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2207 ³zr³eHaHwebUbasedTHintegratedHdatabaseHtoHretrieveHproteinHorthologsHandHassociatedHreneH
zntologyHtermsVH2006TH[]TH [[XU] 42

2206 nomputationalHmodelingHofHtheH‘lasmodiumHfalciparumHinteractomeHrevealsHproteinHfunctionHonHaH
genomeUwideHscaleVHGenome ResearchTH2006THYaTH_]ZUd 9.7 79

2205 sierarchicalHclusteringHalgorithmHforHcomprehensiveHorthologousUdomainHclassificationHinHmultipleH
genomesVH2006TH[]THa]bU_c 66

2204 –reeqameHaHcuratedHdatabaseHofHphylogeneticHtreesHofHanimalHgeneHfamiliesVH2006TH[]THo_bZUcX 383

2203 seterogeneousHgenomicHmolecularHclocksHinHprimatesVH2006THZTHeYa[ 79

2202 –oxoplasmaHgondiiHpurineHnucleosideHphosphorylaseHbiochemicalHcharacterizationTHinhibitorH
profilesTHandHcomparisonHwithHtheH‘lasmodiumHfalciparumHorthologVH2006THZcYTHZ_a_ZUc 29

2201 lHsystematicHmapHofHgeneticHvariationHinH‘lasmodiumHfalciparumVH2006THZTHe_b 159

2200 norrelatedHasymmetryHofHsequenceHandHfunctionalHdivergenceHbetweenHduplicateHproteinsHofH
”accharomycesHcerevisiaeVH2006THZ[THYXacUb_ 59

2199 lutomatedHdataHintegrationHforHdevelopmentalHbiologicalHresearchVH2007THY[]TH[ZZbU[c 6

2198 nonstructionTHvisualisationTHandHclusteringHofHtranscriptionHnetworksHfromHmicroarrayHexpressionH
dataVH2007TH[THZX[ZU]Z 190

2197 zxlHmrowserUUexploringHorthologousHrelationsHacrossH[_ZHcompleteHgenomesVH2007THZ[THZYcXUZ 92

2196 mottleneckHgenesHandHcommunityHstructureHinHtheHcellHcycleHnetworkHofH”VHpombeVH2007TH[THeYX[ 21

2195 lutomatedHproteinHsubfamilyHidentificationHandHclassificationVH2007TH[THeYaX 93

2194 tdentificationHofHnoldUtnducedHrenesHinHnerealHnropsHandHlrabidopsisH–hroughHnomparativeH
lnalysisHofHxultipleHp”–H”etsVH2007TH]cUa_ 3
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2191 nomparasiteeHaHdatabaseHforHcomparativeHstudyHofHtranscriptomesHofHparasitesHdefinedHbyH
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2187 ”tructuralH“ylsHofHknownHandHunknownHfunctionHidentifiedHinHmalariaHparasitesHbyHcomparativeH
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2184 pvolutionaryHconservationHofHcellHmigrationHgeneseHfromHnematodeHneuronsHtoHvertebrateHneuralH
crestVH2007THZYTH[dYUa 30

2183 x”zl“eHaHhighUthroughputHorthologHassignmentHsystemHbasedHonHgenomeHrearrangementVH2007TH
Y]THYYaXUb_ 60

2182 renomicsVH2007TH][U_a

2181 xetabolicHpeculiaritiesHofHlspergillusHnigerHdisclosedHbyHcomparativeHmetabolicHgenomicsVH2007THcTH“YcZ 42

2180 –heHhumanHphylomeVH2007THcTH“YXd 111

2179 pvolutionHofHtheHcoreHandHpanUgenomeHofH”treptococcuseHpositiveHselectionTHrecombinationTHandH
genomeHcompositionVH2007THcTH“bY 250

2178 “eactomeeHaHknowledgeHbaseHofHbiologicHpathwaysHandHprocessesVH2007THcTH“[d 454

2177 zrthologyHandHfunctionalHconservationHinHeukaryotesVH2007TH]YTH]a_U_Xb 79

2176 ‘rotozoaomeHdynamicHvisualizationHandHexplorationHofHprotozoanHgenomesVH2008TH[aTHo_]bU_Z 13

2175 nlustersHofHorthologousHgenesHforH]YHarchaealHgenomesHandHimplicationsHforHevolutionaryHgenomicsH
ofHarchaeaVH2007THZTH[[ 146

2174 ”ybileHmethodsHandHsoftwareHforHmultipleHgenomeHcomparisonHandHvisualizationVH2007TH]XcTHd[UYXc 52
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2173 lssessingHperformanceHofHorthologyHdetectionHstrategiesHappliedHtoHeukaryoticHgenomesVH2007THZTHe[c[ 300

2172 –heHlpicoplastHandHxitochondrionHofH–oxoplasmaHgondiiVH2007THZXbUZ]] 1

2171 nomparativeHbiologyeHbeyondHsequenceHanalysisVH2007THYcTH[bYUb 42

2170 zntologyHannotationeHmappingHgenomicHregionsHtoHbiologicalHfunctionVH2007THYYTH]UYY 66

2169 nlusteringHorthologousHproteinsHacrossHphylogeneticallyHdistantHspeciesVH2008THbYTHYYY[UZZ 7

2168 lnHessentialHroleHforHaHno[aUrelatedHreceptorHinHpheromoneHdetectionHinHorosophilaVH2007TH]_XTHZcdUd[ 388

2167  holeUgenomeHanalysisHofHtheHammoniaUoxidizingHbacteriumTHyitrosomonasHeutrophaHndYeH
implicationsHforHnicheHadaptationVH2007THdTHZdd[U[XXb 128

2166 xiningHtheHgenomesHofHplantHpathogenicHbacteriaeHhowHnotHtoHdrownHinHgigabasesHofHsequenceVH
2008THdTHYX_UYc 2

2165 lHsearchHengineHtoHidentifyHpathwayHgenesHfromHexpressionHdataHonHmultipleHorganismsVH2007THYTHZX 5

2164 zrthoxaxeHaHdatabaseHofHorthologousHgenomicHmarkersHforHplacentalHmammalHphylogeneticsVH2007
THbTHZ]Y 94

2163 tnferringHangiospermHphylogenyHfromHp”–HdataHwithHwidespreadHgeneHduplicationVH2007THbH”upplHYTH”[ 74

2162 c–qbaseeHaHdatabaseHforHcomparativeHgenomicsHofHtranscriptionHfactorsHinHcyanobacteriaVH2007THcTHYX] 28

2161 nUterminalHmotifHpredictionHinHeukaryoticHproteomesHusingHcomparativeHgenomicsHandHstatisticalH
overUrepresentationHacrossHproteinHfamiliesVH2007THcTHYdY 13

2160 pxperimentalUconfirmationHandHfunctionalUannotationHofHpredictedHproteinsHinHtheHchickenHgenomeVH
2007THcTH]Z_ 14

2159 eUqungieHaHdataHresourceHforHcomparativeHanalysisHofHfungalHgenomesVH2007THcTH]Za 24

2158 oatingHtheHearlyHevolutionHofHplantseHdetectionHandHmolecularHclockHanalysesHofHorthologsVH2007TH
ZbcTH[d[U]XZ 88

2157 somologyHandHphylogenyHandHtheirHautomatedHinferenceVH2008THd_TH]adUcY 2

2156 pvolutionHandHpathogenesisHofH”taphylococcusHaureuseHlessonsHlearnedHfromHgenotypingHandH
comparativeHgenomicsVH2008TH[ZTHZ[U[b 111
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seedHsequenceVH2008THdTHY]Y 7

2151 q—y³ml”peHaHq—ygalHph³logenomicHdataml”pVH2008THdTH]_a 57
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‘lasmodiumHandH–heileriaVH2008THcTHYXc 39
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genomesVH2008THdTH_Y_ 23

2146 –heHquestHforHorthologseHfindingHtheHcorrespondingHgeneHacrossHgenomesVH2008THZ]TH_[dU_Y 210

2145 wargeUscaleHassignmentHofHorthologyeHbackHtoHphylogeneticsjVH2008THdTHZ[_ 134

2144 zrganizationHandHevolutionHofHtheHbiologicalHresponseHtoHsingletHoxygenHstressVH2008TH[c[THbY[U[X 63

2143 lrchaea–qeHanHintegratedHdatabaseHofHputativeHtranscriptionHfactorsHinHlrchaeaVH2008THdYTHYXZUb 22

2142 ”aturationHandHbaseHcompositionHbiasHexplainHphylogenomicHconflictHinH‘lasmodiumVH2008THdYTH][[U]Z 52

2141 ‘hosphoproteomeHanalysisHofHfissionHyeastVH2008THbTHYXccUdb 161

2140 pvolutionaryHconservationHofHhumanHdrugHtargetsHinHorganismsHusedHforHenvironmentalHriskH
assessmentsVH2008TH]ZTH_cXbUY[ 412

2139 renomicsHofHbacteriaHandHarchaeaeHtheHemergingHdynamicHviewHofHtheHprokaryoticHworldVH2008TH[aTHaaccUbYd 513
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2137 oesignatingHeukaryoticHorthologyHviaHprocessedHtranscriptionHunitsVH2008TH[aTH[][aU]Z 4

2136 nzx‘l“pTHaHmultiUorganismHsystemHforHcrossUspeciesHdataHcomparisonHandHtransferHofHinformationVH
2008THZ]TH]]bUd 11

2135 ‘atternsHofHmolecularHevolutionHinHnaenorhabditisHprecludeHancientHoriginsHofHselfingVH2008THYbcTHZXd[UYX] 75

2134 lffy–reeseHfacilitatingHcomparativeHanalysisHofHlffymetrixHplantHmicroarrayHchipsVH2008THY]aTH[bbUca 10

2133 zrthoqocuseHprogramHforHidentificationHofHorthologsHinHmultipleHgenomesHinHfamilyUfocusedHstudiesVH
2008THaTHcYYUZ] 6

2132 xultipleHgenomeHsequencesHrevealHadaptationsHofHaHphototrophicHbacteriumHtoHsedimentH
microenvironmentsVH2008THYX_THYc_][Uc 100

2131 lHnovelHro‘UdependentHpyruvateHkinaseHisozymeHfromH–oxoplasmaHgondiiHlocalizesHtoHbothHtheH
apicoplastHandHtheHmitochondrionVH2008THZc[THY]X]YU_Z 39

2130 —nravelingHancientHhexaploidyHthroughHmultiplyUalignedHangiospermHgeneHmapsVHGenome ResearchTH
2008THYcTHYd]]U_] 9.7 418

2129 wogicalHidentificationHofHanHallantoinaseHanalogHPpuupQHrecruitedHfromHpolysaccharideHdeacetylasesVH
2008THZc[THZ[Zd_U[X] 36

2128 nlusteringHofHmainHorthologsHforHmultipleHgenomesVH2008THaTH_b[Uc] 9

2127 nomparingHpatternsHofHnaturalHselectionHacrossHspeciesHusingHselectiveHsignaturesVH2008TH]THeZ[ 32

2126 lssessingHtheHperformanceHofHsingleUcopyHgenesHforHrecoveringHrobustHphylogeniesVH2008TH_bTHaY[UZb 149

2125 oiscoveringHregulatoryHmotifsHinHtheH‘lasmodiumHgenomeHusingHcomparativeHgenomicsVH2008THZ]THYc][Ud 31

2124 “econstructingHancestralHgenomeHcontentHbasedHonHsymmetricalHbestHalignmentsHandHoolloH
parsimonyVH2008THZ]THaXaUYZ 15

2123 nonservationHofHtheHchitinHutilizationHpathwayHinHtheH™ibrionaceaeVH2008THb]TH]]U_Y 149

2122 pnsemblnomparaHrene–reeseHnompleteTHduplicationUawareHphylogeneticHtreesHinHvertebratesVH
Genome ResearchTH2009THYdTH[ZbU[_ 9.7 836

2121 xultigenomeHoylHsequenceHconservationHidentifiesHsoxHcisUregulatoryHelementsVHGenome Research
TH2008THYcTHYd__Uac 9.7 20

2120 lrabidopsisHreactomeeHaHfoundationHknowledgebaseHforHplantHsystemsHbiologyVH2008THZXTHY]ZaU[a 44
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2119 lnHapproachHofHorthologyHdetectionHfromHhomologousHsequencesHunderHminimumHevolutionVH2008TH
[aTHeYYX 23

2118 “eferencesVH2008TH[Z_U[d]

2117 –heHlpicomplexanHwholeUgenomeHphylogenyeHanHanalysisHofHincongruenceHamongHgeneHtreesVH2008TH
Z_THZacdUdc 93

2116 “ickettsiaHphylogenomicseHunwindingHtheHintricaciesHofHobligateHintracellularHlifeVH2008TH[THeZXYc 137

2115 ”pindleHassemblyHcheckpointHproteinHdynamicsHrevealHconservedHandHunsuspectedHrolesHinHplantHcellH
divisionVH2009TH]THeab_b 49

2114 –heHnoreHandH‘anUrenomeHofHtheH™ibrionaceaeVH2009TH 1

2113 [oUinterologseHlH‘roteinU‘roteinHtnteractingHpvolutionHoatabaseHacrossHxultipleH”peciesVH2009TH

2112 –owardsHimprovedHreconstructionHofHancestralHgeneHorderHinHangiospermHphylogenyVH2009THYaTHY[_[Uab 11

2111 renomeHpvolutionHinHxalariaH‘arasiteseHtVHnoreHrenomeHnomponentsVH2009TH

2110 oataHintegrationHforHplantHgenomicsUUexemplarsHfromHtheHintegrationHofHlrabidopsisHthalianaH
databasesVH2009THYXTHabaUd[ 19

2109 ‘hylogenomicHanalysisHdemonstratesHaHpatternHofHrareHandHancientHhorizontalHgeneHtransferH
betweenHplantsHandHfungiVH2009THZYTHYcdbUdYY 141

2108 –axonHvTHaHcomplexHwithinHtheHmurkholderiaHcepaciaHcomplexTHcomprisesHatHleastHtwoHnovelHspeciesTH
murkholderiaHcontaminansHspVHnovVHandHmurkholderiaHlataHspVHnovVH2009TH_dTHYXZUYY 232

2107 tmprovedHcriteriaHandHcomparativeHgenomicsHtoolHprovideHnewHinsightsHintoHgrassHpaleogenomicsVH
2009THYXTHaYdU[X 50

2106 nomparativeHgenomicsHrevealHextensiveHtransposonUmediatedHgenomicHplasticityHandHdiversityH
amongHpotentialHeffectorHproteinsHwithinHtheHgenusHnoxiellaVH2009THbbTHa]ZU_a 160

2105 ‘ervasiveTHgenomeUwideHpositiveHselectionHleadingHtoHfunctionalHdivergenceHinHtheHbacterialHgenusH
nampylobacterVHGenome ResearchTH2009THYdTHYZZ]U[Z 9.7 55

2104 pxpansionHandHdiversificationHofHtheH‘opulusH“Z“[Ux³mHfamilyHofHtranscriptionHfactorsVH2009THY]dTHdcYUd[ 346

2103 nommonHintronsHwithinHorthologousHgeneseHsoftwareHandHapplicationHtoHplantsVH2009THYXTHa[YU]] 26

2102 l–rneHaHdatabaseHofHorthologousHgenesHfromHcloselyHrelatedHprokaryoticHgenomesHandHaHresearchH
platformHforHmicroevolutionHofHprokaryotesVH2009TH[bTHo]]cU_] 45
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2101 —nravelingHtranscriptionalHcontrolHinHlrabidopsisHusingHcisUregulatoryHelementsHandHcoexpressionH
networksVH2009THY_XTH_[_U]a 173

2100 ”calableHgraphHclusteringHusingHstochasticHflowsVH2009TH 124

2099 oisparateHeffectsHofHroscovitineHonHrenalHtubularHepithelialHcellHapoptosisHandHsenescenceeH
implicationsHforHautosomalHdominantHpolycysticHkidneyHdiseaseVH2009THZdTH_XdUY_ 19

2098 lnHentropyHbasedHheuristicHmodelHforHpredictingHfunctionalHsubUtypeHdivisionsHofHproteinHfamiliesVH
2009TH

2097 nomparativeHgenomicHanalysesHofHtheHhumanHfungalHpathogensHnoccidioidesHandHtheirHrelativesVH
Genome ResearchTH2009THYdTHYbZZU[Y 9.7 229

2096 “icelrrayyeteHaHdatabaseHforHcorrelatingHgeneHexpressionHfromHtranscriptomeHprofilingTHandHitsH
applicationHtoHtheHanalysisHofHcoexpressedHgenesHinHriceVH2009THY_YTHYaU[[ 84

2095 nohesiveHversusHflexibleHevolutionHofHfunctionalHmodulesHinHeukaryotesVH2009TH_THeYXXXZba 15

2094 ‘hylogeneticHandHfunctionalHassessmentHofHorthologsHinferenceHprojectsHandHmethodsVH2009TH_THeYXXXZaZ 296

2093 –heHreneHzntologyOsH“eferenceHrenomeH‘rojecteHaHunifiedHframeworkHforHfunctionalHannotationH
acrossHspeciesVH2009TH_THeYXXX][Y 134

2092 ‘robabilisticHorthologyHanalysisVH2009TH_cTH]YYUZ] 37

2091 oeletionalHbiasHacrossHtheHthreeHdomainsHofHlifeVH2009THYTHY]_U_Z 147

2090 nomputationallyHdrivenTHquantitativeHexperimentsHdiscoverHgenesHrequiredHforHmitochondrialH
biogenesisVH2009TH_THeYXXX]Xb 113

2089 lHcomparativeHgenomicsTHnetworkUbasedHapproachHtoHunderstandingHvirulenceHinH™ibrioHcholeraeVH
2009THYdYTHaZaZUbZ 9

2088 qtrfamseHyetHanotherHsetHofHproteinHfamiliesVH2009TH[bTHaa][U_] 101

2087 renomeHsequencesHofHthreeHagrobacteriumHbiovarsHhelpHelucidateHtheHevolutionHofH
multichromosomeHgenomesHinHbacteriaVH2009THYdYTHZ_XYUYY 184

2086 lnalysisHofHtenHmrucellaHgenomesHrevealsHevidenceHforHhorizontalHgeneHtransferHdespiteHaHpreferredH
intracellularHlifestyleVH2009THYdYTH[_adUbd 86

2085 reneHlossHunderHneighborhoodHselectionHfollowingHwholeHgenomeHduplicationHandHtheH
reconstructionHofHtheHancestralH‘opulusHgenomeVH2009THbTH]ddU_ZX 10

2084 renomeHsequenceHofHlzotobacterHvinelandiiTHanHobligateHaerobeHspecializedHtoHsupportHdiverseH
anaerobicHmetabolicHprocessesVH2009THYdYTH]_[]U]_ 202
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2083 –heHoriginsHofHapicomplexanHsequenceHinnovationVHGenome ResearchTH2009THYdTHYZXZUY[ 9.7 53

2082 naveatHemptoreHlimitationsHofHtheHautomatedHreconstructionHofHmetabolicHpathwaysHinH‘lasmodiumVH
2009THZ_TH[bU][ 38

2081 qly‘hyeHaHphylogenomicHanalysisHplatformHforHorosophilaHgenesHandHgeneHfamiliesVH2009THYXTHYZ[ 2

2080 porl“eHaHsoftwareHframeworkHforHtheHcomparativeHanalysisHofHprokaryoticHgenomesVH2009THYXTHY_] 317

2079 zrtho”electeHaHprotocolHforHselectingHorthologousHgroupsHinHphylogenomicsVH2009THYXTHZYd 20

2078 nomparisonHofHeukaryoticHphylogeneticHprofilingHapproachesHusingHspeciesHtreeHawareHmethodsVH
2009THYXTH[c[ 15

2077 oatabasesHofHhomologousHgeneHfamiliesHforHcomparativeHgenomicsVH2009THYXH”upplHaTH”[ 106

2076 sax”t“eHprofileHhiddenHmarkovHmodelHbasedHsearchHforHorthologsHinHp”–sVH2009THdTHY_b 212

2075 renomeHwideHevolutionaryHanalysesHrevealHserotypeHspecificHpatternsHofHpositiveHselectionHinH
selectedH”almonellaHserotypesVH2009THdTHZa] 54

2074 pvolutionHofHxt“YacHparalogsHinHmrassicaceaeVH2009THdTHaZ 20

2073 pvolutionHfromHaHrespiratoryHancestorHtoHfillHsyntrophicHandHfermentativeHnicheseHcomparativeH
fenomicsHofHsixHreobacteraceaeHspeciesVH2009THYXTHYX[ 41

2072 nhlamynyceHanHintegrativeHsystemsHbiologyHdatabaseHandHwebUportalHforHnhlamydomonasH
reinhardtiiVH2009THYXTHZXd 72

2071 zrganizationHandHevolutionHofHtwoH”top“HretroposonHsubfamiliesHandHtheirHimpactHonHtheH
weishmaniaHgenomeVH2009THYXTHZ]X 38

2070 ‘redictingHproteinUproteinHinteractionsHinHlrabidopsisHthalianaHthroughHintegrationHofHorthologyTH
geneHontologyHandHcoUexpressionVH2009THYXTHZcc 84

2069 –heHotherHsideHofHcomparativeHgenomicseHgenesHwithHnoHorthologsHbetweenHtheHcowHandHotherH
mammalianHspeciesVH2009THYXTHaX] 6

2068 –heHcompleteHgenomeHsequenceHofH®anthomonasHalbilineansHprovidesHnewHinsightsHintoHtheH
reductiveHgenomeHevolutionHofHtheHxylemUlimitedH®anthomonadaceaeVH2009THYXTHaYa 120

2067 tdentificationHofHmammalianHorthologsHusingHlocalHsyntenyVH2009THYXTHa[X 43

2066 renomicHandHsystemsHevolutionHinH™ibrionaceaeHspeciesVH2009THYXH”upplHYTH”YY 13
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2065 nomputationalHpredictionHofHessentialHgenesHinHanHunculturableHendosymbioticHbacteriumTH
 olbachiaHofHmrugiaHmalayiVH2009THdTHZ][ 102

2064 ‘roteomesHandHtranscriptomesHofHtheHlpicomplexaUUwhereOsHtheHmessagejVH2009TH[dTHY[_U][ 37

2063 –heHyfeoHproteinHfamilyHandHitsHconservedHgeneHneighboursHthroughoutHprokaryoteseHfunctionalH
implicationsHforHstomatinUlikeHproteinsVH2009THadTHa_bUab 10

2062 pvolutionaryHconstraintsHonHstructuralHsimilarityHinHorthologsHandHparalogsVH2009THYcTHY[XaUY_ 50

2061 ’uantitativeH“ylHexpressionHanalysisHwithHlffymetrixH–ilingHYVX“HarraysHidentifiesHnewHpZqHtargetH
genesVH2009TH_bTHYc]Ud] 56

2060 yetworkHvisualizationHandHanalysisHofHgeneHexpressionHdataHusingHmiowayoutHpxpressP[oQVH2009TH]THY_[_U_X 305

2059 “eactomeHknowledgebaseHofHhumanHbiologicalHpathwaysHandHprocessesVH2009TH[bTHoaYdUZZ 675

2058 “econstructionHofHmonocotelydoneousHprotoUchromosomesHrevealsHfasterHevolutionHinHplantsHthanH
inHanimalsVH2009THYXaTHY]dXcUY[ 125

2057 –heHtranscriptionalHregulationHofHproteinHcomplexesfHaHcrossUspeciesHperspectiveVH2009THd]TH[adUba 10

2056 ™axigneHaHwebUbasedHvaccineHtargetHdesignHprogramHforHreverseHvaccinologyVH2009THYTHZ[UZd 43

2055 lligningH–woHrenomicH”equencesH–hatHnontainHouplicationsVH2009THdcUYYX 1

2054 tnferringHclocksHwhenHlackingHrockseHtheHvariableHratesHofHmolecularHevolutionHinHbacteriaVH2009TH]TH[_ 94

2053 —singHzrthonlusterHforHtheHdetectionHofHsyntenyHblocksHamongHmultipleHgenomesVH2009THnhapterHaTH
—nitHaVYXHaVYXVYUYc 11

2052 oiscoveryeHanHinteractiveHresourceHforHtheHrationalHselectionHandHcomparisonHofHputativeHdrugHtargetH
proteinsHinHmalariaVH2009THcTHYbc 7

2051 lHsystematicHclassificationHofH‘lasmodiumHfalciparumH‘UloopHy–‘aseseHstructuralHandHfunctionalH
correlationVH2009THcTHad 9

2050 ”ynortheHexploringHtheHevolutionHofHsyntenyHandHlongUrangeHregulatoryHinteractionsHinHvertebrateH
genomesVH2009THYXTH“ca 21

2049 –heHnellHnycleHzntologyeHanHapplicationHontologyHforHtheHrepresentationHandHintegratedHanalysisHofH
theHcellHcycleHprocessVH2009THYXTH“_c 26

2048 oetectionHofHreneHzrthologyHmasedHonH‘roteinU‘roteinHtnteractionHyetworksVH2009TH 2
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2047 lHnovelHheuristicHforHlocalHmultipleHalignmentHofHinterspersedHoylHrepeatsVH2009THaTHYcXUd 13

2046 nomparativeHgenomicsHofHtheHfungalHpathogensHnandidaHdubliniensisHandHnandidaHalbicansVHGenome 
ResearchTH2009THYdTHZZ[YU]] 9.7 165

2045 renomeHsequencesHofHpscherichiaHcoliHmHstrainsH“pwaXaHandHmwZYPop[QVH2009TH[d]THa]]U_Z 238
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ZZTH_ZUaZ

109

2042 sistoricalHconstraintsHonHvertebrateHgenomeHevolutionVH2009THZTHY[Uc 13
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revealedHusingHaHnovelHcomputationalHmethodVH2010THZTHcbXUca 19

2040 –heHsequenceHofHaHYVcUmbHbacterialHlinearHplasmidHrevealsHaHrichHevolutionaryHreservoirHofHsecondaryH
metabolicHpathwaysVH2010THZTHZYZUZ] 150

2039 nomparativeHrenomicseHllgorithmsHandHlpplicationsVH2010THbZ[Ub]b

2038 ”omeHllgorithmicHnhallengesHinHrenomeU ideHzrthologHlssignmentVH2010THZ_TH]ZU_Z 8
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‘ezizomycotinaVH2010THYXTH[Yc 3

2033 nonservationHandHdivergenceHofHknownHapicomplexanHtranscriptionalHregulonsVH2010THYYTHY]b 13
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strainsHofH®anthomonasHfuscansHsubspVHaurantifoliiVH2010THYYTHZ[c 89

(2010-2009)

13



2029 renomicHorganizationHofHeukaryoticHt“ylsVH2010THYYTHZbX 49
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2027 nomparativeHgenomicsHofHtheHfamilyH™ibrionaceaeHrevealsHtheHwideHdistributionHofHgenesHencodingH
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2025 pvolutionHofHelectronHtransferHoutHofHtheHcelleHcomparativeHgenomicsHofHsixHreobacterHgenomesVH
2010THYYTH]X 140

2024 zrthologyHconfersHintronHpositionHconservationVH2010THYYTH]YZ 25

2023 ³east ebeHaHworksetUcentricHwebHresourceHforHgeneHfamilyHanalysisHinHyeastVH2010THYYTH]Zd 1

2022 –heHgenomeHofHreobacterHbemidjiensisTHexemplarHforHtheHsubsurfaceHcladeHofHreobacterHspeciesH
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2021 ‘robingHtheHpanUgenomeHofHwisteriaHmonocytogeneseHnewHinsightsHintoHintraspecificHnicheH
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2020 lnalysesHofHgenomeHarchitectureHandHgeneHexpressionHrevealHnovelHcandidateHvirulenceHfactorsHinH
theHsecretomeHofH‘hytophthoraHinfestansVH2010THYYTHa[b 141

2019 “elationshipHbetweenHoperonHpreferenceHandHfunctionalHpropertiesHofHpersistentHgenesHinHbacterialH
genomesVH2010THYYTHbY 20

2018 nombiningHmodularityTHconservationTHandHinteractionsHofHproteinsHsignificantlyHincreasesHprecisionH
andHcoverageHofHproteinHfunctionHpredictionVH2010THYYTHbYb 9

2017 q—yrtpatheHaHtoolHtoHassessHfungalHmetabolicHpathwaysHpredictedHbyHorthologyVH2010THYYTHcY 33

2016 noreHgenomeHcomponentsHandHlineageHspecificHexpansionsHinHmalariaHparasitesHplasmodiumVH2010TH
YYH”upplH[TH”Y[ 5

2015 [oUinterologseHanHevolutionHdatabaseHofHphysicalHproteinUHproteinHinteractionsHacrossHmultipleH
genomesVH2010THYYH”upplH[TH”b 19

2014 “efiningHorthologueHgroupsHatHtheHtranscriptHlevelVH2010THYYH”upplH]TH”YY 4

2013 ™ibrioHchromosomesHshareHcommonHhistoryVH2010THYXTHY[b 22

2012 oioeciousH”ileneHlatifoliaHplantsHshowHsexualHdimorphismHinHtheHvegetativeHstageVH2010THYXTHZXc 35
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2011 xolecularHandHphylogeneticHcharacterizationHofHtheHsieveHelementHocclusionHgeneHfamilyHinH
qabaceaeHandHnonUqabaceaeHplantsVH2010THYXTHZYd 54

2010 lHputativeHkinaseUrelatedHproteinHP‘v“‘QHfromH‘lasmodiumHbergheiHmediatesHinfectionHinHtheH
midgutHandHsalivaryHglandsHofHtheHmosquitoVH2010TH]XTHdbdUcc 3

2009 ‘hylogenomicHanalysisHofHYYHcompleteHlfricanHswineHfeverHvirusHgenomeHsequencesVH2010TH]XXTHYZcU[a 95

2008 oetectionHofHgeneHorthologyHfromHgeneHcoUexpressionHandHproteinHinteractionHnetworksVH2010THYYH
”upplH[TH”b 14

2007 rlobalHanalysisHofHtheHratHandHhumanHplateletHproteomeHUHtheHmolecularHblueprintHforHillustratingH
multiUfunctionalHplateletsHandHcrossUspeciesHfunctionHevolutionVH2010THYXTHZ]]]U_b 29

2006 nharacteristicsHofHtheHgenomeHofHlrsenophonusHnasoniaeTHsonUkillerHbacteriumHofHtheHwaspH
yasoniaVH2010THYdH”upplHYTHb_Ucd 67

2005 renomeHsequenceHofHtheHmodelHmushroomH”chizophyllumHcommuneVH2010THZcTHd_bUa[ 381

2004
–heHgenomeHsequenceHofHxethanohalophilusHmahiiH”w‘P–QHrevealsHdifferencesHinHtheHenergyH
metabolismHamongHmembersHofHtheHxethanosarcinaceaeHinhabitingHfreshwaterHandHsalineH
environmentsVH2010THZXYXTHadXb[b

31

2003 –heHhumanUbacterialHpathogenHproteinHinteractionHnetworksHofHmacillusHanthracisTHqrancisellaH
tularensisTHandH³ersiniaHpestisVH2010TH_THeYZXcd 110

2002 nomparativeHgenomeHanalysisHrevealsHanHabsenceHofHleucineUrichHrepeatHpatternUrecognitionH
receptorHproteinsHinHtheHkingdomHqungiVH2010TH_THeYZbZ_ 28

2001 ”caffoldingHaHnaenorhabditisHnematodeHgenomeHwithH“ylUseqVHGenome ResearchTH2010THZXTHYb]XUb 9.7 78

2000 sostUinteractiveHgenesHinHlmerindianHselicobacterHpyloriHdivergeHfromHtheirHzldH orldHhomologsH
andHmediateHinflammatoryHresponsesVH2010THYdZTH[XbcUdZ 48

1999 lHlowUpolynomialHalgorithmHforHassemblingHclustersHofHorthologousHgroupsHfromHintergenomicH
symmetricHbestHmatchesVH2010THZaTHY]cYUb 154

1998 nonservedHsymbioticHplasmidHoylHsequencesHinHtheHmultirepliconHpangenomicHstructureHofH
“hizobiumHetliVH2010THbaTHYaX]UY] 54

1997 ‘ro‘hylp“eHaHcuratedHonlineHresourceHforHproteinHfunctionHandHstructureHbasedHonHevolutionaryH
constraintHanalysesVHGenome ResearchTH2010THZXTHY]ZU_] 9.7 28

1996 renomeHsequenceHofHwactobacillusHcrispatusH”–YVH2010THYdZTH[_]bUc 31

1995 tdentificationHofHthreeHnovelHsuperantigenUencodingHgenesHinH”treptococcusHequiHsubspVH
zooepidemicusTHszeqTHszeyTHandHsze‘VH2010THbcTH]cYbUZb 46

1994 ™axigneHtheHfirstHwebUbasedHvaccineHdesignHprogramHforHreverseHvaccinologyHandHapplicationsHforH
vaccineHdevelopmentVH2010THZXYXTHZdb_X_ 181

(2010-2010)

15



1993 renomeUwideHanalysisHofHethyleneUresponsiveHelementHbindingHfactorUassociatedHamphiphilicH
repressionHmotifUcontainingHtranscriptionalHregulatorsHinHlrabidopsisVH2010THY_ZTHYYXdU[] 208

1992 eggyzrHvZVXeHextendingHtheHevolutionaryHgenealogyHofHgenesHwithHenhancedHnonUsupervisedH
orthologousHgroupsTHspeciesHandHfunctionalHannotationsVH2010TH[cTHoYdXU_ 179

1991 nrossUkingdomHcomparisonHofHtranscriptomicHadjustmentsHtoHlowUoxygenHstressHhighlightsH
conservedHandHplantUspecificHresponsesVH2010THY_ZTHY]c]U_XX 248

1990 nomparativeHgenomicsHandHtransductionHpotentialHofHpnterococcusHfaecalisHtemperateH
bacteriophagesVH2010THYdZTHYYZZU[X 62

1989 ‘hylogenyHofHgammaproteobacteriaVH2010THYdZTHZ[X_UY] 236

1988 wowUcomplexityHregionsHinH‘lasmodiumHfalciparumeHmissingHlinksHinHtheHevolutionHofHanHextremeH
genomeVH2010THZbTHZYdcUZXd 45

1987 reneUorientedHorthologHdatabaseeHaHfunctionalHcomparisonHplatformHforHorthologousHlociVH2010TH
ZXYXTHbaqXXZ 5

1986 rettingHstartedHinHgeneHorthologyHandHfunctionalHanalysisVH2010THaTHeYXXXbX[ 65

1985 nharacterizingHtheHmetabolismHofHoehalococcoidesHwithHaHconstraintUbasedHmodelVH2010THaTHeYXXXccb 43

1984 –heHextinctionHdynamicsHofHbacterialHpseudogenesVH2010THaTHeYXXYX_X 117

1983 oeHnovoHassemblyHofHaH]XHxbHeukaryoticHgenomeHfromHshortHsequenceHreadseH”ordariaHmacrosporaTH
aHmodelHorganismHforHfungalHmorphogenesisVH2010THaTHeYXXXcdY 152

1982 “econstructionHofHtheHcoreHandHextendedHregulonsHofHglobalHtranscriptionHfactorsVH2010THaTHeYXXYXZb 54

1981 xeetingHreporteHaHworkshopHonHmestH‘racticesHinHrenomeHlnnotationVH2010THZXYXTHbaqXXY 15

1980 –heHimpactHofHgeneHexpressionHregulationHonHevolutionHofHextracellularHsignalingHpathwaysVH2010THdTHZaaaUbb 8

1979 nonstructionHofHaHlargeHextracellularHproteinHinteractionHnetworkHandHitsHresolutionHbyH
spatiotemporalHexpressionHprofilingVH2010THdTHZa_]Ua_ 35

1978 xarkovHclusteringHofHproteinHinteractionHnetworksHwithHimprovedHbalanceHandHscalabilityVH2010TH 32

1977 pvolutionaryHrelationshipsHofHwildHhominidsHrecapitulatedHbyHgutHmicrobialHcommunitiesVH2010THcTHeYXXX_]a 364

1976 nomplexHprokaryoticHgenomeHstructureeHrapidHevolutionHofHchromosomeHttVH2010TH_[THab_Ucb 9
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1975 “econstructingHgeneHhistoriesHinHlscomycotaHfungiVH2010TH]bXTH]]bUc_ 3

1974 ‘wlZleHaHcomparativeHgenomicsHresourceHtoHstudyHgeneHandHgenomeHevolutionHinHplantsVH2009THZYTH[bYcU[Y 220

1973 tnsightsHfromHtheHcomparisonHofHplantHgenomeHsequencesVH2010THaYTH[]dUbZ 161

1972 wargeUscaleHcomparativeHphosphoproteomicsHidentifiesHconservedHphosphorylationHsitesHinHplantsVH
2010THY_[THYYaYUb] 302

1971
lccumulationTHfunctionalHannotationTHandHcomparativeHanalysisHofHexpressedHsequenceHtagsHinH
eggplantHP”olanumHmelongenaHwVQTHtheHthirdHpoleHofHtheHgenusH”olanumHspeciesHafterHtomatoHandH
potatoVH2010TH]_XTHbaUc]

29

1970 tntroducingHtheHbacterialHOchromidOeHnotHaHchromosomeTHnotHaHplasmidVH2010THYcTHY]YUc 249

1969 ZxHgenomesUUdepthHdoesHmatterVH2010THYYTH“Ya 44

1968 ”hotgunHproteomicHanalysisHofHyeastUelicitedHnaliforniaHpoppyHPpschscholziaHcalifornicaQHsuspensionH
culturesHproducingHenhancedHlevelsHofHbenzophenanthridineHalkaloidsVH2010THdTH][[bU]_ 12

1967 tssuesHwithHtheH‘ipellignHphylogenomicsHtoolkitHinHidentifyingHproteinHsubfamiliesVH2010TH

1966 xultipleHrlwHpathwayHgeneHclustersHevolvedHindependentlyHandHbyHdifferentHmechanismsHinHfungiVH
2010THYXbTHYXY[aU]Y 117

1965 pvolutionHofHbiologicalHinteractionHnetworkseHfromHmodelsHtoHrealHdataVH2011THYZTHZ[_ 30

1964 anti”xl”seHrapidHidentificationTHannotationHandHanalysisHofHsecondaryHmetaboliteHbiosynthesisH
geneHclustersHinHbacterialHandHfungalHgenomeHsequencesVH2011TH[dTH [[dU]a 1153

1963 ”pectralHnlusteringHonHyeighborhoodHvernelsHwithHxodifiedH”ymmetryHforH“emoteHsomologyH
oetectionVH2011TH

1962 tdentifyingHpositionalHhomologsHasHbidirectionalHbestHhitsHofHsequenceHandHgeneHcontextHsimilarityVH
2011TH

1961 –heHwhatTHwhereTHhowHandHwhyHofHgeneHontologyUUaHprimerHforHbioinformaticiansVH2011THYZTHbZ[U[_ 97

1960 renomeHsequenceHandHanalysisHofHtheHtuberHcropHpotatoVH2011TH]b_THYcdUd_ 1438

1959 ldaptationHtoHyutrientHlvailabilityHinHxarineHxicroorganismsHbyHreneHrainHandHwossVH2011THZadUZba 6

1958 nlassifyingHproteinsHintoHfunctionalHgroupsHbasedHonHallUversusUallHmwl”–HofHYXHmillionHproteinsVH
2011THY_TH_Y[UZY 9
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1957 nommunityHoiscoveryHinH”ocialHyetworkseHlpplicationsTHxethodsHandHpmergingH–rendsVH2011THbdUYY[ 45

1956 renomicHanalysisHofHtheHnecrotrophicHfungalHpathogensH”clerotiniaHsclerotiorumHandHmotrytisH
cinereaVH2011THbTHeYXXZZ[X 659

1955 ‘hylogeneticHanalysisHofHproteinHsequenceHdataHusingHtheH“andomizedHlxeleratedHxaximumH
wikelihoodHP“l®xwQH‘rogramVH2011THnhapterHYdTH—nitYdVYY 33

1954 nonstitutiveHexpressionHofHaHgrapevineHpolygalacturonaseUinhibitingHproteinHaffectsHgeneH
expressionHandHcellHwallHpropertiesHinHuninfectedHtobaccoVH2011TH]TH]d[ 27

1953 nomparativeHtranscriptomeHanalysisHrevealsHvertebrateHphylotypicHperiodHduringHorganogenesisVH
2011THZTHZ]c 184

1952 krneHqindingHrroupsHofHsomologousHrenesHacrossHxultipleHrenomesVH2011THbdUcZ

1951 –heHevolutionaryHhistoryHofH³l‘HandHtheHhippoW³l‘HpathwayVH2011THZcTHZ]X[UYb 102

1950 –woHnewHcompleteHgenomeHsequencesHofferHinsightHintoHhostHandHtissueHspecificityHofHplantH
pathogenicH®anthomonasHsppVH2011THYd[TH_]_XUa] 146

1949
nomparativeHgenomicsHofHtheHpathogenicHciliateHtchthyophthiriusHmultifiliisTHitsHfreeUlivingHrelativesH
andHaHhostHspeciesHprovideHinsightsHintoHadoptionHofHaHparasiticHlifestyleHandHprospectsHforHdiseaseH
controlVH2011THYZTH“YXX

89

1948 lHphysicalHmapHforHtheHlmborellaHtrichopodaHgenomeHshedsHlightHonHtheHevolutionHofHangiospermH
genomeHstructureVH2011THYZTH“]c 24

1947 nomparativeHgenomeHsequenceHanalysisHunderscoresHmycoparasitismHasHtheHancestralHlifeHstyleHofH
–richodermaVH2011THYZTH“]X 448

1946 —singHzrthoxnwHtoHassignHproteinsHtoHzrthoxnwUomHgroupsHorHtoHclusterHproteomesHintoHnewH
orthologHgroupsVH2011THnhapterHaTH—nitHaVYZVYUYd 265

1945 tnferringHproteinHfunctionHfromHhomologyHusingHtheH‘rincetonH‘roteinHzrthologyHoatabaseH
P‘U‘zoQVH2011THnhapterHaTH—nitHaVYY 4

1944 –heHmonarchHbutterflyHgenomeHyieldsHinsightsHintoHlongUdistanceHmigrationVH2011THY]bTHYYbYUc_ 410

1943 –argetHidentificationHandHvalidationHofHnovelHantimalarialsVH2011THaTHad[UbX] 30

1942 pxploringHtheHgenomeseHfromHlrabidopsisHtoHcropsVH2011THYacTH[Uc 14

1941 ‘hylogenomicHevidenceHforHtheHpresenceHofHaHflagellumHandHcbbP[QHoxidaseHinHtheHfreeUlivingH
mitochondrialHancestorVH2011THZcTH[Zc_Uda 95

1940 nomparativeHgenomicsHofHxyloseUfermentingHfungiHforHenhancedHbiofuelHproductionVH2011THYXcTHY[ZYZUb 131
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1939 ‘lantHproteinUcodingHgeneHfamilieseHemergingHbioinformaticsHapproachesVH2011THYaTH__cUab 25

1938 nomputationalHmethodsHforHreneHzrthologyHinferenceVH2011THYZTH[bdUdY 158

1937 —tilityHofH“ylH”equencingHforHlnalysisHofHxaizeH“eproductiveH–ranscriptomesVH2011TH]THYdYUZX[ 100

1936 “eassessingHdomainHarchitectureHevolutionHofHmetazoanHproteinseHmajorHimpactHofHgeneHpredictionH
errorsVH2011THZTH]]dU_XY 16

1935 renomeHcharacterizationHofHtheHoleaginousHfungusHxortierellaHalpinaVH2011THaTHeZc[Yd 102

1934 –argetingHproteinUproteinHinteractionsHforHparasiteHcontrolVH2011THaTHeYc[cY 19

1933 pvaluatingHorthologHpredictionHalgorithmsHinHaHyeastHmodelHcladeVH2011THaTHeYcb__ 65

1932 tntracellularHeukaryoticHparasitesHhaveHaHdistinctHunfoldedHproteinHresponseVH2011THaTHeYdYYc 40

1931 yovelHinsightsHintoHtheHdiversityHofHcatabolicHmetabolismHfromHtenHhaloarchaealHgenomesVH2011THaTHeZXZ[b 60

1930 xultix”zl“HZVXeHanHaccurateHtoolHtoHidentifyHorthologHgroupsHamongHmultipleHgenomesVH2011THaTHeZXcdZ 15

1929 renomeHsequencingHrevealsHuniqueHmutationsHinHcharacteristicHmetabolicHpathwaysHandHtheH
transferHofHvirulenceHgenesHbetweenH™VHmimicusHandH™VHcholeraeVH2011THaTHeZYZdd 20

1928 rainTHlossHandHdivergenceHinHprimateHzincUfingerHgeneseHaHrichHresourceHforHevolutionHofHgeneH
regulatoryHdifferencesHbetweenHspeciesVH2011THaTHeZY__[ 40

1927 nodivergenceHofHmycovirusesHwithHtheirHhostsVH2011THaTHeZZZ_Z 37

1926 ‘seudomonasHaeruginosaHlp”UYHexhibitsHincreasedHvirulenceHgeneHexpressionHduringHchronicH
infectionHofHcysticHfibrosisHlungVH2011THaTHeZ]_Za 22

1925 nalculatingHorthologsHinHbacteriaHandHlrchaeaeHaHdivideHandHconquerHapproachVH2011THaTHeZc[cc 9

1924 nomparativeHgenomicHanalysisHofHtheH”treptococcusHdysgalactiaeHspeciesHgroupeHgeneHcontentTH
molecularHadaptationTHandHpromoterHevolutionVH2011TH[THYacUc_ 40

1923 qunctionalHmodellingHofHanHequineHbronchoalveolarHlavageHfluidHproteomeHprovidesHexperimentalH
confirmationHandHfunctionalHannotationHofHequineHgenomeHsequencesVH2011TH]ZTH[d_U]X_ 7

1922 renomeUwideHexpansionHandHexpressionHdivergenceHofHtheHbasicHleucineHzipperHtranscriptionHfactorsH
inHhigherHplantsHwithHanHemphasisHonHsorghumVH2011TH_[THZYZU[Y 107
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1921 –heHgenomeHofH–heobromaHcacaoVH2011TH][THYXYUc 502

1920 –heHdraftHgenomeHofHtheHparasiticHnematodeH–richinellaHspiralisVH2011TH][THZZcU[_ 230
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2011TH[]THcbUd_ 146

1916 xolecularHcharacterizationHofHtheHuncultivatableHhemotropicHbacteriumHxycoplasmaHhaemofelisVH
2011TH]ZTHc[ 11

1915 ‘roteinorthoeHdetectionHofHPcoUQorthologsHinHlargeUscaleHanalysisVH2011THYZTHYZ] 720

1914 sorizontalHgeneHtransferHinHsilkwormTHmombyxHmoriVH2011THYZTHZ]c 36
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1909 pimeriaHmaximaHphosphatidylinositolH]UphosphateH_UkinaseeHlocusHsequencingTHcharacterizationTHandH
crossUphylumHcomparisonVH2011THYXcTHaYYUZX 1

1908 sumanHandHchickenH–w“HpathwayseHmanualHcurationHandHcomputerUbasedHorthologyHanalysisVH2011TH
ZZTHY[XUc 16

1907 ”electionUdrivenHdivergenceHafterHgeneHduplicationHinHlrabidopsisHthalianaVH2011THb[THY_[Ua_ 12
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ntttUYHstrainHrevealHtheHmolecularHbasisHofHtheHzoonoticHnatureHofHnonUpyloriHgastricHselicobacterH
infectionsHinHhumansVH2011THYZTH_[]

30

1889 oeHnovoHassemblyHofHpuphorbiaHfischerianaHrootHtranscriptomeHidentifiesHprostratinHpathwayH
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1864 ‘hylo‘roeHaHwebUbasedHtoolHforHtheHgenerationHandHvisualizationHofHphylogeneticHprofilesHacrossH
pukaryaVH2011THZbTHcbbUc 8

1863 tntegrationHofHsequenceUsimilarityHandHfunctionalHassociationHinformationHcanHovercomeHintrinsicH
problemsHinHorthologyHmappingHacrossHbacterialHgenomesVH2011TH[dTHeY_X 9

1862 dictymaseHupdateHZXYYeHwebHZVXHfunctionalityHandHtheHinitialHstepsHtowardsHaHgenomeHportalHforHtheH
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1853 nomparativeHandHfunctionalHgenomicsHofH“hodococcusHopacusH‘oa[XHforHbiofuelsHdevelopmentVH
2011THbTHeYXXZZYd 97
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1787 renerationHandHanalysisHofHexpressedHsequenceHtagsHinHtheHextremeHlargeHgenomesHwiliumHandH
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regulatoryHnetworksVH2012THaYTHYU[a 6

1778 lHgenomeHtriplicationHassociatedHwithHearlyHdiversificationHofHtheHcoreHeudicotsVH2012THY[TH“[ 266
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346 ”urvivalHandHrenomeHoiversityHofH™ibrioHparahaemolyticusHtsolatedHfromHpdibleHlquaticHlnimalsVH
2022THY]TH[_X 1

345 ‘hylogenomicsHprovidesHinsightsHintoHtheHevolutionHofHcactophilyHandHhostHplantHshiftsHinH
orosophilaVH 0

344 –heHgenomeHsequencingHandHcomparativeHanalysisHofHaHwildHkiwifruitHlctinidiaHerianthaVH2022THZTH 1

343 spVHnovVTHaHcatalaseUnegativeHnewHmemberHofHtheHgenusTHisolatedHfromHlnatolianHrroundH”quirrelHPQH
inH–urkeyVVH2022THbZTH 0

342 ‘rot‘athomeHaH ebUbasedH“esourceHofH‘arasiteH‘roteasesVH2022THYbTH

341 –heH’uestHforHzrthologsHorthologyHbenchmarkHserviceHinHZXZZVVH2022TH 0

340 xw”–HanalysisHofHgeneticHdiversityHofHmacillusHcoagulansHstrainsHtoHevaluateHeffectsHonHconstipationH
modelVH2022THYYTHcY_UcZb 0

339 oescriptionHofHtheHtwoHnovelHspeciesHofHtheHgenusHselicobactereHselicobacterHanatolicusHspVHnovVTH
andHselicobacterHkayseriensisHspVHnovVTHisolatedHfromHfecesHofHurbanHwildHbirdsVVH2022TH]_THYZa[Za 1

338 riantH”tarshipHelementsHmobilizeHaccessoryHgenesHinHfungalHgenomesVVH2022TH 0

(2022-2018)

107



337 –heHchromosomeUlevelHgenomeHassemblyHofHtheHuapaneseHyellowtailHjackH”eriolaHaureovittataH
providesHinsightsHintoHgenomeHevolutionHandHefficientHoxygenHtransportVVH2022TH 0

336 xodelingHtheHeffectHofHr“ylUm“ylHinteractionsHandHm“ylHfoldingHonHm“ylHtranslationHinH
chloroplastsVH2022THZXTHZ_ZYUZ_[c

335 renomeUwideHtranslocationHeventsHdriveHtheHevolutionHofHnandidaHafricanaVH

334
yatrinemaHhalophilumHspVHnovVTHyatrinemaHsalinisoliHspVHnovVTHyatrinemaHamylolyticumHspVHnovVHandH
saloterrigenaHalkaliphilaHspVHnovVTHfourHextremelyHhalophilicHarchaeaHisolatedHfromHsaltHmineTHsalineH
soilHandHsaltHlakeVH2022THbZTH

1

333 lssessingHriskHforHbutterfliesHinHtheHcontextHofHclimateHchangeTHdemographicHuncertaintyTHandH
heterogenousHdataHsourcesVH 1

332 nomparativeHgenomicsHofHfiveH™alsaHspeciesHgivesHinsightsHonHtheirHpathogenicityHevolutionVH

331 “apidTHinUpatientHadaptationsHofHwegionellaHpneumophilaHtoHtheHhumanHhostVH

330 pffectsHofHmacillusHcoagulansHrmtU[XTHaXcaHasHanHadjunctHstarterHcultureHonHtheHproductionHofHyogurtVH
2022THYYY[dc 1

329 lHchromosomeUlevelHgenomeHassemblyHofHtheHpollinatingHfigHwaspH™alisiaHjavanaVH2022THZdTH

328 –ranscriptionalHoivergenceH—nderpinningH”exualHoevelopmentHinHtheHqungalHnlassH”ordariomycetesVH 1

327 ‘anUrenomesH‘rovideHtnsightsHintoHtheHreneticHmasisHofHluriculariaHheimuerHoomesticationVH2022TH
cTH_cY 0

326 reneticHcharacterizationHofHpotentialHvenomHresistanceHproteinsHinHnaliforniaHgroundHsquirrelsHPH
ztospermophilusHbeecheyiHQHusingHtranscriptomeHanalysesVH

325 nharacterisingHgenomeHarchitecturesHusingHgenomeHdecompositionHanalysisVH2022THZ[TH 0

324 nladeUspecificHgenesHandHtheHevolutionaryHoriginHofHnoveltyfHnewHtoolsHinHtheHtoolkitVH2022TH 2

323 nhromosomeUwevelHrenomeHlssemblyHofHlcanthogobiusHommaturusH‘rovidesHtnsightsHtntoH
pvolutionHandHwipidHxetabolismVH2022THdTH

322 nomparativeH–ranscriptomicsHandHxetabolitesHlnalysisHofH–woHnloselyH“elatedHpuphorbiaH”peciesH
“evealHpnvironmentalHldaptationHxechanismHandHlctiveHtngredientsHoifferenceVH2022THY[TH 0

321 renomicHinsightsHintoHpositiveHselectionHduringHbarleyHdomesticationVH2022THZZTH 0

320 sighUqualityHchromosomeUlevelHgenomeHassemblyHofHwitseaHcoreanaHwVHprovidesHinsightsHintoH
xagnoliidsHevolutionHandHflavonoidHbiosynthesisVH2022THYYX[d] 0

Citation Report

108



319 —singHallHgeneHfamiliesHvastlyHexpandsHdataHavailableHforHphylogenomicHinferenceVH 0

318 –ranscriptomeHxiningH‘rovidesHtnsightsHintoHnellH allHxetabolismHandHqiberHwignificationHinHlgaveH
tequilanaH eberVH2022THYYTHY]da 0

317 renomeTHgeneticHevolutionTHandHenvironmentalHadaptationHmechanismsHofH”chizophyllumHcommuneH
inHdeepHsubseafloorHcoalUbearingHsedimentsVH2022THZ_THYX]]Yb 1

316 pnhancingHtheH‘hytoremediationHofHseavyHxetalsHbyHnombiningHsyperaccumulatorHandHseavyH
xetalU“esistantH‘lantHrrowthU‘romotingHmacteriaVH2022THY[TH 1

315 xodernHvaccineHdevelopmentHviaHreverseHvaccinologyHtoHcombatHantimicrobialHresistanceVH2022TH
[XZTHYZXaaX

314 nhromosomeUlevelHgenomeHassemblyHofHtheHblackHwidowHspiderHwatrodectusHelegansHilluminatesH
compositionHandHevolutionHofHvenomHandHsilkHproteinsVH2022THYYTH 1

313 nhromosomalUwevelH“eferenceHrenomeHofHtheHxothHseortiaH™itessoidesHPwepidopteraeHnrambidaeQTH
lHxajorH‘estHofHlgarwoodU‘roducingH–reesVH

312 lHchromosomeUlevelHgenomeHassemblyHofHlrtocarpusHnanchuanensisHPxoraceaeQTHanHextremelyH
endangeredHfruitHtreeVH2022THYYTH 0

311 –heH”pruceHmudwormHrenomeeH“econstructingHtheHpvolutionaryHsistoryHofHlntifreezeH‘roteinsVH
2022THY]TH 0

310 reneticHoriftHandHsostUldaptiveHqeaturesHwikelyH—nderlieHtheHnladogenesisHofHtnsectUlssociatedH
wachnospiraceaeVH2022THY]TH 1

309 –heHlntarcticHxossH‘ohliaHnutansHrenomeH‘rovidesHtnsightsHtntoHtheHpvolutionHofHmryophytesHandH
theHldaptationHtoHpxtremeH–errestrialHsabitatsVHY[TH 2

308 lHchromosomeUlevelHgenomeHassemblyHforHtheHrabbitHtapewormH–aeniaHpisiformisVH2022THY]aa_X

307
pxpressionH‘rofileHofHrenesH“elatedHtoHtheH–hYbH‘athwayHinHxacrophagesHtnfectedHbyHweishmaniaH
majorHandHweishmaniaHamazonensiseH–heH—seHofHreneH“egulatoryHyetworksHinHxodelingH–hisH
‘athwayVHYZTH

306 nhromosomeUlevelHandHhaplotypeUresolvedHgenomeHprovidesHinsightHintoHtheHtetraploidHhybridH
originHofHpatchouliVH2022THY[TH 0

305 –ranscriptionalHmasisHforHsaustoriumHqormationHandHsostHpstablishmentHinHsemiparasiticH
‘sittacanthusHschiedeanusHxistletoesVHY[TH

304 nomparativeHrenomicHlnalysesH‘rovideHtnsightHtntoHtheH‘athogenicityHofHxetschnikowiaH
bicuspidataHwyp”XYYdVHY[TH 1

303 reneHnonversionHpxplainsHplevatedHoiversityHinHtheHtmmunityHxodulatingHl‘wYHreneHofHtheHxalariaH
™ectorHlnophelesHfunestusVH2022THY[THYYXZ

302 renomicHnharacterizationHofHwactobacillusHdelbrueckiiH”trainsHwithH‘robioticsH‘ropertiesVHZTH 0
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301 nompleteHgenomeHsequenceHandHphylogeneticHanalysisHofHmedicinalHplantHlbrusHcantoniensisHforH
evolutionaryHresearchHandHgermplasmHutilizationVH 0

300 seterotrophicH”ulfurHzxidationHofHsalomonasHtitanicaeH”zm_aHandHttsHsabitatHldaptationHtoHtheH
sydrothermalHpnvironmentVHY[TH 0

299 oeHnovoHassemblyHprovidesHnewHinsightsHintoHtheHevolutionHofHplaeagnusHangustifoliaHwVVH2022THYcTH 0

298 xolecularHcharacterizationHofHaHflatwormHrirardiaHisolateHfromHruanajuatoTHxexicoVH2022TH 1

297 nhromosomeUlevelHgenomeHassembliesHofHfourHwildHpeachHspeciesHprovideHinsightsHintoHgenomeH
evolutionHandHgeneticHbasisHofHstressHresistanceVH2022THZXTH 2

296 nomparativeHgenomicsHrevealsHlowHlevelsHofHinterUHandHintraspeciesHdiversityHinHtheHcausalHagentsHofH
dwarfHandHcommonHbuntHofHwheatHandHhintHatHconspecificityHofH–illetiaHcariesHandH–VHlaevisVH2022THY[TH 0

295 wociHunderlyingHleafHagronomicHtraitsHidentifiedHbyHreUsequencingHceleryHaccessionsHbasedHonHanH
assembledHgenomeVH2022THZ_THYX]_a_ 0

294 ‘angenomeHlnalysisHofH‘lantH–ranscriptsHandHnodingH”equencesVH2022THYZYUY_Z

293 –heHxanchurianH alnutHrenomeeHtnsightsHintoHuugloneHandHwipidHmiosynthesisVH2022THYYTH 0

292 lnHpmpiricalH”tudyHonHrraphUmasedHnlusteringHllgorithmsH—singH”chizophreniaHrenesVH2022THcbUYXa

291 tntegrativeHgenomicsHanalysisHofHtheHeverUshrinkingHpectinHmethylesteraseHP‘xpQHgeneHfamilyHinH
foxtailHmilletHP”etariaHitalicaQVH2022TH 0

290 nhromosomeUlevelHassemblyHandHannotationHofHtheHblueHcatfishHtctalurusHfurcatusTHanHaquacultureH
speciesHforHhybridHcatfishHreproductionTHepigeneticsTHandHheterosisHstudiesVH2022THYYTH 0

289 ”earchingHforHsomologousHrenesH—singHoaisychainVH2022THd_UYXY

288 –heHautotetraploidHpotatoHgenomeHprovidesHinsightsHintoHhighlyHheterozygousHspeciesVH 3

287 xarineHxicroeukaryoteHxetatranscriptomicseH”ampleH‘rocessingHandHmioinformaticH orkflowH
“ecommendationsHforHpcologicalHlpplicationsVHdTH 0

286 lHchromosomeUlevelHgenomeHofHmrachymystaxHtsinlingensisHprovidesHresourcesHandHinsightsHintoH
salmonidsHevolutionVH

285 lHchromosomeUlevelHgenomeHassemblyHofHtheHorangeHwheatHblossomHmidgeTH”itodiplosisHmosellanaH
rˆ'hinHPoipteraeHnecidomyiidaeQHprovidesHinsightsHintoHtheHevolutionHofHaHdetoxificationHsystemVH

284 –heHgenomeHofH‘runusHhumilisHprovidesHnewHinsightsHtoHdroughtHadaptionHandHpopulationHdiversityVH
2022THZdTH 1
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283 xultiU”peciesH–ranscriptomeHlssembliesHofHnultivatedHandH ildHwentilsHPwensHspVQH‘rovideHaHqirstH
rlimpseHatHtheHwentilH‘angenomeVH2022THYZTHYaYd 0

282 ‘hylotranscriptomicsHtlluminatesHtheH‘lacementHofH holeHrenomeHouplicationsHandHreneH
“etentionHinHqernsVHY[TH 2

281 lHchromosomeUlevelHgenomeHofH”yringaHoblataHprovidesHnewHinsightsHintoHchromosomeHformationH
inHzleaceaeHandHevolutionaryHhistoryHofHlilacsVH 0

280 lHdeHnovoHassembledHhighUqualityHchromosomeUscaleH–rifoliumHpratenseHgenomeHandHfineUscaleH
phylogeneticHanalysisVH2022THZZTH 1

279 nompleteHrenomeH”equencesHofHpzakiellaHcoagulansHnXXaYnYHandHqenollariaHmassiliensisHnXXaYnZVH 0

278 tdentificationHofH‘eptoniphilusHvaginalisUwikeHmacteriaTH‘eptoniphilusHseptimusHspVHnovVTHqromHmloodH
nulturesHinHaHnervicalHnancerH‘atientH“eceivingHnhemotherapyeHnaseHandHtmplicationsVHYZTH 0

277 –heHchromosomeUscaleHgenomeHofH‘hoebeHbourneiHrevealsHcontrastingHfatesHofHterpeneHsynthaseH
P–‘”QUaHandH–‘”UbHsubfamiliesVH2022THYXX]YX 1

276 lHchromosomeUlevelHgenomeHassemblyHofHtheHjadeHperchHP”cortumHbarcooQVH2022THdTH

275 lHnhromosomeUlevelHlssemblyHofHtheHuapaneseHpelHrenomeTHtnsightsHintoHreneHouplicationHandH
nhromosomalH“eorganizationVH

274 saplotypeUresolvedHgenomeHassemblyHofHmletillaHstriataHP–hunbVQH“eichbVfVHtoHelucidateHmedicinalH
valuesVH 2

273
‘henotypeUgenotypeHanalysisHofHwatilactobacillsHcurvatusHfromHdifferentHnicheseHcarbohydrateH
metabolismTHantibioticHresistanceTHbacteriocinTHphageHfragmentsHandHwinkagesHwithHn“t”‘“UnasH
”ystemsVH2022THYYYa]X

1

272 nompleteHrenomeH”equenceHofHnurtobacteriumHspVHnYTHaHmeneficialHpndophyteHwithHtheH‘otentialH
forHtnU‘lantH”alinityH”tressHllleviationVH 1

271  holeUrenomeH”equencingHandHnomparativeHrenomeHlnalysisHofHqusariumHsolaniUmelongenaeH
nausingHqusariumH“ootHandH”temH“otHinH”weetpotatoesVH 2

270 xarineHgregarineHgenomesHrevealHtheHbreadthHofHapicomplexanHdiversityHwithHaHpartiallyHconservedH
glideosomeHmachineryVH2022THZ[TH 0

269 –heHchromosomeUscaleHgenomeHprovidesHinsightsHintoHpigmentationHinHlcerHrubrumVH2022TH

268 renomeHsequencingHrevealsHchromosomeHfusionHandHextensiveHexpansionHofHgenesHrelatedHtoH
secondaryHmetabolismHinHlrtemisiaHargyiVH 3

267 ‘anUgenomeHanalysisHofHthreeHmainHnhineseHchestnutHvarietiesVHY[TH 0

266 renomeUwideHidentificationHandHcomparativeHanalysisHofHxl–pHgeneHfamilyHinHnucurbitaceaeH
speciesHandHtheirHregulatoryHroleHinHmelonHPnucumisHmeloQHunderHsaltHstressVH 0
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265 –heHgenomeHofHoioscoreaHzingiberensisHshedsHlightHonHtheHbiosynthesisTHoriginHandHevolutionHofHtheH
medicinallyHimportantHdiosgeninHsaponinsVH 1

264 renomicHdivergenceHofH”telleraHchamaejasmeHthroughHlocalHselectionHacrossHtheH’inghaiU–ibetH
‘lateauHandHnorthernHnhinaVH 1

263 nhromosomeUlevelHgenomeHassemblyHofHtheHmutterHclamH”axidomusHpurpuratusVH

262 lHchromosomeUlevelHgenomeHassemblyHofH”typhnolobiumHjaponicumHcombinedHwithHcomparativeH
genomicHanalysesHoffersHinsightsHonHtheHevolutionHofHflavonoidHandHligninHbiosynthesisVH2022THYcbTHYY_[[a

261 tnsightsHintoHchromosomalHevolutionHandHsexHdeterminationHofH‘seudobagrusHussuriensisHPmagridaeTH
”iluriformesQHbasedHonHaHchromosomeUlevelHgenomeVH2022THZdTH

260 nhromosomeUlevelHgenomeHofH–ibetanHnakedHcarpHPrymnocyprisHprzewalskiiQHprovidesHinsightsHintoH
–ibetanHhighlandHadaptationVH2022THZdTH 0

259 nomparativeHgenomicHanalysisHofHpchinococcusHmultilocularisHwithHotherHtapewormsVH

258 nhromosomalUlevelHreferenceHgenomeHofHtheHmothHseortiaHvitessoidesHPwepidopteraeHnrambidaeQTHaH
majorHpestHofHagarwoodUproducingHtreesVH2022THYY]THYYX]]X

257 –estingHcandidateHgenesHlinkedHtoHcorollaHshapeHvariationHofHaHpollinatorHshiftHinH“hytidophyllumH
PresneriaceaeQVH2022THYbTHeXZab_]X 1

256 nomparativeHlnalysisHofHpnzymeH‘roductionH‘atternsHofHwignocelluloseHoegradationHofH–woH hiteH
“otHqungieHzbbaHrivulosaHandHrelatoporiaHsubvermisporaVH2022THYZTHYXYb 2

255 nomparativeHgenomicsHrevealsHtheHmolecularHmechanismHofHsaltHadaptationHforHzoysiagrassesVH2022TH
ZZTH

254 pffectorsHfromHaHmacterialH™ectorUmorneH‘athogenHpxhibitHoiverseH”ubcellularHwocalizationTH
pxpressionH‘rofilesHandHxanipulationHofH‘lantHoefenseVH

253 nompleteHgammaproteobacterialHendosymbiontHgenomeHassemblyHfromHaHseepHtubewormH
wamellibrachiaHsatsumaVH2022THaXTHdYaUdZb

252 ”ignaturesHofHadaptiveHevolutionHinHplatyrrhineHprimateHgenomesVH2022THYYdTH 1

251 yuclearUspecificHgeneHexpressionHinHheterokaryonsHofHtheHfilamentousHascomyceteHyeurosporaH
tetraspermaVH2022THZcdTH

250 nhromosomalUlevelHgenomeHofHvelvetHbeanHPxucunaHpruriensQHprovidesHresourcesHforHwUoz‘lH
syntheticHresearchHandHdevelopmentVH 1

249 mioinformaticsHandHitsHroleHinHtheHstudyHofHtheHevolutionHandHprobioticHpotentialHofHlacticHacidH
bacteriaVH 2

248 lHsighU’ualityHrenomeHlssemblyHofH”orghumHdochnaVHY[TH 0
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247 oysfunctionHofH“asUrl‘HproteinHlfgaplHcontributesHtoHhypoxiaHfitnessHinHlspergillusHfumigatusVH

246 nhromosomeUlevelHgenomeHassemblyHandHpopulationHgenomicHanalysesHprovideHinsightsHintoH
adaptiveHevolutionHofHtheHredHturpentineHbeetleTHoendroctonusHvalensVH2022THZXTH 0

245 nompleteHgenomeHsequenceHofHaHmultipleUstressUtolerantHbacteriumHsalomonasHpiezotoleransH
ym–Xapc–HisolatedHfromHaHdeepUseaHsedimentHsampleHofHtheHyewHmritainH–renchVH2022THYZTH

244 nomparativeHgenomeHandHevolutionHanalysesHofHanHendangeredHstonyHcoralHspeciesHoendrophylliaH
cribrosaHnearHookdoHtslandsHinHtheHpastH”eaVH

243 oeHyovoH holeUrenomeH”equencingHandHlssemblyHofHtheH³ellowU–hroatedHmuntingHPpmberizaH
elegansQH‘rovidesHtnsightsHintoHttsHpvolutionaryHldaptationVH2022THYZTHZXX]

242 nomparativeHanalysisHrevealsHdistinctiveHgenomicHfeaturesHofH–aiwanHhotUspringHcyanobacteriumH
–hermosynechococcusHspVH–lUYVHY[TH

241 mehavioralHinnovationHandHgenomicHnoveltyHareHassociatedHwithHtheHexploitationHofHaHchallengingH
dietaryHopportunityHbyHanHavivorousHbatVH2022THYX]db[ 0

240  holeUrenomeH”equenceHofHmeauveriaHbassianaHupqU[_XTHaH”trainHwithHsighHtnsecticidalHlctivityH
againstHxelonH–hripsHP–hripsHpalmiQVH

239 oeHyovoHwongU“eadH holeUrenomeHlssembliesHandHtheHnomparativeH‘anUrenomeHlnalysisHofH
lscochytaHmlightH‘athogensHlffectingHqieldH‘eaVH2022THcTHcc]

238 nitrusH‘anUgenomeHtoHmreedingHoatabaseHPn‘moQeHlHcomprehensiveHgenomeHdatabaseHforHcitrusH
breedingVH2022TH 2

237 xetabacillusHrhizolycopersiciHspVHnovVTHtsolatedHfromHtheH“hizosphereH”oilHofH–omatoH‘lantsVH2022TH
bdTH

236 –heHnhromosomeUbasedHrenomeHofH‘aspalumHvaginatumH‘rovidesHyewHtnsightsHintoH”altUstressH
ldaptationVH 1

235 tmprovedHgenomeHassemblyHprovidesHnewHinsightsHintoHtheHenvironmentalHadaptationHofHtheH
lmericanHcockroachTH‘eriplanetaHamericanaVH 0

234 s”oatabaseHâ��HaHdatabaseHofHhighlyHsimilarHduplicateHgenesHfromHplantsTHanimalsTHandHalgaeVH

233 –heHoeHyovoHrenomeHlssemblyHofHzleaHeuropaeaHsubspVHcuspidateTHaH idelyHoistributedHzliveH
nloseH“elativeVHY[TH 1

232 lHchromosomeUlevelHgenomeHassemblyHprovidesHinsightsHintoHtheHenvironmentalHadaptabilityHandH
outbreaksHofHnhloropsHoryzaeVH2022TH_TH

231 tnsightsHintoHadaptiveHdivergenceHofHuapaneseHmantisHshrimpHzratosquillaHoratoriaHinferredHfromH
comparativeHanalysisHofHfullUlengthHtranscriptomesVHdTH

230 renomicHlnalysisH“evealsHldaptationHofH™ibrioHcampbelliiHtoHtheHsadalHzceanVH2022THccTH
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229 pxploringHtheHmedicinallyHimportantHsecondaryHmetabolitesHlandscapeHthroughHtheHlensHofH
transcriptomeHdataHinHfenugreekHP–rigonellaHfoenumHgraecumHwVQVH2022THYZTH 0

228 nomprehensiveHgenomeHsequenceHanalysisHofHtheHdevastatingHtobaccoHbacterialHphytopathogenH
“alstoniaHsolanacearumHstrainHquYXX[VHY[TH

227 nhromosomeUlevelHassemblyHofHrymnocyprisHeckloniHgenomeVH2022THdTH 0

226 lHchromosomeUlevelHgenomeHofHtheHhelmetHcatfishHPnranoglanisHbouderiusQVHY[TH 0

225 renomicHinvestigationHofHtheHnhineseHalligatorHrevealsHwildUextinctHgeneticHdiversityHandHgenomicH
consequencesHofHtheirHcontinuousHdeclineVH 0

224 ”hewanellaHoncorhynchiHspVHnovVTHaHnovelHmemberHofHtheHgenusH”hewanellaTHisolatedHfromH“ainbowH
–routHPzncorhynchusHmykissQVH2022THbZTH 1

223 renomicHandHtranscriptomicHanalysesHprovideHinsightsHintoHvaluableHfattyHacidHbiosynthesisHandH
environmentalHadaptationHofHyellowhornVHY[TH 0

222 –estingH‘hylogeneticH”tabilityHwithH™ariableH–axonH”amplingVH2022THYabUYcc 0

221 “econstructingHreneHrainsHandHwossesHwithHmadi“ateVH2022THZY[UZ[Z 0

220 nhromosomalUlevelHgenomeHofHmacadamiaHPNltfiNgtfxacadamiaHintegrifoliaNltfWiNgtfQVH2022THYTHYUd 0

219 renomicHandHphenotypicHevolutionHofHnematodeUinfectingHmicrosporidiaVH 0

218
nhromosomeUwevelHrenomeHlssemblyHofHaHqragrantHuaponicaH“iceHnultivarHâ��nhangxianggengHYcY[â��H
‘rovidesHtnsightsHintoHrenomicH™ariationsHbetweenHqragrantHandHyonUqragrantHuaponicaH“iceVH2022TH
Z[THdbX_

0

217 noUobligateHsymbiosesHhaveHrepeatedlyHevolvedHacrossHaphidsTHbutHpartnerHidentityHandHnutritionalH
contributionsHvaryHacrossHlineagesVH 0

216 nomparativeHanalysisHofH[YH”treptococcusHgallolyticusHstrainsHuncoversHtheirHpotentialHrisksHfromH
theHperspectivesHofHvirulenceHfactorsHandHantibioticHresistanceHgenesVH 0

215 xultiUomicsHprovidesHnewHinsightsHintoHtheHdomesticationHandHimprovementHofHdarkHjuteHPH
norchorusHolitoriusHQVH 0

214 ”yntenyHidentifiesHreliableHorthologsHforHphylogenomicsHandHcomparativeHgenomicsHofHtheH
mrassicaceaeVH 0

213 nomparativeHrenomeHlnalysisH“evealsHtheHrenomicHmasisHofH”emiUlquaticHldaptationHinHlmericanH
xinkHPyeovisonHvisonQVH2022THYZTHZ[c_ 1

212 –ranscriptomeHanalysisHprovidesHinsightHintoHadaptiveHmechanismsHofHscallopsHunderHenvironmentalH
stressVHdTH 1
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211 –heHcompleteHmitochondrialHgenomeHofHtsochrysisHgalbanaHharborsHaHuniqueHrepeatHstructureHandHaH
specificHtransUsplicedHcoxYHgeneVHY[TH 0

210 qirstH“eportHandHnomparativeHrenomicHlnalysisHofHaHxycoplasmaHmycoidesH”ubspeciesHcapriHsyUlH
inHsainanHtslandVH2022THYXTHYdXc 0

209 –heHgiantHdiploidHfabaHgenomeHunlocksHvariationHinHaHglobalHproteinHcropVH 0

208 nlusterUdrivenHevolutionHandHmodularityHuncoverHpathsHofHcholeraHemergenceVH 0

207 oevelopmentHandHzptimizationHofHaH”electiveH holeUrenomeHlmplificationH–oH”tudyH‘lasmodiumH
ovaleH”ppVVH 0

206 uackHofHallHtradeseHgenomeHassemblyHofH ildHuackHandHcomparativeHgenomicsHofHlrtocarpusVH 0

205 –heHgeneticHarchitectureHofHphenotypicHdiversityHinHtheHmettaHfishHPHmettaHsplendensHQVH2022THcTH 1

204
plevationHofHnlavibacterHmichiganensisHsubspVHcaliforniensisHtoHspeciesHlevelHasHnlavibacterH
californiensisHspVHnovVTHmergingHandHreUclassificationHofHnlavibacterHmichiganensisHsubspVHchilensisH
andHnlavibacterHmichiganensisHsubspVHphaseoliHasHnlavibacterHphaseoliHspVHnovVHbasedHonHcompleteH
genomeHinHsilicoHanalysesVH2022THbZTH

0

203 –ranscriptomeHprofilingHofHbarleyHandHtomatoHshootHandHrootHmeristemsHunravelsHphysiologicalH
variationsHunderlyingHphotoperiodicHsensitivityVH2022THYbTHeXZa_dcY 0

202 t‘rleHlHhandyHintegratedHprokaryotesHgenomeHandHpanUgenomeHanalysisHwebHserviceVH 1
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