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766 nombiningHtranscriptomeHassembliesHfromHmultipleHdeHnovoHassemblersHinHtheHalloUtetraploidHplantH
yicotianaHbenthamianaVH2014THdTHedYbba 108

765 renomicHáakeoverHbyHáransposableHplementsHinHtheHStrawberryHPoisonHqrogVH2018TH[_THZdY[UZdZb 27

764 áemporalHgenomicHevolutionHofHbirdHsexHchromosomesVH2014THY]THZ_X 31

763 pvaluationHofHdeHnovoHtranscriptomeHassembliesHfromH ylUSeqHdataVHGenomesBiologyTH2014THY_TH__[ 18.3 170

762 –ualityHcontrolHofHnextUgenerationHsequencingHdataHwithoutHaHreferenceVH2014TH_THYYY 38

761 oeHnovoHtranscriptomeHassembliesHandHannotationHforHpacifieHwhitelegHshrimpVH2014TH

760 oataHaccessHforHtheHYTXXXHPlantsHPYvPQHprojectVH2014TH[THYb 403

759 PhylogenomicsHresolvesHtheHtimingHandHpatternHofHinsectHevolutionVH2014TH[]aTHba[Ub 1489

758 lnalysisHconsiderationsHforHutilizingH ylUSeqHtoHcharacterizeHtheHbrainHtranscriptomeVH2014THYYaTHZYU_] 3

757 xultiplexHsequencingHofHpooledHmitochondrialHgenomesUaHcrucialHstepHtowardHbiodiversityHanalysisH
usingHmitoUmetagenomicsVH2014TH]ZTHeYaa 188

756
tdentificationHandHcharacterizationHofHnYPbdoYaHandHnYPbYlyZ]HcatalyzingHtheHfirstHandHsecondH
stepsHinHwUphenylalanineUderivedHcyanogenicHglycosideHbiosynthesisHinHtheHuapaneseHapricotTHPrunusH
mumeHSiebVHetHZuccVH2014THcaTHZY_UZ[

38

755 wá HretroelementsHareHintrinsicHcomponentsHofHtranscriptionalHnetworksHinHfrogsVH2014THY_THaZa 4

754 áranscriptomeHprofilingHandHcomparativeHanalysisHofHPanaxHginsengHadventitiousHrootsVH2014TH[cTHZbcUcc 48

753 tntegrativeHworkflowsHforHmetagenomicHanalysisVH2014THZTHbX 28

752 nombinedHdeHnovoHandHgenomeHguidedHassemblyHandHannotationHofHtheHPinusHpatulaHjuvenileHshootH
transcriptomeVH2015THYaTHYX_b 34

751 xicrofluidicHPn UbasedHtargetHenrichmenteHlHcaseHstudyHinHtwoHrapidHradiationsHofHnommiphoraH
PmurseraceaeQHfromHxadagascarVH2015TH_[TH]YYU][Y 19

750 zmicsHlnalysisHandHoatabasesHforHPlantHScienceVH2015THY_XUY_d 2
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749 oeHnovoHtranscriptomeHassemblyHdatabasesHforHtheHcentralHnervousHsystemHofHtheHmedicinalHleechVH
2015THZTHY_XXY_ 15

748 oraftHgenomeHofHtheHmostHdevastatingHinsectHpestHofHcoffeeHworldwideeHtheHcoffeeHberryHborerTH
sypothenemusHhampeiVH2015TH_THYZ_Z_ 44

747 áranscriptomesHofHparentsHidentifyHparentingHstrategiesHandHsexualHconflictHinHaHsubsocialHbeetleVH
2015THaTHc]]d 61

746 á êqleHlHêserUqriendlyHWebHServerHforHdeHnovoH ylUseqHlnalysisHêsingHnlusterHnomputingVH2015TH
YYTHdbUYX] 30

745 seuristicHpairwiseHalignmentHofHdeHmruijnHgraphsHtoHfacilitateHsimultaneousHtranscriptHdiscoveryHinH
relatedHorganismsHfromH ylUSeqHdataVH2015THYaHSupplHYYTHS_ 4

744 renomeHofHtheHfacultativeHscuticociliatosisHpathogenHPseudocohnilembusHpersalinusHprovidesH
insightHintoHitsHvirulenceHthroughHhorizontalHgeneHtransferVH2015TH_THY_]bX 33

743 zptimizingHandHbenchmarkingHdeHnovoHtranscriptomeHsequencingeHfromHlibraryHpreparationHtoH
assemblyHevaluationVH2015THYaTHdbb 56

742 sighHqualityHdraftHgenomicHsequenceHofHqlavobacteriumHenshienseHovadPáQHandHcomparisonHamongH
qlavobacteriumHgenomesVH2015THYXTHdZ 1

741
qirstHcompleteHmitochondrialHgenomeHofHtheHSouthHlmericanHannualHfishHlustrolebiasHcharruaH
PnyprinodontiformeseH ivulidaeQeHpeculiarHfeaturesHamongHcyprinodontiformsHmitogenomesVH2015TH
YaTHcbd

4

740 pcoUgenomicHanalysisHofHtheHpolewardHrangeHexpansionHofHtheHwaspHspiderHlrgiopeHbruennichiH
showsHrapidHadaptationHandHgenomicHadmixtureVH2015THZYTH][ZXU[Z 41

739 áranscriptionHanalysisHofHneonicotinoidHresistanceHinHxediterraneanHPxpoQHpopulationsHofHmVHtabaciH
revealHnovelHcytochromeHP]_XsTHbutHnoHnlnh HmutationsHassociatedHwithHtheHphenotypeVH2015THYaTHd[d 36

738 áheHoriginHandHgeneticHdifferentiationHofHtheHsociallyHparasiticHaphidHáamaliaHinquilinusVH2015THZ]TH_b_YUaa 7

737 n nolUUnomprehensiveHresourcesHforHcancerHyrSHdataHanalysisVH2015THZXY_TH 3

736 sighUthroughputHmonitoringHofHwildHbeeHdiversityHandHabundanceHviaHmitogenomicsVH2015THaTHYX[]UYX][ 97

735
áranscriptomeHnharacterizationHforHyonUxodelHpndangeredHwycaenidsTHProtantigiusHsuperansHandH
SpindasisHtakanosisTHêsingHtlluminaHsiSeqHZ_XXHSequencingVHInternationalsJournalsofsMoleculars
SciencesTH2015THYaTHZdd]cUbX

6.3 7

734 áheHtranscriptomeHofHequineHperipheralHbloodHmononuclearHcellsVH2015THYXTHeXYZZXYY 14

733 lnHimprovedHfruitHtranscriptomeHandHtheHidentificationHofHtheHcandidateHgenesHinvolvedHinHfruitH
abscissionHinducedHbyHcarbohydrateHstressHinHlitchiVHFrontierssinsPlantsScienceTH2015THaTH][d 6.2 34

732 mermudaVH2015TH
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731 PhylogeneticHrelationshipHofHsomeHJaccessoryJHhelicasesHofHplantHpositiveUstrandedH ylHviruseseH
towardHunderstandingHtheHevolutionHofHtripleHgeneHblockVH2015THaTH_Xc 20

730  ylUSeqHoataHlnalysisHforHStudyingHlbioticHStressHinHsorticulturalHPlantsVH2015THYdbUZZX 2

729 menchmarkHanalysisHofHalgorithmsHforHdeterminingHandHquantifyingHfullUlengthHm ylHspliceHformsH
fromH ylUseqHdataVHBioinformaticsTH2015TH[YTH[d[cU]_ 7.2 63

728 parlyHtranscriptionalHeventsHlinkedHtoHinductionHofHdiapauseHrevealedHbyH ylseqHinHlarvaeHofH
drosophilidHflyTHnhymomyzaHcostataVH2015THYaTHbZX 60

727 renomeHsequencingHofHherbHáulsiHPzcimumHtenuiflorumQHunravelsHkeyHgenesHbehindHitsHstrongH
medicinalHpropertiesVH2015THY_THZYZ 60

726 sighlightsVH2015THYXZTHYXXdUYXYX

725 yextUrenerationHSequencingHPyrSQHáoolsHandHtmpactHinHPlantHmreedingVH2015TH_a[UaYZ 3

724 oeHnovoHtranscriptomeHassemblyHforHaHnonUmodelHspeciesTHtheHbloodUsuckingHbugHáriatomaH
brasiliensisTHaHvectorHofHnhagasHdiseaseVH2015THY][THZZ_U[d 17

723 oeHnovoHassemblyHandHcomprehensiveHcharacterizationHofHtheHskeletalHmuscleHtranscriptomesHofH
theHpuropeanHanchovyHPpngraulisHencrasicolusQVH2015THZXTHbUd 3

722 oeHnovoHtranscriptomeHassemblyHofHaHfernTHwygodiumHjaponicumTHandHaHwebHresourceHdatabaseTH
wjtransHomVH2015TH_aTHe_ 28

721 lbioticHStressHmiologyHinHsorticulturalHPlantsVH2015TH 10

720 nslPáp H[ečenomsUmasedHorugHoiscoveryeHProteomicHandHáranscriptomicHlpproachesVH2015THcXUda 5

719 PathwaysHassociatedHwithHligninHbiosynthesisHinHlignomaniacHjuteHfibresVH2015THZdXTHY_Z[U]Z 33

718 zptimalHassemblyHstrategiesHofHtranscriptomeHrelatedHtoHploidiesHofHeukaryoticHorganismsVH2015THYaTHa_ 24

717 mridgereHaHnewHframeworkHforHdeHnovoHtranscriptomeHassemblyHusingH ylUseqHdataVHGenomesBiology
TH2015THYaTH[X 18.3 190

716 plucidationHofHtheHgrowthHdelimitationHofHounaliellaHtertiolectaHunderHnitrogenHstressHbyHintegratingH
transcriptomeHandHpeptidomeHanalysisVH2015THYd]TH_bUaa 32

715 zptimizedHdeepUtargetedHproteotranscriptomicHprofilingHrevealsHunexploredHnonusHtoxinHdiversityH
andHnovelHcysteineHframeworksVH2015THYYZTHp[bcZUdY 70

714 áranscriptomeHprofilingHofHinHvitroHlinesHpropagatedHfromHcormHbudHtipHofHelephantHfootHyamH
PlmorphophallusHpaeoniifoliusQHapprovesHcompleteHpotyvirusesHeliminationVH2015THY][TH[a[U[bY 3
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713 áheHevolutionaryHhistoryHofHfernsHinferredHfromHZ_HlowUcopyHnuclearHgenesVH2015THYXZTHYXcdUYXb 114

712 yumerousHtransitionsHofHsexHchromosomesHinHoipteraVH2015THY[THeYXXZXbc 186

711 xaternalHandHzygoticHtranscriptomesHinHtheHappendicularianTHzikopleuraHdioicaeHnovelH
proteinUencodingHgenesTHintraUspeciesHsequenceHvariationsTHandHtransUsplicedH ylHleaderVH2015THZZ_THY]dU_d 17

710 SaccharinaHgenomesHprovideHnovelHinsightHintoHkelpHbiologyVH2015THaTHadca 154

709 áhermophilesHinHtheHgenomicHeraeHmiodiversityTHscienceTHandHapplicationsVH2015TH[[THa[[U]b 89

708 nomprehensiveHanalysisHofHtranscriptomeHresponseHtoHsalinityHstressHinHtheHhalophyticHturfHgrassH
SporobolusHvirginicusVHFrontierssinsPlantsScienceTH2015THaTHZ]Y 6.2 58

707 áheHnervousHsystemHofHβenacoelomorphaeHaHgenomicHperspectiveVH2015THZYcTHaYcUZc 25

706 PeptidomicsHofHnircularHnysteineU ichHPlantHPeptideseHlnalysisHofHtheHoiversityHofHnyclotidesHfromH
čiolaHtricolorHbyHáranscriptomeHandHProteomeHxiningVH2015THY]TH]c_YUaZ 62

705 lnHefficientHtranscriptomeHanalysisHpipelineHtoHaccelerateHvenomHpeptideHdiscoveryHandH
characterisationVH2015THYXbTHZcZUd 12

704 oeHnovoHassemblyHofHtheHnarcinusHmaenasHtranscriptomeHandHcharacterizationHofHinnateHimmuneH
systemHpathwaysVH2015THYaTH]_c 39

703 yovelHinsightsHintoHtheHinsectHtrancriptomeHresponseHtoHaHnaturalHoylHvirusVH2015THYaTH[YX 21

702 oeHnovoHassemblyHandHcharacterisationHofHtheHfieldHpeaHtranscriptomeHusingH ylUSeqVH2015THYaTHaYY 37

701 WeHcanOtHallHbeHsupermodelseHtheHvalueHofHcomparativeHtranscriptomicsHtoHtheHstudyHofHnonUmodelH
insectsVH2015THZ]THY[dU_] 49

700 VH2015TH

699 pxperimentalHoesignHandHmioinformaticsHlnalysisHforHtheHlpplicationHofHxetagenomicsHinH
pnvironmentalHSciencesHandHmiotechnologyVH2015TH]dTHYZaZcU]X 45

698 lnalysisHofHaminoHacidHandHcodonHusageHinHParameciumHbursariaVH2015TH_cdTH[YY[Uc 3

697 renomicHvariantHannotationHandHprioritizationHwithHlyyzčl HandHwlyyzčl VH2015THYXTHY__aUaa 459

696 parlyHgenomeHduplicationsHinHconifersHandHotherHseedHplantsVH2015THYTHeY_XYXc] 167
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695
nharacterizationHofHaHsecondHsecologaninHsynthaseHisoformHproducingHbothHsecologaninHandH
secoxyloganinHallowsHenhancedHdeHnovoHassemblyHofHaHnatharanthusHroseusHtranscriptomeVH2015TH
YaTHaYd

35

694
êseHofHgenomeHsequencingHtoHassessHnucleotideHstructureHvariationHofHStaphylococcusHaureusH
strainsHculturedHinHspaceflightHonHShenzhouUβTHunderHsimulatedHmicrogravityHandHonHtheHgroundVH
2015THYbXTHaYUc

10

693 tdentificationHandHdistributionHofHStqamideHinHtheHnervousHsystemHofHtheHdesertHlocustHSchistocercaH
gregariaVH2015TH_Z[THYXcUZ_ 16

692 áheHcompleteHmitochondrialHgenomeHofHtheHrubyUtopazHhummingbirdHnhrysolampisHmosquitusH
throughHtlluminaHsequencingVH2016THZbTHbadUbX 2

691 SeqoeveHlnHllgorithmHforHnonstructingHreneticHplementsHêsingHnomparativeHlssemblyVH2016THZaTHYX_UYZY

690 VH2016TH 6

689 renerationHandHnharacterisationHofHaH eferenceHáranscriptomeHforHwentilHPwensHculinarisHxedikVQVH
InternationalsJournalsofsMolecularsSciencesTH2016THYbTH 6.3 33

688 áranscriptomicHProfilingHêsingHyextHrenerationHSequencingHUHldvancesTHldvantagesTHandH
nhallengesVH2016TH 4

687 PseudoU eferenceUmasedHlssemblyHofHčertebrateHáranscriptomesVH2016THbTH 2

686 tnteractiveHknowledgeHdiscoveryHandHdataHminingHonHgenomicHexpressionHdataHwithHnumericHformalH
conceptHanalysisVH2016THYbTH[b] 6

685 minPackereHPackingUmasedHoeHyovoHáranscriptomeHlssemblyHfromH ylUseqHoataVH2016THYZTHeYXX]bbZ 91

684 oeHyovoHáranscriptomeHlnalysisHofHtheHnommonHyewHZealandHStickHtnsectHnlitarchusHhookeriH
PPhasmatodeaQH evealsHrenesHtnvolvedHinHzlfactionTHoigestionHandHSexualH eproductionVH2016THYYTHeXY_bbc[ 11

683 oeHyovoHáranscriptomesHofHqorsythiaHkoreanaHêsingHaHyovelHlssemblyHxethodeHtnsightHintoHáissueUH
andHSpeciesUSpecificHpxpressionHofHwignanHmiosynthesisU elatedHreneVH2016THYYTHeXYa]cX_ 17

682 sighUthroughputHsequencingHandHdeHnovoHtranscriptomeHassemblyHofHSwertiaHjaponicaHtoHidentifyH
genesHinvolvedHinHtheHbiosynthesisHofHtherapeuticHmetabolitesVH2016TH[_THZXdYUYYY 26

681 árans ateeHreferenceUfreeHqualityHassessmentHofHdeHnovoHtranscriptomeHassembliesVH2016THZaTHYY[]U]] 406

680 reneHcoevolutionHandHregulationHlockHcyclicHplantHdefenceHpeptidesHtoHtheirHtargetsVH2016THZYXTHbYbU[X 41

679 oraftHrenomeHSequencesHofH hodosporidiumHtoruloidesHStrainsHlánnHYXbccHandHlánnHYXa_bHwithH
nompatibleHxatingHáypesVH2016TH]TH 16

678 nompleteHrenomeHSequenceHofHaHxarineHmacteriumTHPseudomonasHpseudoalcaligenesHStrainHSYTH
withHsighHxercuryH esistanceHandHmioaccumulationHnapacityVH2016TH]TH 2
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677 PositiveHSelectionHinH apidlyHpvolvingHPlastidUyuclearHpnzymeHnomplexesVH2016THZX]THY_XbUY_ZZ 44

676 renomeHSequenceHofHPandoraeaHspVHtSávmTHaHwigninUoegradingHmetaproteobacteriumTHtsolatedHfromH
 hizosphericHSoilVH2016TH]TH 13

675 nompleteHmitochondrialHgenomesHofHtheHwaotianH ockH atHPQHconfirmHdeepHdivergenceHwithinHtheH
speciesVH2016THYTH]bdU]cZ

674 áheHpvolutionHofHtheHqáWáqwYHrenesHinHlmaranthaceaeHandHáheirHpxpressionHPatternsHinHtheHnourseH
ofHčegetativeHrrowthHandHqloweringHinHnhenopodiumHrubrumVH2016THaTH[Xa_U[Xba 9

673 wazereHoistributedHmemoryUefficientHassemblyHofHlargeUscaleHgenomesVH2016TH 3

672 lnalysisHofHethanolHfermentationHmechanismHofHethanolHproducingHwhiteUrotHfungusHPhlebiaHspVH
xrUaXHbyH ylUseqVH2016THYbTHaYa 17

671 lHnewHmethodHforHdecontaminationHofHdeHnovoHtranscriptomesHusingHaHhierarchicalHclusteringH
algorithmVHBioinformaticsTH2017TH[[THYZd[UY[XX 7.2 12

670 pvolutionHofHnhemosensoryHreneHqamiliesHinHlrthropodseHtnsightHfromHtheHqirstHtnclusiveH
nomparativeHáranscriptomeHlnalysisHacrossHSpiderHlppendagesVH2017THdTHYbcUYda 31

669 SingleUcellHán seqeHpairedHrecoveryHofHentireHáUcellHalphaHandHbetaHchainHtranscriptsHinHáUcellH
receptorsHfromHsingleUcellH ylseqVH2016THcTHcX 74

668 áheHlsianHarowanaHPScleropagesHformosusQHgenomeHprovidesHnewHinsightsHintoHtheHevolutionHofHanH
earlyHlineageHofHteleostsVH2016THaTHZ]_XY 66

667 oifferentialHtranscriptionalHresponsesHtoHpbolaHandHxarburgHvirusHinfectionHinHbatHandHhumanHcellsVH
2016THaTH[]_cd 30

666 nanineHgenomeHassemblyHcorrectionHfacilitatesHidentificationHofHaHxlPdHdeletionHasHaHpotentialHageH
ofHonsetHmodifierHforH Pr tPYUassociatedHcanineHretinalHdegenerationVH2016THZbTHZ[bU]_ 17

665 yextUgenerationHbiologyeHSequencingHandHdataHanalysisHapproachesHforHnonUmodelHorganismsVH2016TH
[XTH[UY[ 97

664 oeHnovoHassemblyHofHtranscriptomeHfromHnextUgenerationHsequencingHdataVH2016TH]THd]UYX_ 3

663 mackHtoHsolitudeeHSolvingHtheHphylogeneticHpositionHofHtheHoiazonidaeHusingHmolecularHandH
developmentalHcharactersVH2016THYXXTH_YU_a 17

662  ylUseqHanalysisHinHforestHtreeHspecieseHbioinformaticHproblemsHandHsolutionsVH2016THYZTHY 20

661 áranscriptomeHrevealsHsenescingHcallusHtissueHofHlquilariaHmalaccensisTHanHendangeredHtropicalHtreeTH
triggersHsimilarHresponseHasHwoundingHwithHrespectHtoHterpenoidHbiosynthesisVH2016THYZTHY 10

660 rna–êlSáeHaHqualityHassessmentHtoolHforHdeHnovoHtranscriptomeHassembliesVHBioinformaticsTH2016TH
[ZTHZZYXUZ 7.2 65
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659 áheHinfluenceHofHtrematodeHparasiteHburdenHonHgeneHexpressionHinHaHmammalianHhostVH2016THYbTHaXX 4

658 lnHzverviewHlndHnomparisonHofHáoolsHforH ylUSeqHlssemblyVH2016THZadUZca

657 nomprehensiveHevaluationHofHdeHnovoHtranscriptomeHassemblyHprogramsHandHtheirHeffectsHonH
differentialHgeneHexpressionHanalysisVHBioinformaticsTH2017TH[[TH[ZbU[[[ 7.2 41

656 PostUtranscriptionalHmendingHofHgeneHsequenceseHwookingHunderHtheHhoodHofHmitochondrialHgeneH
expressionHinHdiplonemidsVH2016THY[THYZX]UYZYY 12

655 áheHmitochondrialHgenomeHofHtheHpelagicHchaetognathTVH2016THYTH_Y_U_Ya 2

654 áheoreticalHmodelHofHcircularH ylHpredictionHandHclassificationVH2016TH

653 lnalysisH ylUseqHandHyoncodingH ylVH2016THY]cXTHYZ_U[_ 14

652 SynergiesHandHantagonismsHinHvirusHinteractionsVH2016THZ_ZTHYbaUYdZ 56

651 xolecularHpvolutionHandHqunctionalHnharacterizationHofHaHmifunctionalHoecarboxylaseHtnvolvedHinH
wycopodiumHllkaloidHmiosynthesisVH2016THYbYTHZ][ZU]] 29

650 áranscriptUlevelHexpressionHanalysisHofH ylUseqHexperimentsHwithHstSláTHStringáieHandHmallgownVH
2016THYYTHYa_XUab 2264

649 oeHyovoHáranscriptomeHlssemblyHandHSexUmiasedHreneHpxpressionHinHtheHnyclicalHParthenogeneticH
oaphniaHgaleataVH2016THcTH[YZXU[Y[d 25

648 lHnovelHcodonUbasedHdeHmruijnHgraphHalgorithmHforHgeneHconstructionHfromHunassembledH
transcriptomesVHGenomesBiologyTH2016THYbTHZ[Z 18.3 11

647 oaphniaHmagnaHtranscriptomeHbyH ylUSeqHacrossHYZHenvironmentalHstressorsVH2016TH[THYaXX[X 62

646 oeHnovoHsequencingTHassemblyHandHanalysisHofHeightHdifferentHtranscriptomesHfromHtheHxalayanH
pangolinVH2016THaTHZcYdd 9

645 áranscriptomeHprofilingHofHtwoHoliveHcultivarsHinHresponseHtoHinfectionHbyHtheHnooi zHstrainHofH
βylellaHfastidiosaHsubspVHpaucaVH2016THYbTH]b_ 73

644 renomeHSequenceHofHnarbonHoioxideUSequesteringHSerratiaHspVHStrainHtSáoX]HtsolatedHfromHxarbleH
xiningH ocksVH2016TH]TH 15

643 Pl  oáUHaHhomologyUbasedHstrategyHtoHquantifyHandHcompareH ylUsequencingHfromHnonUmodelH
organismsVH2016THYbTH_Y[ 5

642 ProeHaHpangolinHgenomeHhubHforHtheHresearchHcommunityVH2016THZXYaTH 5
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641 áheHcompleteHmitochondrialHgenomeHofHhornUnosedHboxfishHPQVH2016THYTHYXXUYXZ 1

640 pvolutionHofHneuropeptidesHinHnonUpterygoteHhexapodsVH2016THYaTH_Y 41

639 oifferentialHm ylHllternativeHSplicingVH2016THYX_UYYd 4

638 tnformedHkmerHselectionHforHdeHnovoHtranscriptomeHassemblyVHBioinformaticsTH2016TH[ZTHYabXUb 7.2 20

637 lHnewHresourceHforHtheHdevelopmentHofHSS HmarkerseHxillionsHofHlociHfromHaHthousandHplantH
transcriptomesVH2016TH]THYaXXXZ] 23

636 tlluminaHnextUgenerationHsequencingHrevealsHtheHmitochondrialHgenomeHofHPzrthopteraeH
áettigoniidaeQVH2016THYTH[aYU[aZ 1

635 xitochondrialHmetagenomicseHlettingHtheHgenesHoutHofHtheHbottleVH2016TH_THY_ 75

634 sighUthroughputHidentificationHofHnovelHconotoxinsHfromHtheHnhineseHtubularHconeHsnailHPnonusH
betulinusQHbyHmultiUtranscriptomeHsequencingVH2016TH_THYb 39

633 yovelHmodesHofH ylHeditingHinHmitochondriaVH2016TH]]TH]dXbUYd 42

632 lnalysesHofHtranscriptomeHsequencesHrevealHmultipleHancientHlargeUscaleHduplicationHeventsHinHtheH
ancestorHofHSphagnopsidaHPmryophytaQVH2016THZYYTH[XXUYc 32

631 xanagementHofHtnsectHPestsHtoHlgricultureVH2016TH 5

630 PlantUserbivoreHtnteractionsHinHtheHpraHofHmigHoataVH2016TH[U]c 2

629 xolecularHevolutionHofHantioxidantHandHhypoxiaHresponseHinHlongUlivedTHcancerUresistantHblindHmoleH
ratseHáheHyrfZUveapYHpathwayVHGeneTH2016TH_bbTHZd[Uc 3.8 14

628 pvaluationHofHpotentialHcandidateHgenesHinvolvedHinHsalinityHtoleranceHinHstripedHcatfishH
PPangasianodonHhypophthalmusQHusingHanH ylUSeqHapproachVH2016THZ_THb_Ucc 23

627 xesophyllHnhloroplastHtnvestmentHinHn[THn]HandHnZHSpeciesHofHtheHrenusHqlaveriaVH2016TH_bTHdX]UYc 20

626 ParallelHtaggedHampliconHsequencingHofHrelativelyHlongHPn HproductsHusingHtheHtlluminaHsiSeqH
platformHandHtranscriptomeHassemblyVH2016THYaTHdYUYXZ 18

625 xitochondrialHcaptureHenrichesHmitoUoylHYXXHfoldTHenablingHPn UfreeHmitogenomicsHbiodiversityH
analysisVH2016THYaTH]bXUd 64

624 lHsurveyHofHbestHpracticesHforH ylUseqHdataHanalysisVHGenomesBiologyTH2016THYbTHY[ 18.3 1203
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623 renomicsHofHtheHhopHpseudoUautosomalHregionsVH2016THZXdTHYbYUYbd 7

622  ylUSeqHidentifiesHSPrsHasHaHventralHskeletalHpatterningHcueHinHseaHurchinsVH2016THY][THbX[UY] 14

621 nompleteHmitochondrialHgenomeHsequenceHofHtheHpelagicHchaetognathTHsagittaHferoxVH2016THZbTH]addU]bXX 3

620 áheHmitochondrialHgenomeHofHtheHwinterHstoneflyHlpteroperlaHtikumanaHPPlecopteraTHnapniidaeQVH
2016THZbTH[X[XUZ 8

619 xitochondrialHgenomeHofHsylaeusHdilatatusHPsymenopteraeHnolletidaeQVH2016THZbTH[db_U[dba 8

618 nompleteHmitochondrialHgenomeHofHSpiniphilusHspinicornisHPnoleopteraeHčesperidaeeHPhilinaeQHandH
phylogeneticHanalysisHamongHnerambycoideaVH2017THZcTHY]_UY]a 2

617 lmphimaseeHlHnewHgenomicHresourceHforHnonUmodelHamphibianHspeciesVH2017TH__THeZ[XYX 1

616 sySleHaHsybridHStructuralHvariantHlssemblyHapproachHusingHnextUgenerationHandHsingleUmoleculeH
sequencingHtechnologiesVH2017THZbTHbd[UcXX 20

615 SharedHcharacteristicsHunderpinningHn]HleafHmaturationHderivedHfromHanalysisHofHmultipleHn[HandHn]H
speciesHofHqlaveriaVH2017THacTHYbbUYcd 13

614 tssuesHwithH ylUseqHanalysisHinHnonUmodelHorganismseHlHsalmonidHexampleVH2017THb_TH[cU]b 4

613 wineageUSpecificHandHsighlyHoerivedHreneHSequencesHlmongHlmoebozoaTH evealedHbyHtheH
nomparativeHlnalysisHofHáranscriptomesHfromHáwelveHlmoebozoanHSpeciesVH2017THa]THaZZUa[Y

612 áowardsHaHhigherUlevelHpnsiferaHphylogenyHinferredHfromHmitogenomeHsequencesVH2017THYXcTHZZU[[ 30

611 sighUconfidenceHcodingHandHnoncodingHtranscriptomeHmapsVH2017THZbTHYX_XUYXaZ 40

610 êpdatedH eferenceHrenomeHSequenceHandHlnnotationHofHlqZYZZWdbVH2017TH_TH 31

609 áranscriptomicHresponsesHtoHconspecificHandHcongenericHcompetitionHinHcoUoccurringHárifoliumVH
2017THYX_THaXZUaY_ 18

608 pvolutionHandHlntiviralHSpecificitiesHofHtnterferonUtnducedHxxHProteinsHofHmatsHagainstHpbolaTH
tnfluenzaTHandHztherH ylHčirusesVH2017THdYTH 34

607 mioresourcesHandHmioprocessHinHmiotechnologyVH2017TH 1

606 miodiversityHxiningHáhroughHáranscriptomeHlnalysisVH2017THZXbUZ]a
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605  ecentHadvancesHinHsequenceHassemblyeHprinciplesHandHapplicationsVH2017THYaTH[aYU[bc 9

604 tnsightsHintoHtheHpvolutionHofHsydroxyprolineU ichHrlycoproteinsHfromHYXXXHPlantHáranscriptomesVH
2017THYb]THdX]UdZY 36

603 yextUgenerationHsequencingHdataHusedHtoHdetermineHtheHmitochondrialHgenomesHandHaHpreliminaryH
phylogenyHofHčerophasmatodeaHinsectsVH2017THZXTHbY[UbYd 9

602 PipelineHtoHtdentifyHsydroxyprolineU ichHrlycoproteinsVH2017THYb]THccaUdX[ 35

601 omseHlHdeHmruijnHgraphUbasedHheuristicHmethodHforHclusteringHlargeUscaleHYaSHr ylHsequencesHintoH
záêsVH2017TH]Z_THcXUcb 8

600 tdentificationHofHtheHabioticHstressUrelatedHtranscriptionHinHlittleHyeptuneHgrassHnymodoceaHnodosaH
withH ylUseqVH2017TH[]TH]bU_a 7

599 áranscriptomeHofHPterospermumHkingtungenseHprovidesHimplicationsHonHtheHmechanismHunderlyingH
itsHrapidHvegetativeHgrowthHandHlimestoneHadaptionVH2017THbTH[Ydc 4

598 lHsurveyHofHtheHcomplexHtranscriptomeHfromHtheHhighlyHpolyploidHsugarcaneHgenomeHusingH
fullUlengthHisoformHsequencingHandHdeHnovoHassemblyHfromHshortHreadHsequencingVH2017THYcTH[d_ 115

597 renomicHinferencesHofHdomesticationHeventsHareHcorroboratedHbyHwrittenHrecordsHinHmrassicaHrapaVH
2017THZaTH[[b[U[[cc 38

596 oiverseHgenomeHorganizationHfollowingHY[HindependentHmesopolyploidHeventsHinHmrassicaceaeH
contrastsHwithHconvergentHpatternsHofHgeneHretentionVH2017THdYTH[UZY 53

595 oeepHreticulationHandHincompleteHlineageHsortingHobscureHtheHdiploidHphylogenyHofHrainUliliesHandH
alliesHPlmaryllidaceaeHtribeHsippeastreaeQVH2017THYYYTHZ[YUZ]b 40

594 pvolutionaryHsistoryHofHtheHsymenopteraVH2017THZbTHYXY[UYXYc 372

593 lHphysiologicallyUorientedHtranscriptomicHanalysisHofHtheHmidgutHofHáenebrioHmolitorVH2017THddTH_cUaa 12

592 PharmacologicalHscreeningHtechnologiesHforHvenomHpeptideHdiscoveryVH2017THYZbTH]UYd 24

591 pβPathHtoolUaHsystemHforHcomprehensivelyHanalyzingHregulatoryHpathwaysHandHcoexpressionH
networksHfromHhighUthroughputHtranscriptomeHdataVH2017THZ]TH[bYU[b_ 9

590 tdentificationHandHevolutionHofHaHplantHcellHwallHspecificHglycoproteinHglycosylHtransferaseTHpxloVH
2017THbTH]_[]Y 22

589 lHwargeHandHnonsistentHPhylogenomicHoatasetHSupportsHSpongesHasHtheHSisterHrroupHtoHlllHztherH
lnimalsVH2017THZbTHd_cUdab 289

588 áranscriptomicHimprintsHofHadaptationHtoHfreshHwatereHparallelHevolutionHofHosmoregulatoryHgeneH
expressionHinHtheHllewifeVH2017THZaTHc[YUc]c 37
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587  ylUseqHlnalysisHinHPlantâ��qungusHtnteractionsVH2017THYUZ_

586 lvianHrenomesH evisitedeHsiddenHrenesHêncoveredHandHtheH atesHversusHáraitsHParadoxHinHmirdsVH
2017TH[]TH[YZ[U[Y[Y 54

585 lbioticHStressHofHSeagrasseseH ecentHldvancesHinHáranscriptomicsTHrenomicsTHandHSystemsHmiologyVH
2017THYYdUY[Z 0

584 oeepHtranscriptomeHprofilingHshedsHlightHonHkeyHplayersHinHnucleusHimplantationHinducedHimmuneH
responseHinHtheHpearlHoysterHPinctadaHmartensiiVH2017THadTHabUbb 18

583  eferenceHtranscriptomeHassemblyHandHannotationHforHperennialHryegrassVH2017THaXTHYXcaUYXcc 6

582 lnHexpandedHmammalHmitogenomeHdatasetHfromHSoutheastHlsiaVH2017THaTHYUc 20

581 áranscriptomicHlnalysisHofHwVH ootsHduringHtheHparlyHtnfectionHProcessVH2017THYXTHplantgenomeZXYaVXbVXXaX 26

580 oeHnovoHtranscriptomeHassemblyHforHtheHspinyHmouseHPlcomysHcahirinusQVH2017THbTHcdda 24

579 qunctionlnnotatorTHaHversatileHandHefficientHwebHtoolHforHnonUmodelHorganismHannotationVH2017THbTHYX][X 22

578 áheHtranscriptomeHdatabaseTHSuperbaSpeHlnHonlineTHopenHresourceHforHresearchersVH2017THbTHaXaXUaXbb 7

577 sopmaseeHaHunifiedHresourceHforHsumulusHgenomicsVH2017THZXYbTH 19

576 renomicHandHáranscriptomicHlnalysesHofHlvianHSexHnhromosomesHandHSexUwinkedHrenesVH2017TH
Ya_XTHadUc_

575  educingHtheHnumberHofHartifactualHrepeatsHinHdeHnovoHassemblyHofH ylUSeqHdataHbyHoptimizingHtheH
assemblyHpipelineVH2017THdTHbUYZ 1

574 áheHcompleteHmitochondrialHtranscriptHofHtheHredHtailHloachHasHassembledHfromH ylseqHPáeleosteieH
motiidaeQVH2017THZTH]aU]b 2

573 PlantHmioinformaticsVH2017TH 2

572 nonceptTHoevelopmentTHandHlpplicationHofHnomputationalHxethodsHforHtheHlnalysisHandH
tntegrationHofHzmicsHoataVH2017THZ]YUZaa 1

571 áheHunexpectedHdepthsHofHgenomeUskimmingHdataeHlHcaseHstudyHexaminingHroodeniaceaeHfloralH
symmetryHgenesVH2017TH_THYbXXX]Z 15

570 lHnovelHfeatureHselectionHforH ylUseqHanalysisVH2017THbYTHZ]_UZ_b 7
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569 rainingHcomprehensiveHbiologicalHinsightHintoHtheHtranscriptomeHbyHperformingHaHbroadUspectrumH
 ylUseqHanalysisVH2017THcTH_d 130

568 sighUqualityHdeHnovoHassemblyHofHtheHappleHgenomeHandHmethylomeHdynamicsHofHearlyHfruitH
developmentVH2017TH]dTHYXddUYYXa 421

567 lHscalableHandHmemoryUefficientHalgorithmHforHdeHnovoHtranscriptomeHassemblyHofHnonUmodelH
organismsVH2017THYcTH[cb 6

566 tmprovedHannotationHwithHdeHnovoHtranscriptomeHassemblyHinHfourHsocialHamoebaHspeciesVH2017THYcTHYZX 4

565 SystematicHcomparisonHofHlnc ylsHwithHproteinHcodingHm ylsHinHpopulationHexpressionHandHtheirH
responseHtoHenvironmentalHchangeVH2017THYbTH]Z 22

564 áUnellHoifferentiationVH2017TH 4

563 yextUrenerationHSequencingHlnalysisHofHwongHyoncodingH ylsHinHno]SHáHnellHoifferentiationVH2017
THY_Y]THYb[UYc_ 19

562 yonreciprocalHcomplementationHofHvyzβHgeneHfunctionHinHlandHplantsVH2017THZYaTH_dYUaX] 26

561 PhylotranscriptomicsHresolvesHancientHdivergencesHinHtheHwepidopteraVH2017TH]ZTH[X_U[Ya 28

560
oeHnovoHtranscriptomeHassemblyHandHcharacterizationHofHnineHtissuesHofHwoniceraHjaponicaHtoH
identifyHpotentialHcandidateHgenesHinvolvedHinHchlorogenicHacidTHluteolosidesTHandHsecoiridoidH
biosynthesisHpathwaysVH2017THbYTHYUY_

41

559  emovalHofHglucuronicHacidHfromHxylanHisHaHstrategyHtoHimproveHtheHconversionHofHplantHbiomassHtoH
sugarsHforHbioenergyVH2017THYXTHZZ] 33

558 áranscriptomeHassemblyHstrategiesHforHprecisionHmedicineVH2017TH_THZcXUZdX 2

557 áoolsHforHbuildingHdeHnovoHtranscriptomeHassemblyVH2017THYYUYZTH]YU]_ 31

556 áheHpvolutionaryHoynamicsHofHtheHzdorantH eceptorHreneHqamilyHinHnorbiculateHmeesVH2017THdTHZXZ[UZX[a 28

555 rlobalHoosageHnompensationHtsHêbiquitousHinHwepidopteraTHbutHnounteractedHbyHtheH
xasculinizationHofHtheHZHnhromosomeVH2017TH[]THZa[bUZa]d 24

554 lHoramaticHoifferenceHinHrlobalHreneHpxpressionHbetweenHánooUáreatedHltlanticHáomcodHwarvaeH
fromHtheH esistantHsudsonH iverHandHaHyearbyHSensitiveHPopulationVH2017THdTHZZ_YUZZa] 1

553 lssemblyHofHtheHáranscriptomeH evealsHveyHrenesHofHqlowerHPigmentHmiosynthesisVHFrontierssins
PlantsScienceTH2017THcTHY_]_ 6.2 25

552 áranscriptomeHlssemblyHandHnomparisonHofHnTHnUnTHandHnHSpeciesHofHáribeHSalsoleaeH
PnhenopodiaceaeQVHFrontierssinsPlantsScienceTH2017THcTHYd[d 6.2 8

(2017-2017)

13



551 pxêá eHaHnovelHpipelineHforHlargeUscaleHpredictionHofH[OUêá HsequencesHfromHyrSHdataVH2017THYcTHc]b 17

550 oeHnovoHassemblyHofHPhlomisHpurpureaHafterHchallengingHwithHPhytophthoraHcinnamomiVH2017THYcTHbXX

549 lHgenomeUwideHtranscriptomeHmapHofHpistachioHPPistaciaHveraHwVQHprovidesHnovelHinsightsHintoH
salinityUrelatedHgenesHandHmarkerHdiscoveryVH2017THYcTHaZb 20

548 oeepmoundeHaccurateHidentificationHofHtranscriptHboundariesHviaHdeepHconvolutionalHneuralHfieldsVH
BioinformaticsTH2017TH[[THiZabUiZb[ 7.2 8

547 qromHxarineHčenomsHtoHorugseHpfficientlyHSupportedHbyHaHnombinationHofHáranscriptomicsHandH
ProteomicsVH2017THY_TH 21

546 oeHyovoH ylHSequencingHandHpxpressionHlnalysisHofHlconitumHcarmichaeliiHtoHlnalyzeHveyHrenesH
tnvolvedHinHtheHmiosynthesisHofHoiterpeneHllkaloidsVH2017THZZTH 24

545 renerationHandHnharacterisationHofHaH eferenceHáranscriptomeHforHPhalarisHPPhalarisHaquaticaHwVQVH
2017THbTHY] 5

544 nharacterisationHofHqabaHmeanHPčiciaHfabaHwVQHáranscriptomeHêsingH ylUSeqeHSequencingTHoeHyovoH
lssemblyTHlnnotationTHandHpxpressionHlnalysisVH2017THbTH_[ 10

543 SequencingHandHoeHyovoHlssemblyHofHtheHáoxicodendronHradicansHPPoisonHtvyQHáranscriptomeVH2017
THcTH 12

542  adiogenomicHlnalysisHofHzncologicalHoataeHlHáechnicalHSurveyVHInternationalsJournalsofsMoleculars
SciencesTH2017THYcTH 6.3 70

541 lnHrbcwHm ylUbindingHproteinHisHassociatedHwithHn[HtoHn]HevolutionHandHlightUinducedHproductionH
ofH ubiscoHinHqlaveriaVH2017THacTH]a[_U]a]d 4

540 oeHnovoHtranscriptomeHanalysisHshowsHdifferentialHexpressionHofHgenesHinHsalivaryHglandsHofHedibleH
birdOsHnestHproducingHswiftletsVH2017THYcTH_X] 7

539 oeHnovoHassemblyHandHcomparativeHtranscriptomeHanalysisHofHtheHfootHfromHnhineseHgreenHmusselH
PPernaHviridisQHinHresponseHtoHcadmiumHstimulationVH2017THYZTHeXYbaabb 9

538 áranscriptomicsHtechnologiesVH2017THY[THeYXX_]_b 385

537 vUmerHclusteringHalgorithmHusingHaHxap educeHframeworkeHapplicationHtoHtheHparallelizationHofHtheH
tnchwormHmoduleHofHárinityVH2017THYcTH]ab 9

536 čenomicsHofH emipedeHnrustaceansH evealsHyovelHPeptideHoiversityHandHtlluminatesHtheHčenomOsH
miologicalH oleVHToxinsTH2017THdTH 4.9 23

535 áranscriptomeHlnalysisHforHyonUxodelHzrganismeHnurrentHStatusHandHmestUPracticesVH2017TH 6

534 lHdivideUandUconquerHalgorithmHforHlargeUscaleHdeHnovoHtranscriptomeHassemblyHthroughHcombiningH
smallHassembliesHfromHexistingHalgorithmsVH2017THYcTHcd_
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533 nomparisonHofHreneHpxpressionHProfilesHinHyonmodelHpukaryoticHzrganismsHwithH ylUSeqVH2018TH
Yb_YTH[UYa 5

532 pvolutionHofHpyrrolizidineHalkaloidHbiosynthesisHinHlpocynaceaeeHrevisitingHtheHdefenceH
deUescalationHhypothesisVH2018THZYcTHbaZUbb[ 17

531 xolecularHevolutionHandHdiversificationHofHtheHSxβwHgeneHfamilyVH2018THadTHZ[abUZ[bc 23

530 qunctionalHnharacterizationHofHaHrlycosyltransferaseHfromHtheHxossHtnvolvedHinHtheHmiosynthesisHofH
aHyovelHnellHWallHlrabinoglucanVH2018TH[XTHYZd[UY[Xc 12

529 yextUrenerationHSequencingHandHoataHlnalysisVH2018THYdYUZXb 2

528 lnHannotatedHtranscriptomeHofHhighlyHinbredHáhujaHplicataHPnupressaceaeQHandHitsHutilityHforHgeneH
discoveryHofHterpenoidHbiosynthesisHandHconiferHdefenseVH2018THY]THY 12

527 áranscriptomeHofHtheHbivalveHwimecolaHbalthicaHwVHfromHWesternHPacificeHlHnewHresourceHforHstudiesH
ofHpuropeanHpopulationsVH2018TH]XTH_cUa[ 2

526 PerformanceHofHampliconHandHshotgunHsequencingHforHaccurateHbiomassHestimationHinHinvertebrateH
communityHsamplesVH2018THYcTHYXZX 70

525 nharacterizationHofHviralH ylHsplicingHusingHwholeUtranscriptomeHdatasetsHfromHhostHspeciesVH2018TH
cTH[Zb[ 4

524 reneticHdiversityHofHvUantigenHgeneHclustersHofHpscherichiaHcoliHandHtheirHmolecularHtypingHusingHaH
suspensionHarrayVH2018THa]THZ[YUZ]Y 5

523 renomeHassemblyHofHtheHPinkHtpˆ“HPsandroanthusHimpetiginosusTHmignoniaceaeQTHaHhighlyHvaluedTH
ecologicallyHkeystoneHyeotropicalHtimberHforestHtreeVH2018THbTHYUYa 16

522 lHSingleHxutationHênlocksHnascadingHpxaptationsHinHtheHzriginHofHaHPotentHPitviperHyeurotoxinVH
2018TH[_THccbUcdc 17

521 nhopStitcheHexonHannotationHandHspliceHgraphHconstructionHusingHtranscriptomeHassemblyHandH
wholeHgenomeHsequencingHdataVHBioinformaticsTH2018TH[]THYadbUYbX] 7.2 2

520 pxtensiveHmitochondrialHgeneHrearrangementsHinHntenophoraeHinsightsHfromHbenthicHPlatyctenidaVH
2018THYcTHa_ 10

519 S–êtoeHtranscriptomicHstructuralHvariationHdetectionHfromH ylUseqVHGenomesBiologyTH2018THYdTH_Z 18.3 14

518 yrScloudeH ylUseqHanalysisHofHnonUmodelHspeciesHusingHcloudHcomputingVHBioinformaticsTH2018TH[]TH[]X_U[]Xb7.2 5

517 sagfishHandHlampreyHsoxHgenesHrevealHconservationHofHtemporalHcolinearityHinHvertebratesVH2018THZTHc_dUcaa 39

516 assemblyHandHcharacterizingHofHtheHculmUderivedHmetaUtranscriptomeHfromHtheHpolyploidHsugarcaneH
genomeHbasedHonHcodingHtranscriptsVH2018TH]THeXX_c[ 9
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515 toPUdenovoeHdeHnovoHtranscriptomeHassemblyHandHisoformHannotationHbyHhybridHsequencingVH
BioinformaticsTH2018TH[]THZYacUZYba 7.2 25

514 lHresourceHprovisioningHframeworkHforHbioinformaticsHapplicationsHinHmultiUcloudHenvironmentsVH
2018THbcTH[bdU[dY 15

513 nytochromeHP]_XHdiversityHinHtheHtreeHofHlifeVH2018THYcaaTHY]YUY_] 136

512 oefectiveHvernelH[dHencodesHaHPP HproteinHrequiredHforHseedHdevelopmentHinHmaizeVH2018THaXTH]_Ua] 33

511 áheHrolesHofHmucusUformingHmucinsTHperitrophinsHandHperitrophinsHwithHmucinHdomainsHinHtheHinsectH
midgutVH2018THZbTH]aUaX 28

510 PhylogenyHandHtheHcolourfulHhistoryHofHjewelHbugsHPtnsectaeHsemipteraeHScutelleridaeQVH2018TH[]TH_XZU_Ya 6

509 PeculiarHfeaturesHofHtheHplastidsHofHtheHcolourlessHalgaHpuglenaHlongaHandHphotosyntheticH
euglenophytesHunveiledHbyHtranscriptomeHanalysesVH2018THcTHYbXYZ 23

508 PhylogenomicsHandHtheHevolutionHofHhemipteroidHinsectsVH2018THYY_THYZbb_UYZbcX 121

507 áransqloweHaHmodularHframeworkHforHassemblingHandHassessingHaccurateHdeHnovoHtranscriptomesHinH
nonUmodelHorganismsVH2018THYdTH]Ya 7

506 nomprehensiveHevaluationHofH ylUseqHanalysisHpipelinesHinHdiploidHandHpolyploidHspeciesVH2018THbTH 14

505 ára pnoeHaHgreedyHapproachHbasedHdeHnovoHtranscriptomeHassemblerHwithHreadHerrorHcorrectionH
usingHconsensusHmatrixVH2018THYdTHa_[ 1

504 lHfastHdetectionHofHfusionHgenesHfromHpairedUendH ylUseqHdataVH2018THYdTHbca 15

503 áranscriptomicHbasisHforHreinforcementHofHelmHantiherbivoreHdefenceHmediatedHbyHinsectHeggH
depositionVH2018THZbTH]dXYU]dY_ 8

502 oifferentialHpxpressionHlnalysisHofH ylUseqH eadseHzverviewTHáaxonomyTHandHáoolsVH2020THYbTH_aaU_ca 9

501 álPeHaHtargetedHclinicalHgenomicsHpipelineHforHdetectingHtranscriptHvariantsHusingH ylUseqHdataVH
2018THYYTHbd 8

500 tdentificationHandHcomparisonHofHkeyH ylHinterferenceHmachineryHfromHwesternHcornHrootwormTHfallH
armywormTHandHsouthernHgreenHstinkHbugVH2018THY[THeXZX[YaX 19

499 lHmioinformaticsHPipelineHforHtheHlnalysisHandHáargetHPredictionHofH ylHpffectorsHinHmidirectionalH
nommunicationHouringHPlantUxicrobeHtnteractionsVHFrontierssinsPlantsScienceTH2018THdTHYZYZ 6.2 9

498 lHnomputationalHProtocolHtoHlnalyzeHxetatranscriptomicHoataHnapturingHqungalUsostHtnteractionsVH
2018THYc]cTHZXbUZ[[ 1
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497 áheHassembledHtranscriptomeHofHtheHadultHhornHflyTVH2018THYdTHYd[[UYd]X 4

496 oeHnovoHtranscriptomeHassemblyHofHtheHcoralHlgariciaHlamarckiHPwamarckOsHsheetHcoralQHfromH
mesophoticHdepthHinHsouthwestHPuertoH icoVH2018TH]YTHaUYY 5

495 oeHnovoHassemblyHandHcomparativeHtranscriptomeHcharacterizationHofHPoecilobdellaHjavanicaH
provideHinsightHintoHbloodHfeedingHofHmedicinalHleechesVH2018THY]TH[_ZU[aY 4

494 áhreeUqingerHáoxinHoiversificationHinHtheHčenomsHofHnatUpyeHSnakesHPnolubridaeeHmoigaQVH2018THcaTH_[YU_]_ 9

493 PlantHPathogenicHqungiHandHzomycetesVH2018TH 1

492 áranscriptomeHprofilingHuncoversH˛†UgalactosidasesHofHdiverseHdomainHclassesHinfluencingHhypocotylH
developmentHinHjuteHPnorchorusHcapsularisHwVQVH2018THY_aTHZXU[Z 8

491 oifferentialHgeneHexpressionHinHtheHevolutionHofHsexHpheromoneHcommunicationHinHyewHZealandOsH
endemicHleafrollerHmothsHofHtheHgeneraHntenopseustisHandHPlanotortrixVH2018THYdTHd] 5

490 nomparativeHanalysisHofHmitochondrialHgenomesHofHtheHsuperfamilyHrrylloideaHPtnsectaTHzrthopteraQH
revealsHphylogeneticHdistributionHofHgeneHrearrangementsVH2018THYZXTHYX]cUYX_] 6

489 áheHcompleteHmitochondrialHgenomeHofHtheHcowpeaHweevilTHPnoleopteraeHnhrysomelidaeeH
mruchinaeQHandHaHrelatedHphylogeneticHanalysisHofHnhrysomelidaeVH2018TH[THa]_Ua]b 2

488 lHruideHforHoesigningHandHlnalyzingH ylUSeqHoataVH2018THYbc[TH[_UcX 13

487 reneHpxpressionHlnalysisVH2018TH 1

486 sighHáhroughputHSequencingUmasedHlpproachesHforHreneHpxpressionHlnalysisVH2018THYbc[THZddU[Z[ 5

485 tmprovingHamphibianHgenomicHresourceseHaHmultitissueHreferenceHtranscriptomeHofHanHiconicH
invaderVH2018THbTHYUb 12

484 oeHyovoHáranscriptomeHlssemblyHandHnharacterizationHofHwithospermumHofficinaleHtoHoiscoverH
PutativeHrenesHtnvolvedHinHSpecializedHxetabolitesHmiosynthesisVH2018THc]THdZXUd[] 17

483 lnticancerHPlantseHxechanismsHandHxolecularHtnteractionsVH2018TH 1

482 ruidelinesHforH ylUseqHprojectseHapplicationsHandHopportunitiesHinHnonUmodelHdecapodHcrustaceanH
speciesVH2018THcZ_TH_UZb 10

481 pxploitingHtheHnatalyticHoiversityHofHShortUnhainHoehydrogenasesW eductaseseHčersatileHpnzymesH
fromHPlantsHwithHpxtendedHtmineHSubstrateHScopeVH2018THYdTHYc]dUYc_Z 15

480 renomicHanalysesHofHuniqueHcarbohydrateHandHphytohormoneHmetabolismHinHtheHmacroalgaH
rracilariopsisHlemaneiformisHP hodophytaQVH2018THYcTHd] 9
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479 nyclopropaneHfattyHacidHbiosynthesisHinHplantseHphylogeneticHandHbiochemicalHanalysisHofHwitchiH
vennedyHpathwayHandHacylHeditingHcycleHgenesVH2018TH[bTHY_bYUY_c[ 1

478 pxpressionsHofHzlfactoryHProteinsHinHwocustHzlfactoryHzrgansHandHaHPalpHzdorantH eceptorHtnvolvedH
inHPlantHlldehydesHoetectionVH2018THdTHaa[ 11

477 qullUlengthHtranscriptomeHofHxisgurnusHanguillicaudatusHprovidesHinsightsHintoHevolutionHofHgenusH
xisgurnusVH2018THcTHYYadd 20

476 pvaluatingHtheHPerformanceHofHoeHyovoHlssemblyHxethodsHforHčenomUrlandHáranscriptomicsVH
ToxinsTH2018THYXTH 4.9 29

475 wightUregulatedHPlSUcontainingHhistidineHkinasesHdelayHgametophoreHformationHinHtheHmossH
PhyscomitrellaHpatensVH2018THadTH]c[dU]c_Y 9

474 qunctionalHShiftsHinHmatHoimUwightHčisualHPigmentHlreHlssociatedHwithHoifferingHpcholocationH
lbilitiesHandH evealHxolecularHldaptationHtoHPhoticUwimitedHpnvironmentsVH2018TH[_THZ]ZZUZ][] 12

473 mioinformaticsHlpproachesHforHrenomicsHandHPostHrenomicsHlpplicationsHofHlnticancerHPlantsVH
2018THZc[U[Yb 2

472 qunctionalHcharacterizationHofHtheHhawkmothHtranscriptome´ revealsHstrongHexpressionHofHphorbolH
esterHdetoxificationHandHseasonalHcoldHhardinessHgenesVH2018THY_THZX 10

471 renomeHsequencingHofHwawrenceHexposesHanHearlyHbranchHofHtheHnoleopteraVH2018THY_THZY 25

470 lHsoftwareHtoolHOnronoOHdetectsHpervasiveHcrossUspeciesHcontaminationHinHnextHgenerationH
sequencingHdataVH2018THYaTHZc 48

469 nompleteHmitochondrialHgenomeHofHtheHdarklingHbeetleHronocephalumHoutreyiHPnoleopteraeH
áenebrionidaeQHwithHphylogeneticHimplicationsVH2018THZYTHbZYUb[X 6

468 lnchoredHphylogenomicsHunravelsHtheHevolutionHofHspiderHfliesHPoipteraTHlcroceridaeQHandHrevealsH
discordanceHbetweenHnucleotidesHandHaminoHacidsVH2018THYZcTHZ[[UZ]_ 25

467 StudyingHSmallerHandHyeglectedHzrganismsHinHxodernHpvolutionaryHčenomicsHtmplementingH
 ylSeqHPáranscriptomicsQUlHnriticalHruideVHToxinsTH2018THYXTH 4.9 21

466 xobileHplementsHShapeHPlastomeHpvolutionHinHqernsVH2018THYXTHZ__cUZ_bY 14

465 yextUrenerationHáranscriptomeHlssemblyeHStrategiesHandHPerformanceHlnalaysisVH2018TH 11

464 uêxHisHaHcomputationalHmethodHforHcomprehensiveHannotationUfreeHanalysisHofHalternativeH
preUm ylHsplicingHpatternsVH2018THYY_THpcYcYUpcYdX 29

463 čenomUglandHtranscriptomicsHandHvenomHproteomicsHofHtheHgiantHqloridaHblueHcentipedeTH
ScolopendraHviridisVH2018THY_ZTHYZYUY[a 9

462 áranscriptomeHSequencingHlpproachesHtoHplucidateHsostUxicrobeHtnteractionsHinHzpportunisticH
sumanHqungalHPathogensVH2019TH]ZZTHYd[UZ[_ 5
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461  apidHevolutionHofHaHvoltageUgatedHsodiumHchannelHgeneHinHaHlineageHofHelectricHfishHleadsHtoHaH
persistentHsodiumHcurrentVH2018THYaTHeZXX]cdZ 7

460 áheHPlasmodiumHfalciparumHtranscriptomeHinHsevereHmalariaHrevealsHalteredHexpressionHofHgenesH
involvedHinHimportantHprocessesHincludingHsurfaceHantigenUencodingHvarHgenesVH2018THYaTHeZXX][Zc 38

459 renomeUWideHScanningHofHreneHpxpressionVH2019TH]_ZU]aZ

458 SequenceHlnalysisVH2019THZdZU[ZZ 3

457 yextHrenerationHSequenceHlnalysisVH2019TH[_ZU[a[ 1

456 oifferentialHpxpressionHqromHxicroarrayHandH ylUseqHpxperimentsVH2019TH[bZU[cb

455 áranscriptomeHlnalysisVH2019THbdZUcX_ 3

454 lHtranscriptomeUbasedHresolutionHforHaHkeyHtaxonomicHcontroversyHinHnupressaceaeVH2019THYZ[THY_[UYab 11

453 áelomeraseH ylsHinHlandHplantsVH2019TH]bTHdc]ZUdc_a 27

452  ylHsequencingeHtheHteenageHyearsVH2019THZXTHa[YUa_a 519

451 SpeciationHinHsoweaHPalmsHzccurredHinHSympatryTHWasHPrecededHbyHlncestralHldmixtureTHandHWasH
lssociatedHwithHpdaphicHandHPhenologicalHldaptationVH2019TH[aTHZacZUZadb 10

450 qirstHmitochondrialHgenomesHofHfiveHhoverflyHspeciesHofHtheHgenusHsHPoipteraeHSyrphidaeQVH2019THaZTHabbUacb 7

449 ixicrobeeHáoolsHandHdataUdreaivenHdiscoveryHplatformHforHtheHmicrobiomeHsciencesVH2019THcTH 11

448 renomeUskimmingHprovidesHaccurateHquantificationHforHpollenHmixturesVH2019THYdTHY][[UY]]a 20

447 tmpactHofHsequencingHdepthHandHtechnologyHonHdeHnovoH ylUSeqHassemblyVH2019THZXTHaX] 17

446 tdentificationHandHpvaluationsHofHyovelHtnsecticidalHProteinsHfromHPlantsHofHtheHnlassH
PolypodiopsidaHforHnropHProtectionHagainstHveyHwepidopteranHPestsVHToxinsTH2019THYYTH 4.9 9

445  eferenceHgeneHandHsmallH ylHdataHfromHmultipleHtissuesHofHoavidiaHinvolucrataHmaillVH2019THaTHYcY 2

444 renerationHofHaHnomprehensiveHáranscriptomeHltlasHandHáranscriptomeHoynamicsHinHxedicinalH
nannabisVH2019THdTHYa_c[ 31
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443 oeepHtnstabilityHinHtheHPhylogeneticHmackboneHofHseteropteraHisHznlyHPartlyHzvercomeHbyH
áranscriptomeUmasedHPhylogenomicsVH2019TH[TH 2

442 zptimizedHsequencingHdepthHandHdeHnovoHassemblerHforHdeeplyHreconstructingHtheHtranscriptomeH
ofHtheHteaHplantTHanHeconomicallyHimportantHplantHspeciesVH2019THZXTH__[ 4

441 lccessHtoH ylUsequencingHdataHfromHYTYb[HplantHspecieseHáheHYXXXHPlantHtranscriptomesHinitiativeH
PYvPQVH2019THcTH 52

440 zldHWorldHandHyewHWorldHPhasmatodeaeHPhylogenomicsH esolveHtheHpvolutionaryHsistoryHofHStickH
andHweafHtnsectsVH2019THbTH 31

439 áheHnompleteHxitochondrialHrenomeHandHpxpressionHProfileHofHxitochondrialHProteinUnodingH
renesHinHtheHmisexualHandHParthenogeneticVH2019THYXTHdcZ 4

438 áheHpvolutionHofHtheHreneHqamilyHandHweafHoevelopmentHinHwycophytesHandHqernsVH2019THcTH 18

437 qungalHPhysiologyHandHtmmunopathogenesisVH2019TH 1

436 ldvancesHandHnhallengesHinHxetatranscriptomicHlnalysisVH2019THYXTHdX] 132

435 ProteogenomicseHqromHnextUgenerationHsequencingHPyrSQHandHmassHspectrometryUbasedH
proteomicsHtoHprecisionHmedicineVH2019TH]dcTH[cU]a 25

434  ylUSeqHanalysisHandHdeHnovoHtranscriptomeHassemblyHofHnryHtoxinHsusceptibleHandHtolerantHlchaeaH
janataHlarvaeVH2019THaTHY_d 5

433 rnaSPldeseHaHdeHnovoHtranscriptomeHassemblerHandHitsHapplicationHtoH ylUSeqHdataVH2019THcTH 170

432 čirusUHandHtnterferonHllphaUtnducedHáranscriptomesHofHnellsHfromHtheHxicrobatHxyotisHdaubentoniiVH
2019THYdTHa]bUaaY 17

431 SexUbasedHvenomHvariationHinHtheHeasternHbarkHcentipedeHPsemiscolopendraHmarginataQVH2019THYadTH]_U_c 4

430 reneHexpressionHduringHtheHearlyHstagesHofHhostHperceptionHandHattachmentHinHadultHfemaleH
 hipicephalusHmicroplusHticksVH2019THbdTHYXbUYZ]

429 PepSlčtUxSH evealsHaHProlineUrichHlntimicrobialHPeptideHinVH2019THcZTHZb]]UZb_[ 10

428 wayingHtheHqoundationHforHnrassulaceanHlcidHxetabolismHPnlxQHmiodesigneHpxpressionHofHtheHnH
xetabolismHnycleHrenesHofHnlxHinVHFrontierssinsPlantsScienceTH2019THYXTHYXY 6.2 17

427 xitogenomesHêncoverHpxtinctHPenguinHáaxaHandH evealHtslandHqormationHasHaHveyHoriverHofH
SpeciationVH2019TH[aTHbc]Ubdb 23

426 tdentifyingHsimilarHtranscriptsHinHaHrelatedHorganismHfromHdeHmruijnHgraphsHofH ylUSeqHdataTHwithH
applicationsHtoHtheHstudyHofHsaltHandHwaterloggingHtoleranceHinHxelilotusVH2019THZXTH]Z_
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425 áranscriptionalHprofilesHofHearlyHstageHredHseaHurchinsHPxesocentrotusHfranciscanusQHrevealH
differentialHregulationHofHgeneHexpressionHacrossHdevelopmentVH2019TH]cTHYXXadZ 8

424 nonvergentHrecruitmentHofHadamalysinUlikeHmetalloproteasesHinHtheHvenomHofHtheHredHbarkH
centipedeHPScolopocryptopsHsexspinosusQVH2019THYacTHYUY_ 5

423 êncoveringHgenomeHwideHnovelHallelicHvariantsHforHeatingHandHcookingHqualityHinHaHpopularHtndianH
riceHcultivarTHSambaHxahsuriVH2019THYcTHYXXYYY 1

422 pffectHofHdeHnovoHtranscriptomeHassemblyHonHtranscriptHquantificationVH2019THdTHc[X] 20

421 pvaluationHofHSequencingHwibraryHPreparationHProtocolsHforHčiralHxetagenomicHlnalysisHfromH
PristineHlquiferHrroundwatersVH2019THYYTH 15

420 áranscriptomeHassemblyHforHaHcolourUpolymorphicHgrasshopperHPromphocerusHsibiricusQHwithHaHveryH
largeHgenomeHsizeVH2019THZXTH[bX 5

419 SexUmiasedHreneHpxpressionHandHoosageHnompensationHonHtheHlrtemiaHfranciscanaHZUnhromosomeVH
2019THYYTHYX[[UYX]] 14

418 áheHfirstHdraftHgenomesHofHtheHantHqormicaHexsectaTHandHitsHWolbachiaHendosymbiontHrevealH
extensiveHgeneHtransferHfromHendosymbiontHtoHhostVH2019THZXTH[XY 9

417 oeHnovoHtranscriptomeHassemblyeHlHcomprehensiveHcrossUspeciesHcomparisonHofHshortUreadH
 ylUSeqHassemblersVH2019THcTH 78

416 nhartingHoatHPlvenaHsativaQHembryoHandHendospermHtranscriptionHfactorHexpressionHrevealsH
differentialHexpressionHofHpotentialHimportanceHforHseedHdevelopmentVH2019THZd]THYYc[UYYdb 7

415 oeHnovoHtranscriptomeHassemblyHofHtheHdigitateHmorphotypeHofHmriareumHasbestinumHPzctocoralliaeH
llcyonaceaQHfromHtheHsouthwestHshelfHofHPuertoH icoVH2019TH]bTHYXXaba 1

414 nomparativeH ylUseqHanalysisHofHtheHdroughtUsensitiveHlentilHPwensHculinarisQHrootHandHleafHunderH
shortUHandHlongUtermHwaterHdeficitsVH2019THYdTHbY_UbZb 16

413 áwoHtndependentHPlastidHaccoHáransfersHtoHtheHyuclearHrenomeHofHrnetumHandHztherHtnsightsHonH
lcetylUnolHnarboxylaseHpvolutionHinHrymnospermsVH2019THYYTHYadYUYbX_ 8

412 phylostratreHaHframeworkHforHphylostratigraphyVHBioinformaticsTH2019TH[_TH[aYbU[aZb 7.2 16

411 áranscriptomeUwideHidentificationHofHW vYHfamilyHgenesHandHtheirHexpressionHunderHcoldH
acclimationHinHpucalyptusHglobulusVH2019TH[[THY[Y[UY[Zb 6

410 PhylogenomicHanalysisHresolvesHtheHrelationshipsHamongHnetUwingedHbeetlesHPnoleopteraeHwycidaeQH
andHrevealsHtheHparallelHevolutionHofHmorphologicalHtraitsVH2019TH]]THdYYUdZ_ 14

409 áranswireHaHdeHnovoHtranscriptomeHassemblerHthatHusesHlineHgraphHiterationVHGenomesBiologyTH2019TH
ZXTHcY 18.3 14

408 áheHSignificanceHofHnomparativeHrenomicsHinHxodernHpvolutionaryHčenomicsVH2019THbTH 14
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407 zUlntigenHreneHnlustersHofHSerogroupsHandHttsHlpplicationHinHoevelopmentHofHaHxolecularH
SerotypingHSchemeVH2019THYXTHb]Y 4

406 reneHSelectionHandHpvolutionaryHxodelingHlffectHPhylogenomicHtnferenceHofHyeuropteridaHmasedH
onHáranscriptomeHoataVHInternationalsJournalsofsMolecularsSciencesTH2019THZXTH 6.3 5

405 ouplicationHandHselectionHinH˛†UketoacylUlnPHsynthaseHgeneHlineagesHinHtheHsexuallyHdeceptiveH
nhiloglottisHPzrchidaceaceQVH2019THYZ[THYX_[UYXaa 3

404 xitoZeHaHtoolkitHforHanimalHmitochondrialHgenomeHassemblyTHannotationHandHvisualizationVH2019TH]bTHea[ 272

403 áheHrenomeHofHorosophilaHinnubilaH evealsHwineageUSpecificHPatternsHofHSelectionHinHtmmuneH
renesVH2019TH[aTHY]X_UY]Yb 16

402 PlastomeHbasedHphylogeneticsHandHyoungerHcrownHnodeHageHinHPelargoniumVH2019THY[bTH[[U][ 11

401 sighUáhroughputHtdentificationHandHlnalysisHofHyovelHnonotoxinsHfromHáhreeHčermivorousHnoneH
SnailsHbyHáranscriptomeHSequencingVH2019THYbTH 10

400 renomicHandHphenotypicHanalysesHofHexopolysaccharideHbiosynthesisHinHStreptococcusH
thermophilusHSU[VH2019THYXZTH]dZ_U]d[] 18

399 PhylogenomicHanalysisHofHnalyptrataeeHresolvingHtheHphylogeneticHrelationshipsHwithinHaHmajorH
radiationHofHoipteraVH2019TH[_THaX_UaZZ 29

398 nomparisonHofHgalUlacHoperonsHinHwildUtypeHgalactoseUpositiveHandHUnegativeHStreptococcusH
thermophilusHbyHgenomicsHandHtranscriptionHanalysisVH2019TH]aTHb_YUb_c 9

397 PhysiologicalHandHrenomicHnharacterizationHofHaHyitrateU educingHqePttQUzxidizingHmacteriumH
tsolatedHfromHPaddyHSoilVH2019TH[aTH][[U]]Z 7

396 áheHcompleteHmitochondrialHgenomeHofHáetraphlepsHaterrimusHPsemipteraeHlnthocoridaeQeH
renomicHcomparisonsHandHphylogeneticHanalysisHofHnimicomorphaVH2019THY[XTH[adU[bb 6

395 áheH eferenceHrenomeHandHáranscriptomeHlssembliesHofHtheHWildHáomatoHSpeciesHsighlightsHmirthH
andHoeathHofHyw HrenesHmetweenHáomatoHSpeciesVH2019THdTH[d[[U[d]Y 16

394 yextHgenerationHsequencingHandHproteomicsHinHplantHvirologyeHhowHisHnolombiaHdoingjVH2019THZ]TH]Z[U][c 3

393 StructuralHandHfunctionalHinsightsHintoHtheHoiabroticaHvirgiferaHvirgiferaHláPUbindingHcassetteH
transporterHgeneHfamilyVH2019THZXTHcdd 5

392 renomeHdraftHofHtheHlrabidopsisHrelativeHPachycladonHcheesemaniiHrevealsHnovelHstrategiesHtoH
tolerateHyewHZealandOsHhighHultravioletHmHradiationHenvironmentVH2019THZXTHc[c 1

391 oálUSiSáeHdeHnovoHtranscriptomeHassemblyHbyHusingHsimplifiedHsuffixHtreesVH2019THZXTHadc 2

390 nomparativeHlnalysisHofHStrategiesHforHáranscriptomeHlssemblyHinHProkaryoteseHasHaHnaseHStudyVH
2019THcTH 1
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389 xitochondrialHgenomeHcharacterizationHofHtheHfamilyHárigonidiidaeHPzrthopteraQHrevealsHnovelH
structuralHfeaturesHandHnadYHtranscriptHendsVH2019THdTHYdXdZ 2

388 áowardHaHnommonHnoordinateHqrameworkHforHtheHsumanHmodyVH2019THYbdTHY]__UY]ab 38

387 gcxetaeHaHrlobalHnatalogueHofHxetagenomicsHplatformHtoHsupportHtheHarchivingTHstandardizationH
andHanalysisHofHmicrobiomeHdataVH2019TH]bTHoa[bUoa]c 33

386  ylHsplicingHanalysisHinHgenomicHmedicineVH2019THYXcTHaYUbY 13

385  eUassemblyTHqualityHevaluationTHandHannotationHofHabcHmicrobialHeukaryoticHreferenceH
transcriptomesVH2019THcTH 39

384 lHxalvaceaeHmysteryeHlHmallowHmaelstromHofHgenomeHmultiplicationsHandHmaybeHmisleadingH
methodsjVH2019THaYTHYZU[Y 16

383 nomplexHreproductiveHsecretionsHoccurHinHallHextantHgymnospermHlineageseHaHproteomicHsurveyHofH
gymnospermHpollinationHdropsVH2019TH[ZTHY_[UYaa 9

382 PhylotranscriptomicHtnsightsHintoHtheHoiversificationHofHpndothermicHáhunnusHáunasVH2019TH[aTHc]Uda 11

381 nomputationalHanalysisHofHalternativeHsplicingHinHplantHgenomesVHGeneTH2019THac_THYcaUYd_ 3.8 7

380 áranscriptomeHSequencingHP ylUSeqQVH2019TH[[U]d 0

379 áheHrelapsingHfeverHspirocheteHmorrelia´ turicataeHpersistsHinHtheHhighlyHoxidativeHenvironmentHofHitsH
softUbodiedHtickHvectorVH2019THZYTHeYZdcb 9

378 áheoryHandHlHseuristicHforHtheHxinimumHPathHqlowHoecompositionHProblemVH2019THYaTHa_cUabX 6

377 tsoáreeeHlHyewHqrameworkHforHdeHnovoHáranscriptomeHlssemblyHfromH ylUseqH eadsVH2020THYbTHd[cUd]c 3

376 nomparativeHassessmentHofHlongUreadHerrorHcorrectionHsoftwareHappliedHtoHyanoporeH
 ylUsequencingHdataVH2020THZYTHYYa]UYYcY 19

375 yextUgenerationHtranscriptomeHassemblyHandHanalysiseHtmpactHofHploidyVH2020THYbaTHY]UZ] 13

374 xuscleHtranscriptomeHsignatureHandHgeneHregulatoryHnetworkHanalysisHinHtwoHdivergentHlinesHofHaH
hillyHbovineHspeciesHxithunHPmosHfrontalisQVH2020THYYZTHZ_ZUZaZ 9

373 xicroarrayUmasedH–ualityHlssessmentHasHaHSupportingHnriterionHforHdeHnovoHáranscriptomeH
lssemblyHSelectionVH2020THYbTHYdcUZXa

372 áheHsweetHsideHofHvenomeHrlycosylatedHprothrombinHactivatingHmetalloproteasesHfromHoispholidusH
typusHPboomslangQHandHáhelotornisHmossambicanusHPtwigHsnakeQVH2020THZZbTHYXcaZ_ 5
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371 PhylogenomicsHofHluchenorrhynchaHPtnsectaeHsemipteraQHusingHtranscriptomeseHexaminingH
controversialHrelationshipsHviaHdegeneracyHcodingHandHinterrogationHofHgeneHconflictVH2020TH]_THc_UYY[ 16

370 áheHphylogenyHofHleafHbeetlesHPnhrysomelidaeQHinferredHfromHmitochondrialHgenomesVH2020TH]_THYccUZX] 25

369 nonvergentHevolutionHofHtheHêbilHprenyltransferaseHfamilyHunderliesHtheHindependentHacquisitionH
ofHfuranocoumarinsHinHplantsVH2020THZZ_THZYaaUZYcZ 10

368 oisentanglingHs ylUSeqHdataHtoHstudyH ylHcommunicationHbetweenHspeciesVH2020TH]cTHeZY 5

367 SequencingHandHlnalyzingHtheHáranscriptomesHofHaHáhousandHSpeciesHlcrossHtheHáreeHofHwifeHforH
rreenHPlantsVH2020THbYTHb]YUba_ 22

366 mioinformaticsUassistedTHintegratedHomicsHstudiesHonHmedicinalHplantsVH2020THZYTHYc_bUYcb] 14

365 zrganellomicHdataHsetsHconfirmHaHcrypticHconsensusHonHPunrootedQHlandUplantHrelationshipsHandH
provideHnewHinsightsHintoHbryophyteHmolecularHevolutionVH2020THYXbTHdYUYY_ 18

364 áranscriptomeHanalysisHofHsaematococcusHpluvialisHofHmultipleHdefensiveHsystemsHagainstHnitrogenH
starvationVH2020THY[]THYXd]cb 15

363 áheHdevelopmentalHtranscriptomeHforHwytechinusHvariegatusHexhibitsHtemporallyHpunctuatedHgeneH
expressionHchangesVH2020TH]aXTHY[dUY_] 4

362 áheHpxpansionHandHoiversificationHofHPentatricopeptideH epeatH ylUpditingHqactorsHinHPlantsVH2020TH
Y[THZY_UZ[X 28

361 čenomHPeptidesHwithHoualHxodulatoryHlctivityHonHtheHčoltageUratedHSodiumHnhannelHyaYVYH
ProvideHyovelHweadsHforHoevelopmentHofHlntiepilepticHorugsVH2020TH[THYYdUY[] 9

360 áranscriptomicHanalysisHofHrootHspecificHdroughtHmediatedHresponseHofHrVHarboreumHandHrVH
hirsutumVH2020THb_THaZbUa[a 2

359  ylUseqHandHnhtPUseqHasHnomplementaryHlpproachesHforHnomprehensionHofHPlantHáranscriptionalH
 egulatoryHxechanismVHInternationalsJournalsofsMolecularsSciencesTH2019THZYTH 6.3 13

358 lHpromiscuousHcoenzymeHlHligaseHprovidesHbenzoylUcoenzymeHlHforHxanthoneHbiosynthesisHinH
sypericumVH2020THYX]THY]bZUY]dX 6

357 áranscriptomicsHofHtheH ooibosHPlspalathusHlinearisQHSpeciesHnomplexVH2020THdTHYd 2

356 nomparativeHtranscriptomeHanalysisHsuggestsHconvergentHevolutionHofHdesiccationHtoleranceHinH
SelaginellaHspeciesVH2020THZXTH]ac 4

355 wiverHtranscriptomeHresourcesHofHfourHcommerciallyHexploitedHteleostHspeciesVH2020THbTHZY] 1

354
SequencingHandHanalysisHofHgerberaHdaisyHleafHtranscriptomesHrevealHdiseaseHresistanceHandH
susceptibilityHgenesHdifferentiallyHexpressedHandHassociatedHwithHpowderyHmildewHresistanceVH2020TH
ZXTH_[d

6
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353 áranscriptionalHvariationHofHsensoryUrelatedHgenesHinHnaturalHpopulationsHofHledesHalbopictusVH2020TH
ZYTH_]b 3

352 lHnewHclassificationHofHnarexHPnyperaceaeQHsubgeneraHsupportedHbyHaHsybSeqHbackboneH
phylogeneticHtreeVH2020THYd]THY]YUYa[ 23

351 nathepsinsHwHandHmHinHoysdercusHperuvianusTH hodniusHprolixusTHandHxahanarvaHfimbriolataVH
wookingHforHenzymeHadaptationsHtoHdigestionVH2020THYZbTHYX[]cc 1

350  awHtranscriptomicsHdataHtoHgeneHspecificHSS seHaHvalidatedHfreeHbioinformaticsHworkflowHforH
biologistsVH2020THYXTHYcZ[a 2

349 SympatricHspeciationHinHmountainHrosesHPQHonHanHoceanicHislandVH2020TH[b_THZXYdX_]Z 5

348 nharacterizationHofHaHwyticHmacteriophageHvm_pfaS_PsmXcHsarboringHpndolysinHwysXcHlgainstH
miofilmsVH2020THcTH 9

347 ShortHkUmerHabundanceHprofilesHyieldHrobustHmachineHlearningHfeaturesHandHaccurateHclassifiersHforH
 ylHvirusesVH2020THY_THeXZ[d[cY 4

346 áransmorroweHgenomeUguidedHtranscriptomeHassemblyHbyHborrowingHassembliesHfromHdifferentH
assemblersVH2020TH[XTHYYcYUYYdX 9

345 nharacterizationHandHanalysisHofHfullUlengthHtranscriptomesHfromHtwoHgrasshoppersTHromphocerusH
licentiHandHxongolotettixHjaponicusVH2020THYXTHY]ZZc 1

344 lHwtypUYHinsertionHsituatedHinHtheHpromoterHofHtxPrZHisHassociatedHwithHautosomalHrecessiveH
progressiveHretinalHatrophyHinHwhasaHlpsoHdogsVH2020THZYTHYXX 4

343 áheHêseHofHmioinformaticHáoolsHinHSymbiosisHandHnoUpvolutionHStudiesVH2020TH

342 oeadlyHProteomeseHlHPracticalHruideHtoHProteotranscriptomicsHofHlnimalHčenomsVH2020THZXTHeYdXX[Z] 10

341
StatisticalHzptimisationHofHPhenolHoegradationHandHPathwayHtdentificationHthroughHWholeHrenomeH
SequencingHofHtheHnoldUldaptedHlntarcticHmacteriumTHspVHStrainHl–_UXbVHInternationalsJournalsofs
MolecularsSciencesTH2020THZYTH

6.3 4

340 áagSeqHforHgeneHexpressionHinHnonUmodelHplantseHlHpilotHstudyHatHtheHSantaH itaHpxperimentalH
 angeHypzyHcoreHsiteVH2020THcTHeYY[dc 2

339 reneHSequencesHofHPotentialHáargetsHofHtnsecticidalHPqZHwectinHtdentifiedHfromHtheHwarvalHoeHyovoH
áranscriptomeHofHtheHxexicanHmeanHWeevilHPfHmohemanHYc[[QVH2020THYYTH 1

338 xultiomicsUbasedHcharacterizationHofHspecializedHmetabolitesHbiosynthesisHinHnornusHzfficinalisVH
2020THZbTH 6

337 áranscriptionalHSequencingHandHreneHpxpressionHlnalysisHofHčariousHrenesHinHqruitHoevelopmentHofH
áhreeHoifferentHmlackHPepperHPHwVQHčarietiesVH2020THZXZXTHY_]XdY_ 3

336 yuclearHphylogenomicHanalysesHofHasteridsHconflictHwithHplastomeHtreesHandHsupportHnovelH
relationshipsHamongHmajorHlineagesVH2020THYXbTHbdXUcX_ 29
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335 lmpliconicHrenesHonHtheHrreatHlpeHYHnhromosomeseH apidHpvolutionHofHnopyHyumberHbutH
nonservationHofHpxpressionHwevelsVH2020THYZTHc]ZUc_d 3

334 pvolutionHofHmultipleHsexUchromosomesHassociatedHwithHdynamicHgenomeHreshufflingHinHweptideaH
woodUwhiteHbutterfliesVH2020THYZ_THY[cUY_] 8

333  efShannoneHlHgenomeUguidedHtranscriptomeHassemblerHusingHsparseHflowHdecompositionVH2020TH
Y_THeXZ[Zd]a 6

332 wineageHoivergenceHofHinHSouthernHnhinaHmasedHonHxitochondrialHrenomeVH2020THYYTHa_ 2

331 nompleteHgenomeHsequenceHofHaHnovelHrhabdoUlikeHvirusHfromHtheHnhineseHblackHcutwormHlgrotisH
ipsilonHPwepidopteraeHyoctuidaeQVH2020THYa_THdcdUddY 1

330 lHputativeHlrlxzêSHorthologHisHaHcandidateHforHtheHgeneHdeterminingHeaseHofHdehullingHinHáartaryH
buckwheatHPqagopyrumHtataricumQVH2020THZ_YTHc_ 3

329 lHPhylogenomicHPerspectiveHonHpvolutionHandHoiscordanceHinHtheHllpineUlrcticHPlantHnladeH
PSaxifragaceaeQVHFrontierssinsPlantsScienceTH2019THYXTHYbb[ 6.2 15

328 nomputationalHlpproachesHforHáranscriptomeHlssemblyHmasedHonHSequencingHáechnologiesVH2020TH
Y_THZUYa 5

327 oeHnovoHtranscriptomeHassemblyHandHsexUbiasedHgeneHexpressionHinHtheHgonadsHofHlmurHcatfishH
PSilurusHasotusQVH2020THYYZTHZaX[UZaY] 6

326 áranscriptionalHprofilingHandHphysiologicalHrolesHofHledesHaegyptiHspermathecalUrelatedHgenesVH
2020THZYTHY][ 9

325 áheHgenomeHofHtheHseaHanemoneHlctiniaHequinaHPwVQeHxeioticHtoolkitHgenesHandHtheHquestionHofH
sexualHreproductionVH2020TH_[THYXXb_[ 9

324 áentacleHáranscriptomesHofHtheHSpeckledHlnemoneHPlctiniariaeHlctiniidaeeHzulactisHspVQeH
čenomU elatedHnomponentsHandHáheirHoomainHStructureVH2020THZZTHZXbUZYd 8

323 iPlneHaHgenomeUguidedHassemblerHofHisoformsHviaHphasingHandHcombingHpathsVHBioinformaticsTH2020TH
[aTHZbYZUZbYb 7.2 2

322 áoolsHforHlnalysisHofHtheHxicrobiomeVH2020THa_THab]Uac_ 22

321 nompressionUinducedHdedifferentiationHofHadipocytesHpromotesHtumorHprogressionVH2020THaTHeaax_aYY 24

320  olesHofHmdêytnêwxp]HandHmdwlβláêxUlHinHtheHnonUdomesticatedHgrassHmrachypodiumH
distachyonVH2020THYX[THa]_Ua_d 5

319 nombiningHindependentHdeHnovoHassembliesHtoHoptimizeHleafHtranscriptomeHofHPersianHwalnutVH2020
THY_THeXZ[ZXX_ 8

318 renomicsHofHalgaeeHttsHchallengesHandHapplicationsVH2020THZaYUZc[
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317 nrossingHtheHmordereHqromHvetoUHtoHtmineH eductionHinHShortUnhainHoehydrogenasesW eductasesVH
2020THZYTHZaY_UZaYd 7

316 PhylogenomicHpvidenceHforHtheHxonophylyHofHmryophytesHandHtheH eductiveHpvolutionHofHStomataVH
2020TH[XTHZXXYUZXYZVeZ 59

315 yextHrenerationHSequencingHxethodseHPushingHtheHmoundariesVH2021THYdU]a

314 PhylogenomicsHrevealsHacceleratedHlateHnretaceousHdiversificationHofHbeeHfliesHPoipteraeH
mombyliidaeQVH2021TH[bTHZbaUZdb 6

313 oroughtHresponsivenessHinHblackHpepperHPPiperHnigrumHwVQeHrenesHassociatedHandHdevelopmentHofHaH
webUgenomicHresourceVH2021THYbZTHaadUac[ 2

312 nomparativeHtranscriptomicsHofHiceUcrawlersHdemonstratesHcoldHspecializationHconstrainsHnicheH
evolutionHinHaHrelictHlineageVH2021THY]TH[aXU[cZ 1

311 PlantUherbivorousHinsectHnetworkseHwhoHisHeatingHwhatHrevealedHbyHlongHbarcodesHusingH
highUthroughputHsequencingHandHárinityHassemblyVH2021THZcTHYZbUY][ 3

310 yextHrenerationHSequencingeHáranscriptomicsVH2021THYUYY

309  evisingHtranscriptomeHassembliesHwithHphylogeneticHinformationVH2021THYaTHeXZ]]ZXZ 4

308 lHruideHtoH ylseqHoataHlnalysisHêsingHmioinformaticsHlpproachesVH2021THZ][UZaX

307  elevanceHofHmioinformaticsHandHoatabaseHinHzmicsHStudyVH2021THYdU[d

306 mioinformaticsHlpproachesHforHqungalHmiotechnologyVH2021TH_[aU__]

305 xultiáranseHanHalgorithmHforHpathHextractionHthroughHmixedHintegerHlinearHprogrammingHforH
transcriptomeHassemblyVH2021THPPTH 2

304 lHnomprehensiveHruideHtoHPotatoHáranscriptomeHlssemblyVH2021THZ[_]THY__UYdZ

303 xushroomHáranscriptomeVH2021TH_bZU_dY 0

302  ylHsequencingeHaHrevolutionaryHtoolHforHtranscriptomicsVH2021THaYUb[

301 PilotH ylUseqHdataHfromHZ]HspeciesHofHvascularHplantsHatHsarvardHqorestVH2021THdTHeYY]Xd 1

300 meyondHorosophilaeHresolvingHtheHrapidHradiationHofHschizophoranHfliesHwithHphylotranscriptomicsVH
2021THYdTHZ[ 4
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299 uumperHpnablesHoiscontinuousHáranscriptHlssemblyHinHnoronavirusesVH 0

298 áransPiHâ��HaHcomprehensiveHá anscriptomeHlyalysiSHPtpelineHforHdeHnovoHtranscriptomeHassemblyVH 4

297 qtyop eHlnHautomatedHsoftwareHpackageHtoHannotateHeukaryoticHgenesHfromH ylUSeqHdataHandH
associatedHproteinHsequencesVH 1

296 plectricHmlueeHxolecularHpvolutionHofHáhreeUqingerHáoxinsHinHtheHwongUrlandedHnoralHSnakeHSpeciesVH
ToxinsTH2021THY[TH 4.9 3

295 nomparativeHtranscriptomeHanalysisHofH heumHaustraleTHanHendangeredHmedicinalHherbTHgrowingHinH
itsHnaturalHhabitatHandHthoseHgrownHinHcontrolledHgrowthHchambersVH2021THYYTH[bXZ 6

294 tmprovingHtheHqualityHofHbarleyHtranscriptomeHdeHnovoHassemblingHbyHusingHaHhybridHapproachHforH
linesHwithHvaryingHspikeHandHstemHcolorationVVH2021THZ_TH[XU[c 1

293 PhylotranscriptomicsHpointsHtoHmultipleHindependentHoriginsHofHmulticellularityHandHcellularH
differentiationHinHtheHvolvocineHalgaeVH

292 áheHmitochondrialHgenomeHofHaHleafHinsectHPPhasmatodeaeHPhylliidaeQHinHSoutheastHlsiaVH2021THaTHcccUcdX 2

291 PlantHáranscriptomeHlssemblyeH eviewHandHmenchmarkingVHYXdUY[X

290 nomparingHdeHnovoHtranscriptomeHassemblyHtoolsHinHdiUHandHautotetraploidHnonUmodelHplantH
speciesVH2021THZZTHY]a 2

289 nropHpangenomesVVH2021THZ_TH_bUa[ 5

288 nytosolicHaromaticHaldehydeHdehydrogenaseHprovidesHbenzoicHacidHforHxanthoneHbiosynthesisHinH
sypericumVH2021THYaXTHcZUd[ 2

287 êltrafastHfunctionalHprofilingHofH ylUseqHdataHforHnonmodelHorganismsVH2021TH[YTHbY[UbZX 2

286 lnHassemblyUfreeHmethodHofHphylogenyHreconstructionHusingHshortUreadHsequencesHfromHpooledH
samplesHwithoutHbarcodesVH

285 renomicHfeaturesHunderlyingHtheHevolutionaryHtransitionsHofHlpibacterHtoHhoneyHbeeHgutHsymbiontsVH
2021TH 3

284 nommonHvirulenceHgeneHexpressionHinHadultHfirstUtimeHinfectedHmalariaHpatientsHandHsevereHcasesVH
2021THYXTH 3

283 qtyop eHanHautomatedHsoftwareHpackageHtoHannotateHeukaryoticHgenesHfromH ylUSeqHdataHandH
associatedHproteinHsequencesVH2021THZZTHZX_ 5

282 áranscriptomicHanalysisHofHresistantHandHsusceptibleHresponsesHinHaHnewHmodelHrootUknotHnematodeH
infectionHsystemHusingHSolanumHtorvumHandHxeloidogyneHarenariaVH
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281 yrScloudZeHoptimizedHbioinformaticHanalysisHusingHlmazonHWebHServicesVH2021THdTHeYYZ[b 2

280 PhylotranscriptomicHinsightsHintoHlsteraceaeHdiversityTHpolyploidyTHandHmorphologicalHinnovationVH
2021THa[THYZb[UYZd[ 3

279 áranscriptomicHlnalysisHofH esistantHandHSusceptibleH esponsesHinHaHyewHxodelH ootUvnotH
yematodeHtnfectionHSystemHêsingHandVHFrontierssinsPlantsScienceTH2021THYZTHacXY_Y 6.2 2

278 PanUgenomeHanalysisHofH[[HgeneticallyHdiverseHriceHaccessionsHrevealsHhiddenHgenomicHvariationsVH
2021THYc]TH[_]ZU[__cVeYa 45

277 áheHpvolutionaryHPatternsHofHrenomeHSizeHinHpnsiferaHPtnsectaeHzrthopteraQVH2021THYZTHad[_]Y 4

276 SchistosomeHWUwinkedHrenesHtnformHáemporalHoynamicsHofHSexHnhromosomeHpvolutionHandH
SuggestHnandidateHforHSexHoeterminationVH2021TH[cTH_[]_U_[_c 2

275 reneHcountHfromHtargetHsequenceHcaptureHplacesHthreeHwholeHgenomeHduplicationHeventsHinH
sibiscusHwVHPxalvaceaeQVH2021THZYTHYXb 0

274 ênderwaterHnlxHphotosynthesisHelucidatedHbyHtsoetesHgenomeVH 0

273 nhloroplastHgenomeHfeaturesHofHxoricandiaHarvensisHPmrassicaceaeQTHaHn[Un]HintermediateH
photosyntheticHspeciesVH2021THYaTHeXZ_]YXd

272 renotypeUSpecificHpxpressionHandHyw H epertoireHnontributeHtoHPhenotypicH esistanceHoiversityHinVH
FrontierssinsPlantsScienceTH2021THYZTHab_baX 6.2 0

271  esearchHProgressHandHqutureHoevelopmentHárendsHinHxedicinalHPlantHáranscriptomicsVHFrontierssins
PlantsScienceTH2021THYZTHadYc[c 6.2 3

270 tsolationTHnharacterizationTHandHrenomeHSequenceHlnalysisHofHaHyovelHwyticHPhageTHβooUspY_H
tnfectingHβanthomonasHoryzaeHpvVHoryzaeVH2021THbcTH[YdZU[ZXX 3

269 nombiningHmolecularHdatasetsHwithHstronglyHheterogeneousHtaxonHcoverageHenlightensHtheHpeculiarH
biogeographicHhistoryHofHstonefliesHPtnsectaeHPlecopteraQVH2021TH]aTHd_ZUdab 3

268 xetatranscriptomicHlnalysisHofHmacterialHnommunitiesHonHwaunderedHáextileseHlHPilotHnaseHStudyVH
2021THdTH 1

267 SlêápeHsequenceHassemblyHusingHtargetHenrichmentVH2021THZZTH[b_ 0

266 árans efHenablesHaccurateHtranscriptomeHassemblyHbyHredefiningHaccurateHneoUsplicingHgraphsVH
2021THZZTH 1

265 oemystifyingHemergingHbulkH ylUSeqHapplicationseHtheHapplicationHandHutilityHofHbioinformaticH
methodologyVH2021THZZTH 3

264 PhylogenomicHandHmitogenomicHdataHcanHaccelerateHinventoryingHofHtropicalHbeetlesHduringHtheH
currentHbiodiversityHcrisisVH
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263 PhylotranscriptomicsHpointsHtoHmultipleHindependentHoriginsHofHmulticellularityHandHcellularH
differentiationHinHtheHvolvocineHalgaeVH2021THYdTHYcZ 5

262 nanHfunctionalHgenomicHdiversityHprovideHnovelHinsightsHintoHmechanismsHofHcommunityHassemblyjH
lHpilotHstudyHfromHanHinvadedHalpineHstreambedVH2021THYYTHYZXb_UYZXdY

261 reneUxetaboliteHyetworkHlnalysisH evealedHáissueUSpecificHlccumulationHofHáherapeuticH
xetabolitesHinVHInternationalsJournalsofsMolecularsSciencesTH2021THZZTH 6.3 3

260 nhromosomeUscaleHgenomeHassemblyHandHpopulationHgenomicsHprovideHinsightsHintoHtheH
adaptationTHdomesticationTHandHflavonoidHmetabolismHofHnhineseHplumVH2021THYXcTHYYb]UYYdZ 2

259 lHhighUqualityHgenomeHassemblyHofHuasminumHsambacHprovidesHinsightHintoHfloralHtraitHformationH
andHzleaceaeHgenomeHevolutionVH2021TH 2

258 lnHassemblyUfreeHmethodHofHphylogenyHreconstructionHusingHshortUreadHsequencesHfromHpooledH
samplesHwithoutHbarcodesVH2021THYbTHeYXXcd]d

257 nomparativeHrenomicHlnalysisHofHStrainsHtsolatedHfromHoifferentHyichesVH2021THYZTH 1

256 lHmayesianHapproachHforHaccurateHdeHnovoHtranscriptomeHassemblyVH2021THYYTHYbaa[ 0

255 áransitionsHtoHasexualityHandHevolutionHofHgeneHexpressionHinHbrineHshrimpVH2021THZccTHZXZYYbZX 0

254  esponseHprocessHandHadaptationHmechanismHofHestuarineHbenthicHmicrobiotaHtoHpolyvinylHchlorideH
microplasticsHwithHandHwithoutHphthalatesVH2022THcXaTHY_Xad[ 0

253 ProspectsHandHchallengesHofHcancerHsystemsHmedicineeHfromHgenesHtoHdiseaseHnetworksVH2021TH 3

252 yonUcodingHyaturalHlntisenseHáranscriptseHlnalysisHandHlpplicationVH2021TH[]XTHb_UYXY 4

251 nomputationalHandHfunctionalHannotationHatHgenomicHscaleeHgeneHexpressionHandHanalysisVH2021TH[aYU[cb

250 lHPipelineHforHyonUmodelHzrganismsHforHáranscriptomeHlssemblyTHlnnotationTHandHreneHzntologyH
lnalysisHêsingHzpenHáoolseHnaseHStudyHwithHScotsHPineVH2021THYYTHe[dYZ 3

249 renomicsHandHáranscriptomicsHldvanceHinHPlantHSciencesVH2019TH]YdU]]c 2

248 puzebyaHroseaHspVHnovVTHaHrareHactinobacteriumHisolatedHfromHtheHpastHnhinaHSeaHandHanalysisHofHtwoH
genomeHsequencesHinHtheHgenusHpuzebyaVH2018THacTHZdXXUZdX_ 6

247 spVHnovVTHfromHphycosphereHmicrobiotaHofHtoxicHmarineHdinoflagellateVH2020THbXTH][dXU][db 2

246 tsolationHandHcharacterizationHofHaHnovelHphageHβooUspZHthatHinfectsHβanthomonasHoryzaeHpvVH
oryzaeVH2018THddTHY]_[UY]aZ 16
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245 menchmarkHlnalysisHofHllgorithmsHforHoeterminingHandH–uantifyingHqullUlengthHm ylHSpliceHqormsH
fromH ylUSeqHoataVH 3

244 áheHuunctionHêsageHxodelHPuêxQeHlHmethodHforHcomprehensiveHannotationUfreeHanalysisHofH
alternativeHpreUm ylHsplicingHpatternsVH 4

243 oiverseHgenomeHorganizationHfollowingHY[HindependentHmesopolyploidHeventsHinHmrassicaceaeH
contrastsHwithHconvergentHpatternsHofHgeneHretentionVH 2

242 ScallopHenablesHaccurateHassemblyHofHtranscriptsHthroughHphasingUpreservingHgraphHdecompositionVH 1

241 áheHzysterH iverHProtocoleHlHxultiHlssemblerHandHvmerHlpproachHqorHdeHnovoHáranscriptomeH
lssemblyVH 1

240 ProgressHáowardsHPlantHnommunityHáranscriptomicseHPilotH ylUSeqHoataHfromHZ]HSpeciesHofH
čascularHPlantsHatHsarvardHqorestVH 2

239 áagSeqHforHgeneHexpressionHinHnonUmodelHplantseHaHpilotHstudyHatHtheHSantaH itaHpxperimentalH
 angeHypzyHcoreHsiteVH 1

238 xtyátpeHidentifyingHnovelHstructuralHandHspliceHvariantsHinHtranscriptomesHusingH ylUseqHdataVH 3

237 lHconsensusUbasedHensembleHapproachHtoHimproveHtranscriptomeHassemblyVH 1

236
áranscriptomicsHprovidesHaHrobustHframeworkHforHtheHrelationshipsHofHtheHmajorHcladesHofH
cladobranchHseaHslugsHPxolluscaTHrastropodaTHseterobranchiaQTHbutHfailsHtoHresolveHtheHpositionHofH
theHenigmaticHgenuspmbletoniaVH

1

235 renomicHfeaturesHunderlyingHtheHevolutionaryHtransitionsHofHlpibacterHtoHhoneyHbeeHgutHsymbiontsVH 0

234 reneHexpressionHprofilingHofHmalariaHparasitesHrevealsHcommonHvirulenceHgeneHexpressionHinHadultH
firstUtimeHinfectedHpatientsHandHsevereHcasesVH 1

233  eUassemblyTHqualityHevaluationTHandHannotationHofHabcHmicrobialHeukaryoticHreferenceH
transcriptomesVH 5

232 phylostratreHlHframeworkHforHphylostratigraphyVH 1

231 áheHgenomeHofHorosophilaHinnubilaHrevealsHlineageUspecificHpatternsHofHselectionHinHimmuneHgenesVH 5

230 nomparativeHassessmentHofHlongUreadHerrorUcorrectionHsoftwareHappliedHtoH ylUsequencingHdataVH 4

229 xitoZeHlHtoolkitHforHmitochondrialHgenomeHassemblyTHannotationHandHvisualizationVH 2

228 oisentanglingHs ylUSeqHdataHtoHstudyH ylHcommunicationHbetweenHspeciesVH 1
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227 SPtvpPtPpeHlHmetagenomicHpipelineHforHtheHaccurateHquantificationHofHeukaryoticHspeciesH
occurrencesHandHabundancesHusingHoylHbarcodesHorHmitogenomesVH 2

226 wongestHproteinTHlongestHtranscriptHorHmostHexpressionTHforHaccurateHgeneHreconstructionHofH
transcriptomesjVH 13

225 SequenceHlnalysisHofHaHuumboHmacteriophageTHáhatHtnfectsHβanthomonasHoryzaeHpvVHoryzaeVH2020THdTH 6

224 migHzmicsHoataHpxperienceVH2015THZXY_TH 8

223 lHrraphUnentricHlpproachHforHxetagenomeUruidedHPeptideHandHProteinHtdentificationHinH
xetaproteomicsVH2016THYZTHeYXX_ZZ] 29

222 nomparisonsHofHdeHnovoHtranscriptomeHassemblersHinHdiploidHandHpolyploidHspeciesHusingHpeanutH
PlrachisHsppVQH ylUSeqHdataVH2014THdTHeYY_X__ 48

221 SelectingHSuperiorHoeHyovoHáranscriptomeHlssemblieseHwessonsHwearnedHbyHweveragingHtheHmestH
PlantHrenomeVH2016THYYTHeXY]aXaZ 76

220
SequencingTHoeHyovoHlssemblyTHandHlnnotationHofHtheHáranscriptomeHofHtheHpndangeredH
qreshwaterHPearlHmivalveTHnristariaHplicataTHProvidesHyovelHtnsightsHintoHqunctionalHrenesHandH
xarkerHoiscoveryVH2016THYYTHeXY]caZZ

40

219 lHoeepHtnsightHintoHtheHSialomeHofHxaleHandHqemaleHledesHaegyptiHxosquitoesVH2016THYYTHeXY_Y]XX 44

218 nomparisonHofHoeHyovoHáranscriptomeHlssemblersHandHkUmerHStrategiesHêsingHtheHvillifishTH
qundulusHheteroclitusVH2016THYYTHeXY_[YX] 26

217 vrillomeHlHdeHnovoHtranscriptomeHdatabaseHforHtheHlntarcticHkrillHPpuphausiaHsuperbaQVH2017THYZTHeXYbYdXc 16

216 oifferentialHgenomicHarrangementsHinHnaryophyllalesHthroughHdeepHtranscriptomeHsequencingHofHlVH
hypochondriacusVH2017THYZTHeXYcX_Zc 4

215 tdentificationHofHtmmediateHparlyHrenesHinHtheHyervousHSystemHofHSnailVH2019THaTH 7

214 sardwareHPerformanceHpvaluationHofHoeHnovoHáranscriptomeHlssemblyHSoftwareHinHlmazonHplasticH
nomputeHnloudVH2020THY_TH]ZXU][X 2

213
pupolybothrusHcavernicolusHvomeri˜�kiHNHStoevHspVHnVHPnhilopodaeHwithobiomorphaeHwithobiidaeQeHtheH
firstHeukaryoticHspeciesHdescriptionHcombiningHtranscriptomicTHoylHbarcodingHandHmicroUnáHimagingH
dataVH2013THeYXY[

41

212 áranscriptionalHsignaturesHofHsomaticHneoblastsHandHgermlineHcellsHinVH2016TH_TH 33

211 reneticHanalysisHofHtheHlrabidopsisHát YWlqmHauxinHreceptorsHrevealsHbothHoverlappingHandH
specializedHfunctionsVH2020THdTH 45

210 lugmentingHtranscriptomeHassemblyHbyHcombiningHdeHnovoHandHgenomeUguidedHtoolsVH2013THYTHeY[[ 19
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209 lssessingHtheHutilityHofHtheHzxfordHyanoporeHxintzyHforHsnakeHvenomHglandHcoylHsequencingVH
2015TH[THeY]]Y 29

208 áheHmyogenicHelectricHorganHofHSternopygusHmacruruseHaHnonUcontractileHtissueHwithHaHskeletalH
muscleHtranscriptomeVH2016TH]THeYcZc 9

207 oivideHandHnonquerHPonQHmwlSáeHfastHandHeasyHmwlSáHexecutionHwithinHsPnHenvironmentsVH2017TH_THe[]ca 5

206 áranscriptomeHsequencingHrevealsHhighHisoformHdiversityHinHtheHantVH2017TH_THe[ddc 4

205 áheHzysterH iverHProtocoleHaHmultiUassemblerHandHkmerHapproachHforHdeHnovoHtranscriptomeH
assemblyVH2018THaTHe_]Zc 37

204 nharacterizationHofHtheHmitochondrialHgenomeHofHWeiHNHouHspVHnovVHPsymenopteraeHlrgidaeQVH2018TH
aTHeaY[Y 4

203 renesHofHtheHpigTHTHreconstructedHwithHpvidentialreneVH2019THbTHea[b] 19

202 xtyátpeHidentifyingHnovelHstructuralHandHspliceHvariantsHinHtranscriptomesHusingH ylUseqHdataVH
GenomesBiologyTH2021THZZTHZda 18.3 5

201 lHconsensusUbasedHensembleHapproachHtoHimproveHtranscriptomeHassemblyVH2021THZZTH_Y[ 0

200 oevelopmentHofHaHmetatranscriptomicHanalysisHmethodHforHmultipleHintestinalHsitesHandHitsH
applicationHtoHtheHcommonHmarmosetHintestineVH

199 lssessingHsostUPathogenHtnteractionHyetworksHviaH ylUSeqHProfilingeHlHSystemsHmiologyHlpproachVH

198  eferencesVH2016THZY[UZ[a

197 tmprovedHlnnotationHwithHdeHnovoHáranscriptomeHlssemblyHinHqourHSocialHlmoebaHSpeciesVH

196 sySleHlHsybridHStructuralHvariantHlssemblyHapproachHusingHnextHgenerationHandHsingleUmoleculeH
sequencingHtechnologiesVH 1

195 rluttoneHlargeUscaleHintegrationHofHnonUmodelHorganismHtranscriptomeHdataHforHcomparativeH
analysisVH 2

194 oeHnovoHtranscriptomeHassemblyHforHtheHspinyHmouseHPlcomysHcahirinusQVH

193 pfficientHseuristicHforHoecomposingHaHqlowHwithHxinimumHyumberHofHPathsVH 1

192 êpdatedHreferenceHgenomeHsequenceHandHannotationHofxycobacteriumHbovislqZYZZWdbVH
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191 WorkflowHtntegrationHandHzrchestrationTHzpportunitiesHandHtheHnhallengesVH2017THY[bUY_a

190 sighUconfidenceHnodingHandHyoncodingHáranscriptomeHxapsVH

189 renomicHinferencesHofHdomesticationHeventsHareHcorroboratedHbyHwrittenHrecordsHinHmrassicaHrapaVH

188 oeepmoundeHlccurateHtdentificationHofHáranscriptHmoundariesHviaHoeepHnonvolutionalHyeuralHqieldsVH 1

187 áheHevolutionaryHdynamicsHofHtheHodorantHreceptorHgeneHfamilyHinHcorbiculateHbeesVH 1

186 vUmerHclusteringHalgorithmHusingHaHxap educeHframeworkeHapplicationHtoHtheHparallelizationHofHtheH
tnchwormHmoduleHofHárinityVH

185 S–êtoeHáranscriptomicHStructuralHčariationHoetectionHfromH ylUseqVH

184 lHnovelHfeatureHselectionHforH ylUseqHanalysisVH

183 ára pnoeHlHrreedyHlpproachHbasedHdeHnovoHáranscriptomeHlssemblerHwithH eadHprrorHnorrectionH
usingHnonsensusHxatrixVH

182 oálSáeHlHyovelH adicalHqrameworkHforHdeHyovoHáranscriptomeHlssemblyHmasedHonHSuffixHáreesVH
2018THb]XUb]_

181 PeculiarHfeaturesHofHtheHplastidsHofHtheHcolourlessHalgapuglenaHlongaandHphotosyntheticH
euglenophytesHunveiledHbyHtranscriptomeHanalysesVH

180 pffectHofHdeHnovoHtranscriptomeHassemblyHonHtranscriptHquantificationVH

179 renesHofHtheHPigTHSusHscrofaTHreconstructedHwithHpvidentialreneVH 1

178 renomeUskimmingHprovidesHaccurateHquantificationHforHpollenHmixturesHluthorsVH

177 macillusHacanthiHspVHnovVTHisolatedHfromHtheHrhizosphereHsoilHofHaHmangroveHplantHlcanthusHilicifoliusVH
2018THacTH[X]bU[X_Y 5

176 lcuticoccusHkandeliaeHspVHnovVTHisolatedHfromHrhizosphereHsoilHofHtheHmangroveHplantHvandeliaTHandH
emendedHdescriptionHofHlcuticoccusHyangtzensisVH2018THacTH[[YaU[[ZY 2

175 áheHfirstHdraftHgenomesHofHtheHantHqormicaHexsectaTHandHitsHWolbachiaHendosymbiontHrevealH
extensiveHgeneHtransferHfromHendosymbiontHtoHhostVH 0

174 reneticHanalysisHofHtheHlrabidopsisHát YWlqmHauxinHreceptorsHrevealsHbothHoverlappingHandH
specializedHfunctionsVH
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173 áheHoevelopmentalHáranscriptomeHforHwytechinusHvariegatusHpxhibitsHáemporallyHPunctuatedHreneH
pxpressionHnhangesVH

172 áheHdeHnovoHreferenceHgenomeHandHtranscriptomeHassembliesHofHtheHwildHtomatoHspeciesHSolanumH
chilenseVH 1

171 tnHsilicoHanalysisHofHdroughtHresponsiveHtransposonsHandHtranscriptionHfactorsHinHSolanumH
tuberosumHwVVH2019THZ[THYcdUYd_

170 spVHnovVTHanHendophyticHactinomyceteHisolatedHfromHtheHrootsHofVH2019THbYTH 1

169 áheHevaluationHofH ylUSeqHdeHnovoHassemblyHbyHPacmioHlongHreadHsequencingVH 2

168 ShortHkUmerHlbundanceHProfilesHYieldH obustHxachineHwearningHqeaturesHandHlccurateHnlassifiersH
forH ylHčirusesVH

167
oe´ novoHtranscriptomeHanalysisHandHgeneHexpressionHprofilingHofHfishHscalesHisolatedHfromH
narassius´ auratusHduringHspaceHflighteHtmpactHofHmelatoninHonHgeneHexpressionHinHresponseHtoHspaceH
radiationVH2020THZZTHZaZbUZa[a

2

166 nomparativeH ylUSeqHlnalysisH evealsHPotentiallyH esistanceU elatedHrenesHinH esponseHtoH
macterialHnankerHofHáomatoVH2021THYZTH 3

165 yrScloudZeHoptimizedHbioinformaticHanalysisHusingHlmazonHWebHServicesVH

164 nomparativeHtranscriptomicsHofHspottedHseatroutHPQHpopulationsHtoHcoldHandHheatHstressVH2021THYYTHY[_ZUY[ab 3

163  eferenceUfreeHreconstructionHandHquantificationHofHtranscriptomesHfromHyanoporeHlongUreadH
sequencingVH 2

162 áheHintegrinUmediatedHadhesomeHcomplexTHessentialHtoHmulticellularityTHisHpresentHinHtheHmostH
recentHcommonHancestorHofHanimalsTHfungiTHandHamoebaeVH

161 ênderwaterHnlxHphotosynthesisHelucidatedHbyHtsoetesHgenomeVH2021THYZTHa[]c 3

160 xetagenomicHlssemblyeHzverviewTHnhallengesHandHlpplicationsVH2016THcdTH[_[U[aZ 50

159  ylUseqHforHrevealingHtheHfunctionHofHtheHtranscriptomeVH2022THYX_UYZd
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155 áheHyovelHyoraHčirusHnonfersHoeleteriousHpffectsHtoHtheHqitnessHofHPwepidopteraeHyoctuidaeQVH2021TH
YZTHbZbZXZ 0
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1
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148 áranscriptomeHProfilesHofHStreptomycesHspVVHSpringersProtocolsTH2022TH[[dU[]a 0.3
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146 oynamicHgeneticHdifferentiationHdrivesHtheHwidespreadHstructuralHandHfunctionalHconvergentH
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phylogenomicHandHbarcodingHapplicationsVVH2022TH 0
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136 êsingH ylUSeqHforHáranscriptomeHProfilingHofHmotrylloidesHspVH egenerationVVH2022THZ]_XTH_ddUaY_ 0

135 nharacterizationHandHnomparativeHlnalysisHofHxitochondrialHrenomesHlmongHtheHnalliphoridaeH
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65 nomputationalHapproachesHtowardHsingleUnucleotideHpolymorphismHdiscoveryHandHitsHapplicationsH
inHplantHbreedingVH2022TH_Y[U_[a

64 renomeHinformaticseHpresentHstatusHandHfutureHprospectsHinHagricultureVH2022TH]bU_d

63 ldvancingHxitochondrialHxetagenomicseHlHyewHlssemblyHStrategyHandHčalidatingHtheHPowerHofH
SeedUmasedHlpproachVHDiversityTH2022THY]TH[Yb 2.5

62 lHWalkHáhroughHtheHxazeHofHSecondaryHxetabolismHinHzrchidseHlHáranscriptomicHlpproachVVH
FrontierssinsPlantsScienceTH2022THY[THc[b_a[ 6.2

61 renomeHnharacterizationHandHPhylogeneticHlnalysisHofHmovineHsepacivirusHinHtnnerHxongoliaTH
yortheasternHnhinaVHZoonosesTH2022THZTH 0

60 áheHflyingHspiderUmonkeyHtreeHfernHgenomeHprovidesHinsightsHintoHfernHevolutionHandH
arborescenceVVHNaturesPlantsTH2022TH 11.5 2

59 mracovirusHSneaksHtntoHlpoptoticHmodiesHáransmittingHtmmunosuppressiveHSignalingHorivenHbyH
tntegrationUxediatedHetq_lHsypusinationVHFrontierssinsImmunologyTH2022THY[TH 8.4 1

58 pxtensiveHdiversityHofH ylHvirusesHinHticksHrevealedHbyHmetagenomicsHinHnortheasternHnhinaVH 0

57 renomeHassemblyHandHanalysisHofHtheHflavonoidHandHphenylpropanoidHbiosyntheticHpathwaysHinH
qingerrootHgingerHPmoesenbergiaHrotundaQVH

56 ênderstandingHofHtheHvariousHaspectsHofHgeneHregulatoryHnetworksHrelatedHtoHcropHimprovementVH
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55 áranscriptomicsHinHPlantVH2022THddUYZb
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ztospermophilusHbeecheyiHQHusingHtranscriptomeHanalysesVHJournalsofsExperimentalsZoologysPartsB:s
MolecularsandsDevelopmentalsEvolutionTH
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53  ylHSequencingHênveilsHčeryHSmallH ylsHWithHPotentialH egulatoryHqunctionsHinHmacteriaVHFrontierss
insMolecularsBiosciencesTH2022THdTH 5.6 2

52 áranscriptomeHoataHlnalysisHêsingHaHoeHyovoHlssemblyHlpproachVHSpringersProtocolsTH2022THYd_UZXd 0.3
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JournalTH2022THZXTH[aabU[ab_ 6.8 1
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47 PhylotranscriptomicsHtlluminatesHtheHPlacementHofHWholeHrenomeHouplicationsHandHreneH
 etentionHinHqernsVHFrontierssinsPlantsScienceTHY[TH 6.2 2

46  lááwpeHreferenceUfreeHreconstructionHandHquantificationHofHtranscriptomesHfromHyanoporeH
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43 nompleteHchloroplastHgenomeHofHSerratedHáussockTHyassellaHtrichotomaHPPoaceaeeHStipeaeQVH2022TH
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40 reneHpxpressionHandHáranscriptomeHSequencingeHmasicsTHlnalysisTHldvancesVH

39 StreptomycesHakebiaeHspVHnovVTHaHnovelHactinomyceteHisolatedHfromHrhizosphereHsoilHofHlkebiaH
trifoliateVH

38 lnalysisHofHnrassostreaHgasarHtranscriptomeHrevealsHcandidateHgenesHinvolvedHinHmetalHmetabolismVH
2022TH[XbTHY[aXXd

37 áheHcompleteHmitochondrialHgenomeHofHlhamusHyushuensisHnhuHetHWangHYdc_HPwepidopteraeH
sepialidaeQHandHphylogeneticHanalysisVH2022THbTHYaYYUYaY[ 0

36 SignificantHcompositionalHandHfunctionalHvariationHrevealsHtheHpatternsHofHgutHmicrobiotaHevolutionH
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33 oynamicHmolecularHevolutionHofHaHsupergeneHwithHsuppressedHrecombinationHinHwhiteUthroatedH
sparrowsVHYYTH 0
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31 StructureHofHaHmitochondrialHribosomeHwithHfragmentedHr ylHinHcomplexHwithHmembraneUtargetingH
elementsVH2022THY[TH 1

30 oeoxygenationHlowersHtheHthermalHthresholdHofHcoralHbleachingVH2022THYZTH 0
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28 oesertHplantHtranscriptomicsHandHadaptationHtoHabioticHstressVH2023THYddUZ_a 0
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