRINITY_DN53303_c0_g4_i1::g.16365::m.16365
	NA
	NA
	23.9
	INGMGGLLAGKSLRRSIYTRLEPEAESPLSSDILTLSFDDHSTTSDARRQNWAVNEGSAESRTGQYLYITYYCNLQVKQSYGTIEESDFDDKEEVDISDQFSSTQSTFM

	RRRRRTRINITY_DN22592_c0_g1::TRINITY_DN22592_c0_g1_i2::g.4335::m.4335
	NA
	NA
	14.8
	PKVGDAVPLPVPLPVVLGARGAVGDDVVQLRVRRVLESDAGILVLAAAAPAFRDDVVGVHATFRWLLRELQTVRQGLGHFRVSRVSQERRTWSQVVPSSEGRWEFSGTEGSSSARWERWRLTAMVVSHRQIFSVRNSVGRHVTRGRRGG

	RRRRRTRINITY_DN41303_c0_g1::TRINITY_DN41303_c0_g1_i1::g.113707::m.113707
	NA
	NA
	22.4
	SAATIETSVPEIEKVAEEIVEIVQAMVEACKGSSPKETESETEPQSAAAEEEAAPTEESVTSLKSASAPSEAKASTDEAVPGNSDFEVAAEEEVSEEVVEATQLVVQVPMHIELVKEKNEESQPKVEEAAEKVDPEQVTEEEEKSQEEKVEEPEEGTQSEAKIEVVEEVVISEESVKVEVAKKLEEEPKKEEEVAPADTTEIVEIPVNDTVEMAVHLPRPSKPAPKECIVAVPTETIVPAETTMEIEKETTATAQVPTPTTATPTDPKPPEPKEESVKDMADQIVAQAIVMSQAEIEGAEHVDEKTEEMEENAQEAVASIESEATQVIAAEVMEVVPTDCVADKVEDSIAVQDSEPSLSAVLVVTETIVPAEESPMAVPIAPEIEKTITIKATECITSSLEETVVQVVEKIPTNEETAALTETDLKVEKTEVTPESVEVSQTCIASESTPTIPNVVVAKPSNESVSTAQIVEAEQPVTNIVGAKEIEPEDSETATQVDMVESQSTEVMPELDVTEVQEAQAMTVEDEGPTAEETSAPKEEISVESSLADRVVALCEVVPVVPKELAVKAIEKTGLGTCIAMAEDQAHPQLIANEKIEATETPPEYETNETAVELPVDEVTVSTQIPIESIQAEVAAVVEEATGSQPGQPVPTTVAPTAVAVPKEEATSLRRGMRGSVKPPISTQEEAEDEAVDTDVSKPTAADAEEPIDSLQDHKEEADEVSAPIWSPSRDETSAKVQVAAPEAVVEQEAEVQEDYESMPVVAPTDSDEEGSGVETSAQKEAKKKRRGPFFKRLSFSSEDKPAESDSQVQEGGEEPKEESKAKNKSMVMRKLTDWTSEREPPSSLPEPSSAVEGDSETNQSSVIAAETKGEQEGEAAAAEEDIKTEDDDSDSTKRTRKKPGGMCMLAEWSVSTDMKRKPEETSSVLKETNETKPEEEAPKEVEADEEVSKDALAASESSPLPKAPKEGTAEDESESSRKVLKKPTVLKKFSSWAIIGEKKKEGDSTVEGEAEQNSGNQTVEVAIVHEGSEEPSSPGSDAKPAETSETSSQLQEAAQEGSETLKSEADKKTKQKKTSLKKLGAGTFLKKLPSGQPKVKEQSSLLEAESTVEVPAKEEEAGGEAKEEEKKTEETAAAAPVATEVTVEAEPTAEPKAEEPTAAAEEKPESKDEEPTAAAEEEKTEQEAEAKEEKEDVAATEETKAAEEEAAAEKDEEEKTKKISAKKRLNSFLGGSFLKRFPSLTTEQSPPAAEGDKEAEDEKVAEDTAEATTGEAPADTAEAKEDNEKTVEAEVTAAETEAEKEEATSKEEAAEEEKTPEETGSVEEGEKDKVTLLKVPDKEESKDKKLTFKFGVFRFIKKFGVESADDPKEEAAKEEVASIDNADPSEKEVKEGNVQPAVEDQITGMTEPAEEKQAVSVGDPQGVTLTITGLM

	TRINITY_DN58368_c2_g1::TRINITY_DN58368_c2_g1_i3::g.45497::m.45497
	gi|908453958|ref|XP_013132059.1|
	 PREDICTED: immunoglobulin-like and fibronectin type III domain-containing protein 1 isoform X1 [Oreochromis niloticus]
	26.7
	MWKKSKVTDQTAAGQAGIKKKSKVPGVMITQFKEELPEGQSTPDFTRKPIALTIQEGKFAVFKAIVVGDPTPAVTWSRANGEIVFHPEVCQQNYDEASHEHTISFPKVTPEDADTYKCYATNEHGRAVCTVVLNVIAVGFSKEKELKKTQSGEDITDIRKQLKKRNPDGTREHGKVMEDEEKVWEILLSADKKDYEKICAEYGIKDFRGMLKRLSEMKREREEEIAEFVSHITKLKPIEVTAEDFATIELDMDLKDPNSKVFVYKDGIMVAFSKEEGEGLKHSLKQIGKKFIFTISKLGKDDAGLYSVDVEGVNVFSSDFKVPEVDFAVKIREVKAEEREDALFQCVLSAPMNEIKWFGKNAPLTNGEKHQIIVSEDMLIHKLIVRDCMPLDAGIYAAVAGIKSCNAWLVVEANKDPASKGKKAARKTTVAGGGDDEDLMRIAKEQQEKYQKEMQEKLERAKKEKEEKDAADAAAEAEALAARKEAAKAKARAKAEAKARAKRAASGKSMKSGAAGGADGAAGAAGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGGVDGAAGAGGAGAGGAAGGEGAGVGGEFGDEDFDSLEFSDDDLEGEGEGGEGGEGGKGKRRRARDGPLVPDTVI

	TRINITY_DN59145_c1_g4::TRINITY_DN59145_c1_g4_i1::g.116184::m.116184
	gi|657536573|ref|XP_008274854.1|
	 PREDICTED: protein furry homolog isoform X2 [Stegastes partitus]
	16.3
	MDGAAVCWSKASVISFIKGLASPVGNGYNKPPIPPVCCPQGEKGPPAMMPISIDPESKPGEYVLKSLFANFTTASERKIRIIMAEPLEKPLTKSLQRGEDPQFDQLISAMSSLAEYCLPSILRTLFDWYKRQNGLEEELHEYRPRANTKSKNDEQQRDYLLERRDLAIDFIFSLVLIEVLKQMPLYPVLDSLVNEVINLAFKHFRYKEGYHGPNTGNMHTVADLYAEVIGVLAQSKFPAVKKKFMTELKELRQKEQSPYVVQSTISLIMGVKFFRIKMYPVEDFEASFQFMQECAQYFLEVKDKDIKHALAGLFVEILVPVAAAVKNEVNVPCLRNFVDSLYDTTLDLSSRKKHSLAFYPLVTCLLCVSQKQFFLNRWHVFLNNCLSNLKSRDTKMARVALESLYRLLWVYMIRIKCESNTATQGRLTTIVTTLFPKGSRSVVPRDMPLNIFVKIIQFIAQERLDFAMKEIIFDLLCVGKPAKAFSLNPERMNIGLRAFLVIADKLQQKDGEPPMPNTGCTLPSGNTLRVKKTYLSKTLTDEEAKVIGMSQYYFNVRKAIDNILRHLDKEVGRCMMMTNAQMLNKEPEDMITGERKPKIDLFRTCVAAIPRILPDGMSKPELIDLLSRLTIHMDDELRLIAQNSLQSLLVDFSDWRDDVLFGFTNFLLREVQDTHQGLLDTSLKLLLQLLTQWKLTQAAPGRSYDTAKIHTAELLQTSSSMKIPPERGPHSTVLHAVEGLALVLLCSCQLSTRRLAIAILKEIRSLFMTIGQTEDDDKPMIEIMDQLSPVILESFVNVAVSDTAALPAGHHVDLQWLVEWNALLVNSHYDIRSPSHVWIFAQSVKDPWVLCVYSLLRQDNLPKHCPTALSYAWPYAFTRMQMLMPLVDPNNPVYAKKTSTSGGGDNYVTLWRNYLILCFGVAKPSIMSPGHLRASTPEIASTTPDSGGSYDNKVIGSPSVAWLLKQLVPLMRAESIELTESLVLGFGRTNSLVFRELVEELHPLMKEALERRPENKKRRERRDLLRLQLLRIFELLADAGVISDSTNGALERDTLALGALFLEYVDLTRMVLEAENDKDAEILKDIRAHFSAMVANLIQCVPVHHRRFLFPQQSLRHHLFILFSQWAGPFSIMFTPLDRYSDRNHQITRYQYCALKAMSAVLCCGPVFDNVGLSPDGYLYKWLDNILACQDQRVHQLGCEVVILLLELNADQVNLFNWAVDRCYTGSYQLASGCFKAIATVCGSRNYQGDIVTLLNLVLFKASDTNREIYEIAMQLMQILEAKLFVYSKRIAEQKPNNILYGTHGPLPPLYSVSLPQLSSQLARMYPELTLPLFSEVSQRFPTTHPNGRQIMLTYLLPWLGNIELVDSGLLLPVFTPCTSDYDAPSRTTSTNSSHQLRGTGWGSLQATSMVLNNLMFMTAKYGDDLPGPEMENAWNALVSNDKWSNNLRTTLQFLISLCGVSSDTTLLPYIKKVVIYLCRNNTIQTMEELIFELQQTDPVNPVVQHCDSPPFYRS

	TRINITY_DN59185_c2_g1::TRINITY_DN59185_c2_g1_i1::g.117514::m.117514
	gi|808874097|gb|KKF23281.1|
	 hypothetical protein EH28_21636 [Larimichthys crocea]
	17.8
	GGGGGGGGGGGGEEVGEKGRLAKEHSSFSQPEGSVRGVSSAETETCPPTDVAESQLKSQSWREPIATITESICTEQDRLSHPCQEQHGAAISPLPTHPEPSSGNTNAGGVRADLTQNLISEEALSSGHACEESSLTETERNYSQDLDSLIQPQPLTTSQQIAVERQESNNQQVRPESSTTEARTAESAAEIQVQAQGQSNSGTMPGVGVCASRGGTNRVHFADTVKQEGSSTVAVRNKPVSPMDCASLPPLTVHENLHYPVVEASFIFPDFLSGKKPEIPINAAPSKDEAAKQSSADFPKPLKDGQLDKGGSETKSIAVDQSGNNILVTNTVDLQLASKAGTKQLPSPAEKNGTSNKECFDLSQTAGSAVASADHATVEQVSAKALKQEEEKTEKSPIKLDLSKEKELNKFHAESTDSVKSDQPQESPLISAVPEEKEGNQQPLHSRPELPADDVTCKPLNDVTALSAGTDLSLTPEAVNLTCAASLQTDTSDPSYQLPTQSDQTPPCGLVISDPMKASEGAKPTVHSADQTEDESVTSEVKPSDQSMPVIEQCASNPAFVLQPPGPMLTHLEFITDSDIRPPEQTDERRADGDSTKVSGELDGNRSGETTQMSSAQDLKQTNASVTADEADPKPEDRNYAEMSVIELEKSAIKNENILFSQEENVCAPVKLPATLAVTDNVISLSQTEPDSIAIKAVICETSIRDGLINESCPLSSDLPSNDDETNKDNMTEKQKMGDGQDGQTWMQFEEDKKQSGEATMDNEEKTEISSKLQAGKKSTAPQLSDEPDKEVAGELRDPLQPPHEHKVEKSESPVRDKTEEGEGKREIASKSETETSSLSSPTRPAGPSEDTVPTEVESGSEPPTVYDPSLSQTPTATLERSSDSNTAQDLSAALSQSQSTSDPNCFAQQQEQQQQQECLGSRHPTEELSGGCLKGVDETQTLVPGVKGVAEGWDGSIGSLQPSESRDELTCDDSGGSDGVKGLEREDREGAGAVKGADEVYVLSHVGSDLNESGKAAEQNASVDMVITTASSHVGETGQAMDEIKSLGLGFVSSDAELMPGTEFTTDMGGKGQQKSNLSAACQDQHGQPETSTNTAASVEPASQEHETSPSQISISSKANRDSQDIHAEALPSANRSEEIHQENVSVLPDPVGQAETVEKDVSVALAVKDNSSETEECEILDTVSEPLELQSPNKTSATQSSPAVQTAIKGSDVEGITREDKAALDEEKASGQGTAQTEINTVNSGATEKQGVENQILSCKDSESVVSHSSSEQTKTTKNDSGVTDSITPDVVTVPAAVLSKCPEDLASLGKPNDQASLSEPVDVIVVKPIVAASQREGKPLDEAPACVSPAEGPSVNAAAADVSDSPAPKPTAPEPDTNWIKALKEAASQSQGEPVHTAETLRPLPSLESPQLEFHTPTEEIASPLRQEEIPPPEQAAEKTTEIPPPPKKPVDLPEPLKKLADLPEPTQSTREELSEPTKEEEEPPRELPEPERESVTSPEIVEGPAELPEAPKSTEDL

	TRINITY_DN44057_c0_g1::TRINITY_DN44057_c0_g1_i4::g.10034::m.10034
	gi|1007764938|ref|XP_015821192.1|
	 PREDICTED: calphotin-like isoform X1 [Nothobranchius furzeri]
	63.5
	MAASLLRIGRLGCVKCLQTESWITLSRAPAASAYSSKSGGNKKSSKKNSSDKNQAQTYFDIEKLVQHKPYELPKKEVSSVAAAAAAAAAQPVAEPVASAAASEAVAAASVEEATNPVVKATATADAVSKPDLPPEAPPVVEAPPTADAVSELAAGTEAAAVEATTEAVVEAAAAPAVEAAPAAVAVPVAEVATETVVEAAPVVEAAPAEEATPVAEAATETIVEAEAAPAVEAAPAAEAAPVVEAAPAEEAAPVAEAATETIVEAEATPAVEAAAEVIAEAVAEAAPVVEAAAEVLVEAVAEAAPVVEAAAEVLVEAVAEAAPVVEAAAEVLVEAVAEAA

	TRINITY_DN32908_c0_g1::TRINITY_DN32908_c0_g1_i1::g.32032::m.32032
	gi|734627401|ref|XP_010741883.1|
	 PREDICTED: lon protease homolog 2, peroxisomal [Larimichthys crocea]
	24
	SFDGDSQEVFVCRICFPPKKTVTSENKSTMASGSGIHIPSRLPLLLTHEGVLLPGSTVRFSVDSARNMHLVSQRLLKGTSLKSTIIGVIPNTRDPEHDTDDLPTLHKIGTAGIAVQVVGSNWPKPHYTLLITGLCRFRVSSLLKERPFVLAEVEQLDKLEQYTTSSTEGVATDDAELGELSQKFYQAAVQLLGMLDTSVPVVAKFRRLLDSLPRETLPDVVASMIRTSNKEKLQVLDALSLEERFKKALPMLTRQIEGLKLLQKTRKTNPDNERVLSVRKGGVFPGRQFNLDEEDEDEDGDDMAVLERKVHGANMPEAALRVCLKELKRLKKMPQSMPEYALTRNYLDLMVELPWSKSTKDRLDIRAARTLLDNDHYAMDKLKRRVLEYLAVRQLKTSLKGPILCFVGPPGVGKTSVGRSIARTLGREFHRIALGGVCDQSDIRGHRRTYVGSMPGRIINGLKTVGVNNPVFLLDEVDKLGKSLQGDPAAALLEVLDPEQNHSFTDHYLNVAFDLSQVLFIATANTTATIPPALLDRMEVLQVPGYTQEEKVEIAHRHLIPNQLEQHGLTPQQLHIPQDTTQDIISRYTREAGVRSLERKIGAICRAVAVKVAEGHRVTKTDTLIPEGPVEPGDKAAPPEMPIVIDHVALKDILGHPLFEMEVSERFTLPGVALGLAWTPLGGEIMFVEASRMEGEGQLTLTGQLGDVMKESAHLAISWLRANARTYQLTNMVGAPDPLEGTDIHLHFPAGAVTKDGPSAGVTIVTCLASLFSGRLVRSDIAMTGEITLRGLVLPVGGIKDKVLAAYRAGVKCVILPKRNEKDLEELPANIRADLDFVTARNLDEVLNAAFDGGFQGTASTHTPPQLTSKL

	TRINITY_DN86221_c0_g1::TRINITY_DN86221_c0_g1_i1::g.95108::m.95108
	gi|657574681|ref|XP_008291057.1|
	 PREDICTED: titin [Stegastes partitus]
	16.5
	ASISHYIIEKRETSRLSWTMVEPKIQAISYKITKLLPGNEYIFRVTAVNKYGVGEPLESEPVVARNPFTTPSAPSTPEASAITRDSMVLTWERPEDDGGAQIEGYVLEKRDKDGIRWTKCNKKRLNDIRFRCTGLTEGHSFEFRVSAENAAGVGKPSAPTHYFKACDATYPPGPPNNPKVIDHSSTTVSLSWSRPIYDGGAKISGYVVEMKETADDEWIICTPHSGVQATHYTVKKLKENAEYHFRICAVNCEGVGEHVDLPGSVIASEKLEAPEIELDADLRKMVNIRATSTLRLFVTIRGKPEPEVRWSKADGTLNERAQIEVTSSYTMLVIENVDRFDTGKYVLTLENLSGSKSAFINVRVLDSPSAPTNLEVKDVKRSSVSISWEPPLIDGGAKIAHYIVEKREQKRMAFTSVCTNCVRNSYIISDLQEGGRYYFRVLAVNELGVGLPASTEQVKVSEAPLPPGKIVLVDVTRHTVTLSWEKPDHDGGSKITKYIVEMQPKGDDKWTVCSEVKALEATIEGLLTGEEYSFRVTAVNDKGKSDAKPLAVPVVVKDITVEPTINLLFNTYSVKAGDDLKIDVPFKGRPQPEVSWKKDGHALKQTTRVNVLNSKTSSKIIIKDATKEDVGKYEITLTNAIGTKTAEISVIILDKPGPPSNIKMDEVSADFICLSWDPPTYDGGCQINNYVVEKRDTTTTTWQIVSATVARTSIKVTRLNQGTEYQFRIAAENRYGKSHVVDSAPVVAQYPFEPPGHPTNVHVAHATKTGMLVEWGRPASDGGSPVIGYHIECKDQSSILWTKVNRGLLAENQFKMTGIEESLLYQFRVYAENIAGIGPCSKACDPVAARDPCESPHNLRVTNITRTSVSLFWEKPEYDGGIKITGYIVERNELPNGRWLKCNFTN

	RRRRRTRINITY_DN55348_c1_g1::TRINITY_DN55348_c1_g1_i3::g.41807::m.41807
	NA
	NA
	14.4
	LKAAMFNIHPKALPFLPLSRKFETMDQVLTPQPPFVCSHAPSASDVSTSQPLSPAPALNVDNQAPFEGVIPCSDMERSLVHVSVKHRKPADVMLRDRYFQMVNEKTLTKLYAVEINDRDFNYQQSIIEGWYKACEASLKKPKDLRRIALAQIHKQFAEDSMEEVAKEMTCLFAEVRSELYHPAKESQMIFRLGQVGNARRPGSFVIYGLQEKTRLTNFCPESIIQCFLELLMNDHTTQMDTQYYIEIGCNNHVENRQQYVYWGGDPVQVERYRILQSPLLPKTHAHEILTDEVMQMMGLASEKTINGHLLTEIHLRSLLQPIFAKLRPLTVDDLAERLEDKTWAVETMLLRLYYMAHQHPQEARFNNLSRMYAEKIIDFRREDIEFTAMKEIIKKLLIHQKDNYGKVSLLIANMGSAVGYVLGALRAAYTYEKLDDKLLRLLLYTMNCHLPDAYLYRSFFEFNLCAKPLFFKDDQKFWVKSMATDKILTPVSPSDKELPYIEFNTPIFENKMPLKFKGNLDANGWKKISEESIAEQKYQTGYWEETKDTQGEFSKSVVAVRVHEPRLKDLVMEILDPRFDELLYEAALVEELPYYHLLGAVKSTYGRPREKDKFRFAVKNLDKCEDFVWAQPGETRLKQIYQFMHFIIDEVHLLGEETLDVNIIFFMFGRAGEKQGGVLTNVWGKSKLESLLSGPGEHGILHGLYHGPNSKYYKQLDPIPFTVYLNRIDKIPVVKYFQRLHEEQFPHEPFEPIPVSKNEVEGFLNVVMATLEDLSERGLVCLGMLNSSYYTSHFTLLEQRIDVGDKSPRTELTLKNGTGFKSFPHNPNGTAKELQFLRWADNMLNKEHESDVANVERDKCSEDFLPCLFFQAFRDLAGQLHEHSVDFYYNTHEGSTFANSSGAHESLFQSYENEKPYKKTGLFLMHECFHALGSINGPDSLSGIQVDLAASSKDTTPDSILMAKLGNTFELGRYVRKDEPSRIIDSVVRDVAPDTMRLPLSSVLRFVQNFHFGTSASQIYRTHQAAQNICKFMSQVWPFCVKAKVAGDK

	TRINITY_DN49670_c0_g4::TRINITY_DN49670_c0_g4_i1::g.57146::m.57146
	gi|657591042|ref|XP_008299984.1|
	 PREDICTED: peptidyl-glycine alpha-amidating monooxygenase isoform X2 [Stegastes partitus]
	16.9
	MIPGTMGVPTLCVLVLAFICHSHSLEMNDPLYRVKRSQENVLLDPSSCSSRTEQQIFTNRHNFSVALRMPGVVPAGSDTYLCVSFPVPTNRDAYIVDFIPHASMDTVHHMILFGCQTPVSTTNYWDCGSASGTCEDDPSIMYAWARNAPPTKLPKDVGFKVGRNSGITNFVLQIHYGDVSAFRDHHRDCSGLSLRMTTKPQPFVAGIYLLMSMDTVILPGKRVTNADIACDYSSYPIYPFGFRTHTHRLGKVVSGYRIRDGKWTLIGRQSPQLPQAFYPTSKGVDVKYGDTIAARCVFTGEGKTSKTYIGGASDDEMCNFYIMYYMDSRHAVPYMSCVDTGPKELFQHIPAEANVPITVSPDHMNMMHMGHSADQQDKKPLVDANTADQVLDQDNHLEQVSGWPQSSLQLGQVSGLALDSDSNLVIFHRGDHHWGGNSFNNQYRYQQRSLGPIQQSTILVVDPAKGNIVKASGRNMFYLPHGITTDKENNYWVTDVALHQVVKVSSDGRDKTLLALGEAFTPGSDSKHFCQPTDVAVDPETGDIFVSDGYCNARILRFTAQGQYLTEWGAGSSDRRRRIPFQVPHSLVFLPDRREVCVADRENGRIQCFIAETGEFVKEIKKEEFGGEVFAITYSPAGDGLIFAVNGESQYHSVPLKGFVINYSTKDILDTFSPNSKLQEFKMPHDIVETRDGSVFVGDAGSKTVFKFTTEKFHRSVKKAGIEVQELEEMETIIQTKLRPEHNMSKTAAVQEKQTVALQPQPQQKGKEDEEEKKKQEEEEKEEEEKKKSAAKP

	RRRRRTRINITY_DN58414_c0_g1::TRINITY_DN58414_c0_g1_i3::g.45922::m.45922
	NA
	NA
	18.2
	HQLQKMRNLASGAQFWEIQTENFTHNLSISQQSGDSHQIVATLPKGPGLSNLGTISIKDDPRIKDYDAPDAFTLPLLGQKKLNTEHIRAFSKVIIARGGLHRPELAAHERSSGEGYNEDGVVVWNVGKAKYDRAVDPVGGYEGTLQNKVKNVADNEINVAGILLNNSINDLHGRFKLWPGAASIHDTTCKGKVKILVRMNELDKGNWKDFPELLQLRNSSPSVDVKVSGGETPPHQYTDQGPDFDRSPLEDGTPPELKFKDGNPATLFDTEPNFNLTGALAMATVIEPSTVFAHTAPNADNRATFNRNFSTVITNKEGKKVDKRDWQGICPGCANALVVGGVDSLIKAYGDREITARIQESGPTVTFQAKCKLGKDLAQKALSAARGMDEYSSNTCSGILGVKVELPWGSKEAVAGVDAVPHALDPTFPGNIHPKLEDLNLEILEDYECGKDPVLLDSYADALLAIQGRGTKELYTKMRHNYPFVSTTAGIEAGMNCITAMGTCSISDVGPGHYEVIAGTGGKVTLIGAVKLIVDKPSTWGSLSGTLKVGIVKPCKLEWPIGAMVDVADAGGVGICIAGLGGGNPTHSDTGILMVGPYAYNELIIQHIIGSGPKWFGVGYKAGASALFNYVEQNIDKARALDKVGGTQAEILHDCHITSPVAVKPLGSSIFQLMAMQATADQMAVRDPRLRLYTRGRDIDQNHPDDLHGYVIKESLTLPRSLRKRVIDVNSQLKQYNVFSTPEFRSMSVQAKARYAASVHLRRAGHGLALQLRAVTLCYTAMKNVSLSTSSPPSTVCNY

	RRRRRTRINITY_DN53007_c0_g1::TRINITY_DN53007_c0_g1_i4::g.15702::m.15702
	NA
	NA
	21.8
	ESLLLRKPKNRRAASPIPQRNQGSNASDTPDPILTPSQTPGLSPTVAPTSNLTTAPAETKTQLPADVPPREKPKRGRKKGTTAGNRVEAKIGNNELAKSKSSSVVQTAAARFWNQSHTKSIHYKVGSESSFEKQCILCTYKGLEGGGQSCNALHAKLGSVSSYVAECNENTCCIFGKEKVQNKWTELLEPSFNPLGPRTYNLRKSDPVLDDKIRRKTGWDKALEDEAIEQLHFVAVQASRRRVRGSPTREFDEGQSVNQVVKGNDREREKGKERDKERAEREKEKPHGSPAKEQWDTKDPQSQEKKGGSPSEESVVREKGTNNNPDTINDKSNNNTAASTTTTTIIPSHETRVHYDRGAKSRYTKGCHQCLFVPKEDDSLEGGCRKQHYQYGMLSSFHAS

	RRRRRTRINITY_DN43812_c0_g2::TRINITY_DN43812_c0_g2_i2::g.107305::m.107305
	NA
	NA
	19.6
	GHITKNWHTKSNRYLAPFMIPLIKAANDSILSMIYENNWYYLAREAVQFHPSSVCKALQRFLPEQVKVFESPEIVDLIEELENLFMVEKPSHTKPWYKLLAMVVPETLTSDKELFQVVCYALQPHYVSLSKVKHLPLLVKLLFIKHEEKLPLAFGNIISGLIELLEAIGNHHETEYIFRYFINNIQKRIYARLGLFKGYIRHLTTKLFDRERPDESDFLELLQMVFKQDIYKKAINPQFDPSELFRLFFEYVLQLHPWAAELTPEDEEPDFEAGTPNSSPPLTRFMNVAFMHVVEPYIPETIVNRNHTIYEVMESLAARKVEKWKLDSLPDSLFDFLVCCQRLKQIFLKEQEAPAVDRFHMLAVPQFPGNSNPADVVMRDGSKNCTLM

	TRINITY_DN43602_c0_g1::TRINITY_DN43602_c0_g1_i1::g.104726::m.104726
	gi|657587916|ref|XP_008298272.1|
	 PREDICTED: transmembrane protein 41B [Stegastes partitus]
	24.5
	MAKKRRERRETDGLLAQEEVKAAVTDSQQLKEAQHNVGGSARMSLLILFSIFACSASVMYLVYRNFPELPDDEMEKIKIPKDMDDAKALGTVLSKYKDTYYTQVLVAYFATYIFLQTFAIPGSIFLSILSGYLYPFPLALFLVCLCSGLGASFCYMLSYLVGRPMVYKYLTERAQKWSQQVDKHRDHLINYIIFLRITPFLPNWFINITSPVINVPLGVFFIGTFLGVAPPSFVAINAGTTLYKLTTAGEAVSWNSLAVLGVLAVLSILPVCFQKKLQQKLE

	RRRRRTRINITY_DN56848_c0_g1::TRINITY_DN56848_c0_g1_i1::g.42584::m.42584
	NA
	NA
	20
	HQKATEQVEQEATETCVSQSLEEAQRDDKEAVTVVTKGRAHGQELKQFAQPVQTFPFQAEVVPLIKGADVLKRIEDLAPGDPAYFGWRYFVGSSIINQIAKSHLTLGAHITGDLLGMSDTNLLLPTVLTIYKAGSWPKLLGMAWDETDGGINDLILDFKEMMELQDAVDGATYDVVEDAGLGRVLGEANQSCTVTVHAGWAKLLQISFTGVGGSGGTILVRKDSSSDRCLGGANVLASLATSAVYPISAAEAHSVLEPKHSVEYETLTLFEALSGQKWPPVAAWVEDGPAFHTVESGCDMVVGSVDRGLIVPFESDSDTMVSMPDKRLKLLKAGYGGRMSIDLPNLSAAHVKILVESPSSVAPVTVEDTYRLVGNTGYQDIVWASMCSQLRSPSSCVHRRCCVSCGARALAKTSGAVKSGLLCLLRASAM

	TRINITY_DN45645_c0_g1::TRINITY_DN45645_c0_g1_i1::g.97043::m.97043
	NA
	NA
	36.2
	MPNTKTPPLKTPPRSLKTSTTRNQKTSASARLPVSCSSSGRSFCLRQVSPRSPILHRCCPDLQGRKRRPRPRPGSPLPPPPPAVQLKTLQPRSPRTAPNRTVTRARRPEPPPPQQPPPPPPRQTNRRPPAARSRPRGRRKK

	RRRRRTRINITY_DN110183_c0_g1::TRINITY_DN110183_c0_g1_i1::g.129779::m.129779
	NA
	NA
	47
	TATTTAATAAATTATTAATATTTAATAAATTATTAATATTTAAAATAATANHTPEEQGSCGAPPKRAPAAGPGPDQLRPDSSQAAAAAGPQLCLTRPGASGHQVHQVHQVHQVHQVH

	TRINITY_DN50760_c0_g1::TRINITY_DN50760_c0_g1_i1::g.121839::m.121839
	gi|734594222|ref|XP_010735607.1|
	 PREDICTED: cation transport regulator-like protein 2 [Larimichthys crocea]
	25
	MWVFGYGSLIWKVDFPYEEKRIGYIKGFSRRFWQGSTDHRGVPGKPGRVVTLVEDPEGCVWGVAYKLPTGREQEVKSYLDYREKGGYQVITVTFHPRPPLVPPPNQTLLYIGSQDNPDYLGPAPLEEIANQIVSSTGPSGQNTEYLFQLADAVRTILPEDLDAHLFSLETLVRERLQSVQKHSHSQTG

	TRINITY_DN27493_c0_g1::TRINITY_DN27493_c0_g1_i1::g.5557::m.5557
	NA
	NA
	25.7
	METFTDTCTCRTCTPREQTTSQAPVCQSLPVTSLAAVLSSVRWRSTNTTTTPCTDMFAAPAVAPCQVPGSWTFTFRSGTTLSSLSSPRGRTCTSVWWKAVDRSSGQVNTGKTI

	RRRRRTRINITY_DN52176_c0_g1::TRINITY_DN52176_c0_g1_i2::g.68765::m.68765
	NA
	NA
	27.3
	RSFDCLDSEALMDLRQVGATLQQSCVFSLQHLQPLAGAVGEDVTLFCQLLKVIVDCLCLRPEMFLRLLFAPAFGAFQLSTFGFLTQNTQKHSVFSCHHHLHVTLGVKDGTILLELLQHLVYREGRQSMLLIFTLVPRSVDLADQQSFVQVFESHTFSSRQCILHSECYTTETLVHRHLPRHRD

	RRRRRTRINITY_DN14691_c0_g2::TRINITY_DN14691_c0_g2_i1::g.71346::m.71346
	NA
	NA
	24.1
	PQFAEDKSLQLHKWRRIAVKYKETGSTEGFVRRITVRMLTVTNDQNESLVLDLTDGVKVTKSKKILKRGNLRLKNDYFADEIKNRSIDLGAKMILDYRFSQVYKEIDKYDKPQNPDEDGEVEYDSDEPDKEDEDEEETQQATRATGKKKSSKFRLHHVSWSRVPDRGHLVLRHCGSAPFASCGWLQRTHISRPCWETQMLGYGAALLHRSNLRGLQRMALAQVVLNQM

	TRINITY_DN37702_c0_g3::TRINITY_DN37702_c0_g3_i2::g.77697::m.77697
	NA
	NA
	31.2
	VCVCVCVCVCVCVCVFTVLEQRKSKTLMFSQRYLSLSPSLPLSPSEKILSSHMKNQDEGTDVLQIVVLFFGLSGPGHVVIVVFKQTPSSFWRISFSWRQLEHLEHLEQVQSPPVSPLVCSSSFSLHWQRQQLSSPSSL

	TRINITY_DN19292_c0_g1::TRINITY_DN19292_c0_g1_i1::g.3547::m.3547
	NA
	NA
	35.7
	MWRRRCLHCCVAAQRDAGSRRTTPRTHSPLSLTDPRPLPRLRRLRSSRCSRLLLSSRRLRPRPHRHPLPLYTPPPPLPPLLLLLPPLPPLHHPPASPLPLCSPGSRCLCRSL

	TRINITY_DN16613_c0_g1::TRINITY_DN16613_c0_g1_i1::g.103829::m.103829
	gi|808887656|gb|KKF33984.1|
	 hypothetical protein EH28_05835 [Larimichthys crocea]
	26.6
	QMRHTAHELRVTLDHVLQGGEPSVAPPNSQDEALSFLTEPEVEMRAVHNIPEDDLNFLFLAENLRVPKNLYERISEIADYKKYTSALLMILFDRETLATHSLQGRRNTFTGEDCHKPQLPPDILRSIIDHVAAKFGVDCSQIKTAIRTKLNNEDKLLKKRLGVGKAENKPSADQSFCQEASLLP

	RRRRRTRINITY_DN54116_c0_g2::TRINITY_DN54116_c0_g2_i1::g.17246::m.17246
	NA
	NA
	16.6
	LVVRDTPRDSSEGSHFCLLSAVVLSVTAIFSPQLWDEGTTQEERTDVSCMEYRRVAHQVHCLLISGRFTASNFPKTCIHSDLGPSRCRGSILKKRVQSSPIPAVIGGRALVPEHWPPQGQPGGGVDAEAEAGSGSAGARESLSSLSISISLSPTISGSVTSGCSMSPNSFASTVSSIISKALSFFISAILARPSPSRCFARSSKESAMLSFGQTAMM

	RRRRRTRINITY_DN4698_c0_g1::TRINITY_DN4698_c0_g1_i1::g.864::m.864
	NA
	NA
	14.7
	DLCVYPLINLRSEDGHPDLSICETWDYWNGKTDYCGNVGSWHQAHLRSLDQDNVERSVGPLDKAPQEAALVHTKKADKSRHDEKKLFETMFFHASPTHAGSSTLVNSQQSLYSQIIESRSLEKWDTQQFPSPPVPPNQKPQESREPEPRHEPQPRVEGDQCSDKLFSTKIQGTVPDFTLRRDKLRVPKTGDDVTQGDLNVVYDKPRYKQRKRKGTSGVAGDDELSATDSAPSATSNKKCLPRSQSDSDASWLGDTHLGQVCVNLAQPSPGLGSTDVSGPRLAPSSLRPPESQAQPATQQ

	RRRRRTRINITY_DN20669_c0_g1::TRINITY_DN20669_c0_g1_i1::g.83915::m.83915
	NA
	NA
	17.5
	WAQTQPQPQMQPPAYSPRMHAYGPAEVLPGTQAWQPLAQVAPHAQSQLAQHTEPHYPAPIPHRQQPTWVGTQTPSQTQPYGQPYLQPQAAAQPYPVSIPSSTRVQTWTQLQGQSPHGPQQVLAQAHTSYQTPAGPQVQTHHQPLPQGQSTWVMPQVQTQPHVLPQPHTQVQAMSQVQTQPHAKPQPHTQVHAMSQVQTQPHAKPQPHTQVHA

	TRINITY_DN97605_c0_g1::TRINITY_DN97605_c0_g1_i1::g.27609::m.27609
	gi|317419749|emb|CBN81785.1|
	 DNA-dependent protein kinase catalytic subunit [Dicentrarchus labrax]
	40.2
	LRLRRRFLKDQEKVSINYAQKEIRQQRQKKEDKADERLKKEAQVTLYRNYRVGDFPDIQIPYSSLIAPLQALAQKDPILAKQLFSSLFAGILQEVDKDKPAE

	TRINITY_DN58331_c1_g1::TRINITY_DN58331_c1_g1_i1::g.46034::m.46034
	NA
	NA
	11.9
	MSVGGEDVPHAPGAAVGSEVRAPLRVLVRDSDPELRPVVHLHLPVVTTSDRDQIPQDGHTPAEGAVVEGHGADGQLLVSVEDGESVLGDGQTGMSRVLQQVEERSCCGDGDDITPVAGPADVDRPDGDEVAASGLQLDQTLTGRHGNDGLGDVALSAVGPQLAQLHCVRVHRVGVS

	TRINITY_DN43949_c0_g2::TRINITY_DN43949_c0_g2_i1::g.101517::m.101517
	NA
	NA
	25.2
	MGTKEFDVDVTAATVTSSSSSSLFFFFLFFSPPSGVTASSSSVTAATATASSSFFFFFLFFSPPPFSSSSSGGRTTSSSSFLFFFFFFLFSSPSLFCSSSSSSGGRTTSSFSSSSSFLFFFFFFLFFSPPPFSSSSSGG

	RRRRRTRINITY_DN78144_c0_g1::TRINITY_DN78144_c0_g1_i1::g.94632::m.94632
	NA
	NA
	34.3
	TVLCEHSVLVEPCAPLSLGQHHVQVELGQPNGQHCPVVPLCRGQLVLPFALPWLNVPAELTAQSPPLRPGSRVVPGLLVPPCFPCFLIEQSPQALPLSP

	RRRRRTRINITY_DN62534_c0_g1::TRINITY_DN62534_c0_g1_i1::g.97702::m.97702
	NA
	NA
	26.1
	KPLEDETTLRFYGSMGFRFVIDMPKDAQGAKVSQKPADSKIPTLTLKVEKGRSAATIRYAESTFSVDPSKSVESKRVPGTFVVGNCMKNVYLSALHLEPGEPMKIFTHWVLFLSRQQYVQLHIVGFTCTELTCHNDQE

	RRRRRTRINITY_DN48872_c0_g1::TRINITY_DN48872_c0_g1_i1::g.72600::m.72600
	NA
	NA
	13.5
	PNSSASSSSSAASSSVAQVNGYRPECYSNDDASVSLHDLFYLIVCADPNLEFWVVAARWVPYCLDHTRGVLSLVRCFDYGVQQPADLSSPRWSVAPASPTPAPLAVPVHPGRTAQLLEGEGDRGHLGAEDNSFTTLRDLADALLRSGPDLQLSVRWGVGVGVDLHECDSAGRLLDVVGPLQHLLLDPSWDSRHAAWVAGRTWVSAWAWVTRRSRGSGGPSGHTWVVRPRVVLSRWPWM

	TRINITY_DN86315_c0_g1::TRINITY_DN86315_c0_g1_i1::g.26591::m.26591
	gi|734637300|ref|XP_010747330.1|
	 PREDICTED: ubiquitin carboxyl-terminal hydrolase CYLD-like isoform X1 [Larimichthys crocea]
	24.3
	KFVEAPSCLLLLMPRFGKDFKMFDAILPSLSLDITDLLDDTLRQCSICQAVAEWECLQCYEDPDITPGRLKQYCATCNTQVHSHRKRSSHGPVKVRVPDGPWTGPLHCTRQ

	TRINITY_DN80726_c0_g1::TRINITY_DN80726_c0_g1_i1::g.98561::m.98561
	gi|657532668|ref|XP_008305048.1|
	 PREDICTED: baculoviral IAP repeat-containing protein 6 isoform X7 [Stegastes partitus]
	22.5
	HEFLSRLQVHLSSTCPQMFSEFLLKLMHILSTERGPFQSGQGPLDAQVKLLEFTLEQNFEVVSVATISAVIESITFLVHHYITCSDKVVSRSGSDSSVGARACFGGLFANFIRPGDAKAV

	TRINITY_DN78259_c0_g1::TRINITY_DN78259_c0_g1_i1::g.26075::m.26075
	gi|542199074|ref|XP_005473880.1|
	 PREDICTED: monoacylglycerol lipase ABHD12 isoform X2 [Oreochromis niloticus]
	18.4
	MKRRAVGQTDPSPGPSEVQRAGAEDSAQGQPETESRWWLKRGLLAASVIFILVPISLRILPELIQHLVYTHRIRLPFFADLSRPADLSLNHTINMYLTSEEGISLGVWHTVPESQWKEAQGKDLAWYQNTLSDGSPVFIYLHGNTGT

	TRINITY_DN76008_c0_g1::TRINITY_DN76008_c0_g1_i1::g.94422::m.94422
	gi|657587270|ref|XP_008297918.1|
	 PREDICTED: WD repeat and FYVE domain-containing protein 1 [Stegastes partitus]
	9.6
	KKKKKNTKQTMAAEIHSRPQTARPVLLNKIEGHSDAVNAAVLIPKEDGVITVSEDRTIRVWLKRDSGQYWPSIYHTVSSPCSCMSYHHDSRRIFIGQDNGAVVEFLISEDFNKMNHVKTYPAHQNRVSDMVFSLESEWVVSTGHDKSVSWMCTQSGSMLGRHYFTAWASCLQYDHETQHAFVGDYSGQITLLKLEKQ

	TRINITY_DN54250_c0_g1::TRINITY_DN54250_c0_g1_i1::g.39997::m.39997
	NA
	NA
	17.1
	MFTGINTYLTRLHQQLQVYVLECVLGCVLECVSVCVLWSAVSAASVPAACCSANMSVSFSSRTGSLDSAAACSLAAAAPLLLRTTPSDSNTFPVSSNTVDSSTSPRRCSSENLSTNL

	TRINITY_DN42444_c0_g8::TRINITY_DN42444_c0_g8_i1::g.80898::m.80898
	NA
	NA
	15.2
	SAFILKIKLFRVIAFIILYGIHSHRKIQSERSSSASVRVFFFQSFFSPKGKRRSEFSYFPQHLNAASHLNSLPPPPWSVGFGESVDACRDHQLMVPHLPLQEGLQLVDVHLRNNGPRGDEHPEHRVDPLQRHGVEVGQHGLDVGPEQLQLLLPLLRLGGGVGVSLLVAVDQHHSSLHLLLGRARLHHVVPP

	TRINITY_DN36663_c0_g3::TRINITY_DN36663_c0_g3_i3::g.7766::m.7766
	gi|734635203|ref|XP_010746177.1|
	 PREDICTED: C-C motif chemokine 24 [Larimichthys crocea]
	13.1
	MRFCLATLVCIATWMSSVQANNGQNCRCLGVSTTRPRVQRIKNYTIQPEGLCPVKAVVFFMLSEKIVCSDPNRDWVKNAMKKVDKDTMVPPVMEEEEQVSTTVMQKVDTETTVPPVIEKKEEVSTTVMQKVDTETTVPPVKEEKEEVSTTVMQKVDTETTVPPVTEKKEHVSTTAMQKVDTDLVVPPVIEEKEKESSIV

	TRINITY_DN28462_c0_g2::TRINITY_DN28462_c0_g2_i1::g.70660::m.70660
	gi|1012770260|gb|JAR44010.1|
	 hypothetical protein [Fundulus heteroclitus]
	17.7
	SHHVLGIKHLLSELGDCKGTVLLAAPAGQWSKARHEEVQTRERHHVDSQFAEISIELTGEAQASGDSAHGSGHQVVKVSIGGCGQFESAEADVVQSLVVDAVGLVCVLHQLVD

	TRINITY_DN23496_c0_g1::TRINITY_DN23496_c0_g1_i1::g.4626::m.4626
	gi|657576750|ref|XP_008292170.1|
	 PREDICTED: proteasome subunit beta type-5 [Stegastes partitus]
	9.6
	LGALRGPAAMTQINVPGFTRRKRLVHQTVTKMALASVLNSDCADFSFDKCQPFGFGCGAEQSGLGFDATPGDSLSFSVKNPLCAGGDDGVERKIEFLHGTTTLAFKFQHGVIVAVDSRATAGSYIASQTVKKVIEINPYLLGTMAGGAADCSFWERLLARQCRIYELRNKERISVAAASKLLANMVYQYKGMGLSMGTMVCGWDKRGPGLYYVDSEGNRVCGDLFAVGSGSMYAYGVMDSGLRQDLSVEEACELGRRAIYQATYRDAYSGGQVNLYHVHSEGWTRVSQEDVLMLHQQYKDQA

	RRRRRTRINITY_DN57102_c1_g2::TRINITY_DN57102_c1_g2_i1::g.126058::m.126058
	NA
	NA
	26.4
	SGGAGLGSGGGGTTIIGVGGGGTSGTAGTAGLTSTDTPQWVSYSGTKGGMCIMAWPLPPTGPPGGVCTLLSSLMSPLRCDSRLLSPTCVTALPTHPAQQLGMTPCTTVAM

	RRRRRTRINITY_DN52888_c0_g1::TRINITY_DN52888_c0_g1_i1::g.15129::m.15129
	NA
	NA
	11.2
	LTNYNLPKWAFRQCYFLTGCRLATQTDRCRYSALTCPDVVAAEQGNCLQILSCIAQPTAYSLVADMVSKSFEGIITECQDRYSSPFIHCIEELLNIVATETREKPLLDELTKVLFLCFSCQTQPSANESTGAAQLAANVFYSLMKDQKGCSGCLGIMKCVQDPKAITSIFNIALPFMKELEDKCLKATAPPGPLHDCVSELGNMIKKQIDANSLLDVLLEIIKTCDQCVDGNPRTAEPVTQLSDAHLTLANCHLGISLFLLFTLLAM

	RRRRRTRINITY_DN49941_c0_g1::TRINITY_DN49941_c0_g1_i1::g.117740::m.117740
	NA
	NA
	17.9
	DLIRDGPRNWRWGELQQHETYQLRRDHFVVRIISKVMKGTIEPLEGIKRNDLMRIEYSQGQNLYTLTEDHLKVAPSTAACLVYQFPLIKNDTDPPLNSEEQKFIPLALVDSMSYAGAGLEQGIGSLSADFDQVLGSEIVEDTLPLKLAWAM

	RRRRRTRINITY_DN102801_c0_g1::TRINITY_DN102801_c0_g1_i1::g.139401::m.139401
	NA
	NA
	26.3
	LVHAWDFYHLVWVSGEGLRGHHLASQRLLPPLQLLRSSCRLHVADGSTEVLVPDVGHGVILSPLDSGVHSTDARHGGVDRRPLSVGESPVLHRVALLRLHGDQLLSLAQGDVLQLLLG

	TRINITY_DN75480_c0_g1::TRINITY_DN75480_c0_g1_i1::g.94369::m.94369
	gi|958251808|gb|JAO40423.1|
	 VIGLN, partial [Poeciliopsis prolifica]
	14.7
	VAIPQRYHRAIMGPKGCRIQHITREHEVQIKFPERDDSASGQEPPPQENGEVSPEAEFVPRKCDIITISGRAEKCEPAKAALLALVPITEDVEVSYELHRYIIGQKGSGIRKMMEEYEVNIWVPQPEKQLDVIKVTGLVANVDRAKLGLA

	TRINITY_DN49988_c0_g1::TRINITY_DN49988_c0_g1_i1::g.117669::m.117669
	NA
	NA
	13.4
	MLVWWMSRLALTNTFITFPSLKYVLRVSLKLLEYFTNSFFCCSSARLFRYWYFLKTVLTVSSSSFMALAMSLMVCRKRTLSLISRGMVLRMCLRARALSFSSWNSGSRLSIMNSGTSSAAMRSSDSL

	RRRRRTRINITY_DN89119_c0_g1::TRINITY_DN89119_c0_g1_i1::g.95393::m.95393
	NA
	NA
	15.6
	IWPRLLILTFSVKVNFQEASDVGGGIKVQFSFSVSICVKGTSSFSMVSTESLPFYVQSTIFLIVPFVDDATCSSVTVRKGSGGVGVGCGSPQEAPQMAPITIPQRTTIA

	RRRRRTRINITY_DN22990_c1_g1::TRINITY_DN22990_c1_g1_i1::g.52719::m.52719
	NA
	NA
	11.3
	EVTIASAPVATYQPIYTGQMPAAAAAPMYTGTTGLSLHNMQQTLPAMVSSPHLSLSPEIAAAPTIVAGTPQMVYQQHPMWSTSQVQYTSVPSAAIFPTISTQAIMRNTSISYPSSYFGNQMATPDYTLAMGSEGERTWPRGNQPYKVQTQRKKQGGDAFK



*ORF code output from TransDecorder is shown.
** The gene ID or the definition  (including name of protein and specie) of top-hit gene is shown.
***The color of character indicates the peptide confidence; green, yellow and red means the peptide confidence is ≥95%, <95% ⋏ ≥50% and <50% respectively.
