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amongstHprokaryotesVH2001THZacTH]d[Ub 139
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380 reneticHalgorithmUbasedHmaximumUlikelihoodHanalysisHforHmolecularHphylogenyVH2001TH_[TH]bbUc] 65

379  hylogenyHandHevolutionHofHlfricanHshrewsHPxammaliaeHSoricidaeQHinferredHfromHYasHréylH
sequencesVH2001THZXTHYc_Ud_ 62

378 llphaHandHbetaHsubunitsHofHpyruvateHdehydrogenaseHpYHfromHtheHmicrosporidianHyosemaHlocustaeeH
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374
pxploringHlmongUSiteHéateHVariationHxodelsHinHaHxaximumHwikelihoodHqrameworkHUsingHpmpiricalH
oataeHpffectsHofHxodelHlssumptionsHonHpstimatesHofHTopologyTHmranchHwengthsTHandHmootstrapH
SupportVH2001TH_XTHabUca

59
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372
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102

371 pvolutionaryHsxxseHaHmayesianHapproachHtoHmultipleHalignmentVH2001THYbTHcX[UZX 133

370 qastHrecoveryHofHevolutionaryHtreesHwithHthousandsHofHnodesVH2002THdTHZbbUdb 21
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usingHtripletsVHMolecularfBiologyfandfEvolutionTH2002THYdTHYd_ZUa[ 8.3 29
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lowerHfungiVHMolecularfBiologyfandfEvolutionTH2002THYdTH[YXUd 8.3 98

367
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ofHkinesinHfamilyHandHevolutionHofHgiardialHmembraneUboundedHorganellaVHMolecularfBiologyfandf
EvolutionTH2002THYdTHY_Z]U[[

8.3 9

366 llgorithmsHinHmioinformaticsVHLecturefNotesfinfComputerfScienceTH2002TH 0.9 3

365 qastHandHaccurateHphylogenyHreconstructionHalgorithmsHbasedHonHtheHminimumUevolutionHprincipleVH
2002THdTHacbUbX_ 315

364 TheHproteinHkinaseHpév[HisHencodedHbyHaHsingleHfunctionalHgeneeHgenomicHanalysisHofHtheHpév[HgeneH
familyVH2002THcXTHab[UcX 16

363 lreHxicrosporidiaHreallyHrelatedHtoHqungijeHaHreappraisalHbasedHonHadditionalHgeneHsequencesHfromH
basalHfungiVH2002THYXaTHY[cXUY[dY 35

362 yitrogenUassimilatingHenzymesHinHlandHplantsHandHalgaeeHphylogenicHandHphysiologicalHperspectivesVH
2002THYYaTHYUYY 55

361 TheHphylogenyHofHcolpodellidsHPllveolataQHusingHsmallHsubunitHréylHgeneHsequencesHsuggestsHtheyH
areHtheHfreeUlivingHsisterHgroupHtoHapicomplexansVH2002TH]dTH]dcU_X] 78

360 éeUexaminingHalveolateHevolutionHusingHmultipleHproteinHmolecularHphylogeniesVH2002TH]dTH[XUb 136
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356 xolecularHphylogenyHandHsurfaceHmorphologyHofHnolpodellaHedaxHPllveolataQeHinsightsHintoHtheH
phagotrophicHancestryHofHapicomplexansVH2003TH_XTH[[]U]X 58

355 nrypticHorganellesHinHparasiticHprotistsHandHfungiVH2003TH_]THdUac 58

354 yeighborUneteHanHagglomerativeHmethodHforHtheHconstructionHofHphylogeneticHnetworksVHMolecularf
BiologyfandfEvolutionTH2004THZYTHZ__Ua_ 8.3 1318

353 lHsimpleTHfastTHandHaccurateHalgorithmHtoHestimateHlargeHphylogeniesHbyHmaximumHlikelihoodVH2003TH
_ZTHadaUbX] 13613

352 nharacterisationHofHaHnonUcanonicalHgeneticHcodeHinHtheHoxymonadHStreblomastixHstrixVH2003TH[ZaTHY[[bU]d 58

351  hylogeneticHrelationshipsHofHnonUmitochondrialHnucleotideHtransportHproteinsHinHbacteriaHandH
eukaryotesVH2003TH[XaTHZbU[_ 77

350  lastidUderivedHTypeHttHfattyHacidHbiosyntheticHenzymesHinHchromistsVH2003TH[Y[THY[dU]c 33

349 nongruentHevidenceHfromHalphaUtubulinHandHbetaUtubulinHgeneHphylogeniesHforHaHzygomyceteHoriginH
ofHmicrosporidiaVH2003TH[cTHZdcU[Xd 171

348  hylogenyHofHgregarinesHPlpicomplexaQHasHinferredHfromHsmallUsubunitHroylHandHbetaUtubulinVH
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346
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ofHtheHdinoflagellateHlineageVHInternationalfJournalfoffSystematicfandfEvolutionaryfMicrobiologyTH
2003TH_[TH[__U[a_

2.2 164

345 YcSHribosomalHéylHandHtetrapodHphylogenyVH2003TH_ZTHZc[Ud_ 79

344 lHcomparisonHofHthreeHfissionHyeastHmitochondrialHgenomesVH2003TH[YTHb_dUac 100

343 éecentlyHduplicatedHmaizeHéZé[HxybHgenesHprovideHevidenceHforHdistinctHmechanismsHofH
evolutionaryHdivergenceHafterHduplicationVH2003THY[YTHaYXUZX 127

342 TheoreticalHfoundationHofHtheHbalancedHminimumHevolutionHmethodHofHphylogeneticHinferenceHandH
itsHrelationshipHtoHweightedHleastUsquaresHtreeHfittingVHMolecularfBiologyfandfEvolutionTH2004THZYTH_cbUdc 8.3 147

341 pvolutionHofHtheHqungiHandHtheirHxitochondrialHrenomesVH2003TH[THY[[UY_d 9

340 macterialHcatalaseHinHtheHmicrosporidianHyosemaHlocustaeeHimplicationsHforHmicrosporidianH
metabolismHandHgenomeHevolutionVH2003THZTHYXadUb_ 41

339 yucleusUencodedTHplastidUtargetedHglyceraldehydeU[UphosphateHdehydrogenaseHPrl osQHindicatesH
aHsingleHoriginHforHchromalveolateHplastidsVHMolecularfBiologyfandfEvolutionTH2003THZXTHYb[XU_ 8.3 170
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338 TheHmitochondrialHgenomeHofHnharaHvulgariseHinsightsHintoHtheHmitochondrialHoylHarchitectureHofH
theHlastHcommonHancestorHofHgreenHalgaeHandHlandHplantsVH2003THY_THYcccUdX[ 119

337  olymorphismTHsharedHfunctionsHandHconvergentHevolutionHofHgenesHwithHsequencesHcodingHforH
polyalanineHdomainsVH2003THYZTHZdabUbd 94

336 wateralHgeneHtransferHandHtheHevolutionHofHplastidUtargetedHproteinsHinHtheHsecondaryH
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335 qoraminiferaHandHnercozoaHshareHaHcommonHoriginHaccordingHtoHéylHpolymeraseHttHphylogeniesVH
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334 oivergenceHinHmycorrhizalHspecializationHwithinHsexalectrisHspicataHPzrchidaceaeQTHaH
nonphotosyntheticHdesertHorchidVH2003THdXTHYYacUbd 125

333 qactorsHaffectingHtheHerrorsHinHtheHestimationHofHevolutionaryHdistancesHbetweenHsequencesVH
MolecularfBiologyfandfEvolutionTH2003THZXTHYUd 8.3 12

332 xolecularHphylogenyHandHsurfaceHmorphologyHofHmarineHaseptateHgregarinesHPlpicomplexaQeH
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331 rettingHaHTreeHqasteHyeighborHuoiningHandHoistanceUmasedHxethodsVH2003THYTHaV[VYUaV[VZ[
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329 TracingHtheHdecayHofHtheHhistoricalHsignalHinHbiologicalHsequenceHdataVH2004TH_[THaZ[U[b 127

328
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EvolutionTH2004THZYTHdZZU[_

8.3 66

327 lnHevolutionaryHmodelHforHproteinUcodingHregionsHwithHconservedHéylHstructureVHMolecularfBiologyf
andfEvolutionTH2004THZYTHYdY[UZZ 8.3 33

326 TheHevolutionHofHSxnHproteinseHphylogeneticHanalysisHandHstructuralHimplicationsVHMolecularfBiologyf
andfEvolutionTH2004THZYTH[[ZU]b 8.3 116

325 TheHzmpc_HfamilyHofHproteinsHisHessentialHforHouterHmembraneHbiogenesisHinHmitochondriaHandH
bacteriaVH2004THYa]THYdUZ] 322

324 yucleusUencodedHgenesHforHplastidUtargetedHproteinsHinHselicosporidiumeHfunctionalHdiversityHofHaH
crypticHplastidHinHaHparasiticHalgaVH2004TH[THYYdcUZX_ 36

323 reneHreplacementHofHfructoseUYTaUbisphosphateHaldolaseHsupportsHtheHhypothesisHofHaHsingleH
photosyntheticHancestorHofHchromalveolatesVH2004TH[THYYadUb_ 129

322 lHcomparativeHmethodHforHfindingHandHfoldingHéylHsecondaryHstructuresHwithinHproteinUcodingH
regionsVH2004TH[ZTH]dZ_U[a 70

321 StatisticalHandHnombinatorialHlspectsHofHnomparativeHrenomicsRVH2004TH[YTHZX[UZYa 2
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320
opSnét TtzyHzqHTspnlotytUxHxUnzSUxHS VHyzVVHPotyz sYnplpQTHlHypWHSlyoUoWpwwtyrH
xlétypHotyzqwlrpwwlTpTHlyoHlyHpxpyopoHopSnét TtzyHzqHTspnlotytUxHtynwtylTUxH
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22
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tyqpéépoHqézxHsS dXHlyoHlnTtyH sYwzrpytpSYVH2004TH]XTH[]YU[_X 85

318 lctinHandHubiquitinHproteinHsequencesHsupportHaHcercozoanWforaminiferanHancestryHforHtheH
plasmodiophoridHplantHpathogensVH2004TH_YTHYY[Uc 56

317 sS dXTHtubulinHandHactinHareHretainedHinHtheHtertiaryHendosymbiontHgenomeHofHvryptoperidiniumH
foliaceumVH2004TH_YTHa_YUd 31

316 xolecularHcloningHofHtheHestrogenHandHprogesteroneHreceptorsHofHtheHlmericanHalligatorVH2004TH
Y[aTHYZZU[[ 67

315 lccurateHandHrobustHphylogenyHestimationHbasedHonHprofileHdistanceseHaHstudyHofHtheH
nhlorophyceaeHPnhlorophytaQVH2004TH]THZX 41

314 éeconstructionHofHancestralHproteinHsequencesHandHitsHapplicationsVH2004TH]TH[[ 79

313 yovelHconservedHdomainsHinHproteinsHwithHpredictedHrolesHinHeukaryoticHcellUcycleHregulationTH
decappingHandHéylHstabilityVH2004TH_TH]_ 66

312 xolecularHdataHandHtheHevolutionaryHhistoryHofHdinoflagellatesVH2004TH]XTHc_UYYY 185

311 nomparativeHmorphologyHandHmolecularHphylogenyHofHaplanochytridsHPwabyrinthulomycotaQVH2004TH
]XTH[YbU[Zc 53

310 lHfragmentHofHchloroplastHoylHwasHtransferredHhorizontallyTHprobablyHfromHnonUeudicotsTHtoH
mitochondrialHgenomeHofH haseolusVH2004TH_aTHcYYUZX 28

309 xinimalHentropyHprobabilityHpathsHbetweenHgenomeHfamiliesVH2004TH]cTH_a[UdX 1

308 wateralHtransferHandHrecompartmentalizationHofHnalvinHcycleHenzymesHofHplantsHandHalgaeVH2004TH_cTH[abUb_ 62

307 TheHconsistentHphylogeneticHsignalHinHgenomeHtreesHrevealedHbyHreducingHtheHimpactHofHnoiseVH2004TH
_cTH_ZbU[d 60

306  olymorphicHinsertionsHandHdeletionsHinHparabasalianHenolaseHgenesVH2004TH_cTH__XUa 13

305 xolecularHphylogenyHofHZygomycotaHbasedHonHpqUYalphaHandHé mYHsequenceseHlimitationsHandH
utilityHofHalternativeHmarkersHtoHroylVH2004TH[XTH][cU]d 88

304 éeconstructingHtreesHfromHsubtreeHweightsVH2004THYbTHaY_UaZY 37

303 xolecularHphylogeniesHofH arabasaliaHinferredHfromHfourHproteinHgenesHandHcomparisonHwithHréylH
treesVH2004TH[YTH_bZUcX 43
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302 pvolutionHofHduplicatedHgrowthHhormoneHgenesHinHautotetraploidHsalmonidHfishesVH2004TH]bTHbY]UZ[ 33

301  hylogeneticHpositionHofHtheH entastomidaHandHPpanQcrustaceanHrelationshipsVH2004THZbYTH_[bU]] 172

300 tdentificationHofHtheHprokaryoticHligandUgatedHionHchannelsHandHtheirHimplicationsHforHtheH
mechanismsHandHoriginsHofHanimalHnysUloopHionHchannelsVH2005THaTHé] 190

299 lHnovelHfamilyHofH UloopHyT asesHwithHanHunusualHphyleticHdistributionHandHtransmembraneH
segmentsHinsertedHwithinHtheHyT aseHdomainVH2004TH_THé[X 43

298 wateralHgeneHtransferHandHtheHcomplexHdistributionHofHinsertionsHinHeukaryoticHenolaseVH2004TH[]XTHZZbU[_ 24

297 norrelationsHbetweenHgenomicHrnHlevelsHandHoptimalHgrowthHtemperaturesHinHprokaryotesVH2004TH
_b[THb[Ub 85

296 TheHmolecularHdefectHleadingHtoHqabryHdiseaseeHstructureHofHhumanHalphaUgalactosidaseVH2004TH[[bTH[YdU[_ 276

295 nomputationalHanalysisHofHevolutionHandHconservationHinHaHproteinHsuperfamilyVH2004TH[ZTHb[UdZ 8

294 éeconstructionHofHlargeHphylogeneticHtreeseHaHparallelHapproachVH2005THZdTHZb[UcX 11

293 ltlTrYcaHisHrequiredHforHtheHformationHofHautophagosomesHduringHnutrientHstressHandHsenescenceH
inHlrabidopsisHthalianaVH2005TH]ZTH_[_U]a 269

292 SystematicsHofHlfricanHlowlandHrainforestH raomysHPéodentiaTHxuridaeQHbasedHonHmolecularHandH
craniometricalHdataVH2005THY]_TH_[dU__[ 19

291 pxpressedHsequenceHtagHPpSTQHsurveyHofHtheHhighlyHadaptedHgreenHalgalHparasiteTHselicosporidiumVH
2005THY_aTHYcYUdX 11

290 ScoredisteHaHsimpleHandHrobustHproteinHsequenceHdistanceHestimatorVH2005THaTHYXc 89

289 ShortestHtripletHclusteringeHreconstructingHlargeHphylogeniesHusingHrepresentativeHsetsVH2005THaTHdZ 13

288 pxplosiveHlineageUspecificHexpansionHofHtheHorphanHnuclearHreceptorHsyq]HinHnematodesVH2005THaXTH_bbUca 90

287 znHtheHUniquenessHofHtheHSelectionHnriterionHinHyeighborUuoiningVH2005THZZTH[UY_ 29

286 sighU erformanceH hylogenyHéeconstructionHUnderHxaximumH arsimonyVH2005TH[adU[d]

285 VH2005TH 4
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284 lssessmentHofHproteinHdistanceHmeasuresHandHtreeUbuildingHmethodsHforHphylogeneticHtreeH
reconstructionVHMolecularfBiologyfandfEvolutionTH2005THZZTHZZ_bUa] 8.3 13

283 znHtheHmonophylyHofHchromalveolatesHusingHaHsixUproteinHphylogenyHofHeukaryotesVHInternationalf
JournalfoffSystematicfandfEvolutionaryfMicrobiologyTH2005TH__TH]cbU]da 2.2 147

282 UsingHevolutionaryHpxpectationHxaximizationHtoHestimateHindelHratesVH2005THZYTHZZd]U[XX 30

281 WeightedHgenomeHtreeseHrefinementsHandHapplicationsVH2005THYcbTHY[X_UYa 43

280  atternsHthatHdefineHtheHfourHdomainsHconservedHinHknownHandHnovelHisoformsHofHtheHproteinH
importHreceptorHTomZXVH2005TH[]bTHcYUd[ 50

279 ldvancesHinHphylogenyHreconstructionHfromHgeneHorderHandHcontentHdataVH2005TH[d_THab[UbXX 18

278
xitochondrialHgenomeHofHtheHhomoscleromorphHzscarellaHcarmelaHP oriferaTHoemospongiaeQH
revealsHunexpectedHcomplexityHinHtheHcommonHancestorHofHspongesHandHotherHanimalsVHMolecularf
BiologyfandfEvolutionTH2007THZ]TH[a[Ub[

8.3 55

277 rettingHaHtreeHfasteHyeighborHuoiningTHqastxpTHandHdistanceUbasedHmethodsVH2006THnhapterHaTHUnitHaV[ 18

276 llveolateHandHchlorophyceanHmitochondrialHcoxZHgenesHsplitHtwiceHindependentlyVH2006TH[c[TH[[Ub 38

275
oiversificationHofHcatalyticHactivitiesHandHligandHinteractionsHinHtheHproteinHfoldHsharedHbyHtheHsugarH
isomerasesTHetqZmTHoeoéHtranscriptionHfactorsTHacylUnolHtransferasesHandHmethenyltetrahydrofolateH
synthetaseVH2006TH[_aTHcZ[U]Z

17

274 lHtertiaryHplastidHusesHgenesHfromHtwoHendosymbiontsVH2006TH[_bTHY[b[UcZ 132

273 xolecularHclockHandHestimationHofHspeciesHdivergenceHtimesVH2006THZZ[UZ_c

272 nellularHidentityHofHaHnovelHsmallHsubunitHroylHsequenceHcladeHofHapicomplexanseHdescriptionHofHtheH
marineHparasiteHéhytidocystisHpolygordiaeHnVHspVHPhosteH olygordiusHspVTH olychaetaQVH2006TH_[THZcXUdY 17

271 oinoflagellateTHpuglenidTHorHnercomonadjHTheHultrastructureHandHmolecularHphylogeneticHpositionH
ofH rotaspisHgrandisHnVHspVH2006TH_[TH[ZbU]Z 39

270
reneHstructureHandHexpressionHpatternHanalysisHofHthreeHmonodehydroascorbateHreductaseHPxdharQH
genesHinH hyscomitrellaHpatenseHimplicationsHforHtheHevolutionHofHtheHxosléHfamilyHinHplantsVH2006TH
aXTHZ_dUb_

46

269  hylogeneticHandHbiochemicalHstudiesHrevealHaHpotentialHevolutionaryHoriginHofHsmallHheatHshockH
proteinsHofHanimalsHfromHbacterialHclassHlVH2006THaZTHZ_bUaa 39

268 éelaxedHneighborHjoiningeHaHfastHdistanceUbasedHphylogeneticHtreeHconstructionHmethodVH2006THaZTHbc_UdZ 110

267  hylogenyHofHmarineHrregarinesHPlpicomplexaQUU terosporaTHwithocystisHandHwankesteriaUUandHtheH
originPsQHofHcoelomicHparasitismVH2006THY_bTH]_UaX 57
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266 pvidenceHfromHSSUHréylHphylogenyHthatHzctomitusHisHaHsisterHlineageHtoHriardiaVH2006THY_bTHZX_UYZ 15

265 pbriidHphylogenyHandHtheHexpansionHofHtheHnercozoaVH2006THY_bTHZbdUdX 27

264 pqwHrT aseHinHcryptomonadsHandHtheHdistributionHofHpqwHandHpqUYalphaHinHchromalveolatesVH2006TH
Y_bTH][_U]] 25

263 tntegratingHproteinHstructuresHandHprecomputedHgenealogiesHinHtheHxagnumHdatabaseeHexamplesH
withHcellularHretinoidHbindingHproteinsVH2006THbTHcd 1

262 TheHevolutionHofHtheHhistoneHmethyltransferaseHgeneHSuPvarQ[UdHinHmetazoansHincludesHaHfusionHwithH
andHaHreUfissionHfromHaHfunctionallyHunrelatedHgeneVH2006THaTHYc 16

261  lyotTeHanHevolutionUcentricHdatabaseHofHproteinHandHassociatedHnucleotideHdomainsHwithHinferredH
treesVH2006TH[]THo[ZbU[Y 50

260 TheHyYyHdomainseHnovelHpredictedHéylsesHwithHaH tyHdomainUlikeHfoldVH2006TH[THYcUZb 97

259 yucleusUtoUnucleusHgeneHtransferHandHproteinHretargetingHintoHaHremnantHcytoplasmHofH
cryptophytesHandHdiatomsVHMolecularfBiologyfandfEvolutionTH2006THZ[THZ]Y[UZZ 8.3 73

258
 roceedingsHofHtheHSxmpHTriUyationalHYoungHtnvestigatorsOHWorkshopHZXX_VHtnsightHintoHtheH
diversityHandHevolutionHofHtheHcryptomonadHnucleomorphHgenomeVHMolecularfBiologyfandfEvolutionTH
2006THZ[THc_aUa_

8.3 39

257  redictionHofHfunctionalHspecificityHdeterminantsHfromHproteinHsequencesHusingHlogUlikelihoodH
ratiosVH2006THZZTHYa]UbY 49

256 wateralHgeneHtransferHofHaHmultigeneHregionHfromHcyanobacteriaHtoHdinoflagellatesHresultingHinHaH
novelHplastidUtargetedHfusionHproteinVHMolecularfBiologyfandfEvolutionTH2006THZ[THY][bU][ 8.3 69

255 renotypeHturnoverHbyHreassortmentHofHreplicationHcomplexHgenesHfromHavianHinfluenzaHlHvirusVH
2006THcbTHZcX[UZcY_ 61

254 tnferringHparametersHshapingHaminoHacidHusageHinHprokaryoticHgenomesHviaHmayesianHxnxnH
methodsVHMolecularfBiologyfandfEvolutionTH2006THZ[THZX[UYY 8.3 14

253  hylogeneticHhistoryHofHplastidUtargetedHproteinsHinHtheHperidininUcontainingHdinoflagellateH
seterocapsaHtriquetraVHInternationalfJournalfoffSystematicfandfEvolutionaryfMicrobiologyTH2006TH_aTHY][dUY]]b2.2 31

252 STélweHprogressiveHalignmentHofHnonUcodingHéylHusingHbaseHpairingHprobabilityHvectorsHinH
quadraticHtimeVH2006THZZTHY_d[Ud 57

251 meyondHpairwiseHdistanceseHneighborUjoiningHwithHphylogeneticHdiversityHestimatesVHMolecularf
BiologyfandfEvolutionTH2006THZ[TH]dYUc 8.3 19

250 éeferencesVH2007THZ[cUZ_b

249 yaiveHmayesianHclassifierHforHrapidHassignmentHofHréylHsequencesHintoHtheHnewHbacterialHtaxonomyVH
2007THb[TH_ZaYUb 12136

(2007-2006)
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248 yeighborHjoiningHalgorithmsHforHinferringHphylogeniesHviaHwnlHdistancesVH2007THY]THYUY_ 8

247 StatisticsHofHtheHlogUdetHestimatorVHMolecularfBiologyfandfEvolutionTH2007THZ]THZZbbUc_ 8.3 9

246 yewHapproachesHtoHphylogeneticHtreeHsearchHandHtheirHapplicationHtoHlargeHnumbersHofHproteinH
alignmentsVH2007TH_aTHbZbU]X 27

245 lvldpTHaHmemberHofHaHnovelHproteinHsuperfamilyTHfunctionsHinHtheHlateHsecretoryHpathwayVH2007THYcTHYZX[UYd 36

244
TheHhighlyHreducedHandHfragmentedHmitochondrialHgenomeHofHtheHearlyUbranchingHdinoflagellateH
zxyrrhisHmarinaHsharesHcharacteristicsHwithHbothHapicomplexanHandHdinoflagellateHmitochondrialH
genomesVH2007TH[bZTH[_aUac

81

243 TheHribosomalHdatabaseHprojectHPéo UttQeHintroducingHmyéo HspaceHandHqualityHcontrolledHpublicH
dataVH2007TH[_THoYadUbZ 898

242 SmallHbutHversatileeHtheHextraordinaryHfunctionalHandHstructuralHdiversityHofHtheHbetaUgraspHfoldVH
2007THZTHYc 110

241 mioinformaticHoatabasesVH2007TH 1

240 xultipleHSequenceHllignmentHandH hylogeneticHtnferenceVHYZ[UY__

239 TheHSorcererHttHrlobalHzceanHSamplingHexpeditioneHexpandingHtheHuniverseHofHproteinHfamiliesVH2007
TH_THeYa 638

238 VH2007TH 7

237 pvolutionHandHdiversificationHofHlampreyHantigenHreceptorseHevidenceHforHinvolvementHofHanH
ltoUl zmpnHfamilyHcytosineHdeaminaseVH2007THcTHa]bU_a 228

236 xolecularHphylogenyHandHultrastructureHofHSelenidiumHserpulaeHPlpicomplexaTHlrchigregariniaQH
fromHtheHcalcareousHtubewormHSerpulaHvermicularisHPlnnelidaTH olychaetaTHSabellidaQVH2007TH[aTHZY[UZZb 27

235 TaxonomyTHphylogenyTHbiogeographyTHandHecologyHofHSabulodiniumHundulatumHPoinophyceaeQTH
includingHanHemendedHdescriptionHofHtheHspeciesVH2007TH__THY_dUYb_ 22

234 nslélnTpéHpVzwUTtzyHtyH zwYvétvztoHotyzqwlrpwwlTpSYVH2007TH][TH[aaU[bb 43

233  hylogenyHofHphagotrophicHeuglenidsHPpuglenozoaQHasHinferredHfromHhspdXHgeneHsequencesVH2007TH
_]THcaUdZ 35

232 xitochondrialHgenomeHofHaHtertiaryHendosymbiontHretainsHgenesHforHelectronHtransportHproteinsVH
2007TH_]THY]aU_[ 21

231 xorphologyHandHphylogeneticHpositionHofHpucomonymphaHimlaHP arabasaliaeHsypermastigidaQVH2007
TH_]TH[Z_U[Z 29
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230 mténseHaHuserUorientedTHlocallyUcustomizableTHbioinformaticsHsystemVH2007THcTH_] 4

229 TheHdinoflagellatesHourinskiaHbalticaHandHvryptoperidiniumHfoliaceumHretainHfunctionallyH
overlappingHmitochondriaHfromHtwoHevolutionarilyHdistinctHlineagesVH2007THbTHYbZ 48

228 zriginHandHdistributionHofHepipolythiodioxopiperazineHPpT QHgeneHclustersHinHfilamentousH
ascomycetesVH2007THbTHYb] 134

227 nomplexHdistributionHofHpqwHandHpqUYalphaHproteinsHinHtheHgreenHalgalHlineageVH2007THbTHcZ 28

226 xorphologyHandHphylogenyHofHtheHpseudocolonialHdinoflagellatesH olykrikosHlebouraeHandH
 olykrikosHherdmanaeHnVHspVH2007THY_cTHZXdUZb 61

225 éandomHlocalHneighborHjoiningeHaHnewHmethodHforHreconstructingHphylogeneticHtreesVH2008TH]bTHYYbUZc 63

224 qastHyuUlikeHalgorithmsHtoHdealHwithHincompleteHdistanceHmatricesVH2008THdTHYaa 31

223 lcceleratingHtheHyeighborUuoiningHllgorithmHUsingHtheHldaptiveHmucketHoataHStructureVH2008THYZZUY[[ 2

222 pncyclopediaHofHllgorithmsVH2008THZ[_UZ[a

221 TheHsingleHmitochondrialHporinHofHTrypanosomaHbruceiHisHtheHmainHmetaboliteHtransporterHinHtheH
outerHmitochondrialHmembraneVHMolecularfBiologyfandfEvolutionTH2009THZaTHabYUcX 8.3 87

220  erformanceHcomparisonHbetweenHkUtupleHdistanceHandHfourHmodelUbasedHdistancesHinH
phylogeneticHtreeHreconstructionVH2008TH[aTHe[[ 33

219 lnalysisHofHtheHgenomeHofHSpodopteraHfrugiperdaHnucleopolyhedrovirusHPSfxy VUYdQHandHofHtheH
highHgenomicHheterogeneityHinHgroupHttHnucleopolyhedrovirusesVH2008THcdTHYZXZUYZYY 42

218 nompleteHgenomeHviralHphylogeniesHsuggestsHtheHconcertedHevolutionHofHregulatoryHcoresHandH
accessoryHsatellitesVHPLoSfONETH2008TH[THe[_XX 3.7 11

217  hylogeneticHanalyseseHlHtoolboxHexpandingHtowardsHmayesianHmethodsVH2008THZXXcTHac[_Xd 5

216 xaximumHsimilarityeHaHnewHformulationHofHphylogeneticHreconstructionVH2009THYaTHccbUda

215  athogenicHadaptationHofHintracellularHbacteriaHbyHrewiringHaHcisUregulatoryHinputHfunctionVH2009TH
YXaTH[dcZUb 48

214 oietsHenrichedHinHoatHbranHorHwheatHbranHtemporallyHandHdifferentiallyHalterHtheHcompositionHofHtheH
fecalHcommunityHofHratsVH2009THY[dTHZXZ]U[Y 51

213 lHfungalHphylogenyHbasedHonHcZHcompleteHgenomesHusingHtheHcompositionHvectorHmethodVH2009THdTHYd_ 145

(2009-2007)
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212 TheHminimumHevolutionHproblemeHzverviewHandHclassificationVH2009TH_[THYYZUYZ_ 19

211 WhyHyeighborUuoiningHWorksVH2009TH_]THYUZ] 59

210  hylogeneticHinferenceHwithHweightedHcodonHevolutionaryHdistancesVH2009THacTH[bbUdZ 5

209 xolecularHphylogeographyHofHpuropeanHSciurusHvulgariseHrefugeHwithinHrefugiajVH2009THYcTHZacbUdd 66

208 xorphologyTHphylogenyTHandHdiversityHofHTrichonymphaHP arabasaliaeHsypermastigidaQHofHtheH
woodUfeedingHcockroachHnryptocercusHpunctulatusVH2009TH_aTH[X_UY[ 25

207 TypeHtHpolyketideHsynthasesHthatHrequireHdiscreteHacyltransferasesVH2009TH]_dTHYa_Uca 35

206 nonsistencyHofHtopologicalHmovesHbasedHonHtheHbalancedHminimumHevolutionHprincipleHofH
phylogeneticHinferenceVH2009THaTHYYXUb 18

205 macteriophagesVHMethodsfinfMolecularfBiologyTH2009TH 1.4 25

204 llternativeHhierarchicalHclusteringHapproachHinHconstructionHofHphylogeneticHtreesVH2009TH 2

203  hylogeneticHtnferenceHUsingHxolecularHoataVH2009THabUcc 1

202  hylogeneticHTreesHinHmioinformaticsVH2010TH_TH]XU_Z 4

201 yativeHgranuleHassociatedHshortHchainHlengthHpolyhydroxyalkanoateHsynthaseHfromHaHmarineHderivedH
macillusHspVHyQUYYWlZVH2010THdbTH]YU_X 13

200 oiversityHandHantimicrobialHactivitiesHofHsurfaceUattachedHmarineHbacteriaHfromHSydneyHsarbourTH
lustraliaVH2010THYa_TH[XXUYY 32

199 éoleHofHTob__HonHmitochondrialHproteinHbiogenesisHinHTrypanosomaHbruceiVH2010THYb]THcdUYXX 23

198 pvolutionaryHancestryHandHnovelHfunctionsHofHtheHmammalianHglucoseHtransporterHPrwUTQHfamilyVH
2010THYXTHY_Z 32

197 lHversatileHpalindromicHamphipathicHrepeatHcodingHsequenceHhorizontallyHdistributedHamongH
diverseHbacterialHandHeucaryoticHmicrobesVH2010THYYTH][X 9

196
tyVpSTtrlTtzySHtyTzHSzUTspéyHlUSTélwtlyHUwVlHPUwVz sYnplpTHnswzéz sYTlQH
TlXzyzxYHlyoHxzwpnUwléH sYwzrpyYHtyotnlTpHmzTsHnzSxz zwtTlytSxHlyoHpyopxtnH
néY TtnHS pntpSYVH2010TH]aTHYZ_bUYZbb

62

195 nharacterizationHofHglycolipidHbiosurfactantHfromH seudomonasHaeruginosaHn nwHisolatedHfromH
petroleumUcontaminatedHsoilVH2010TH_YTHb_UcZ 35
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194  yrosequencingHrevealsHcontrastingHseasonalHdynamicsHofHtaxaHwithinHmalticHSeaHbacterioplanktonH
communitiesVH2010TH]THYbYUcY 227

193 VibrioHinfectionsHtriggeringHmassHmortalityHeventsHinHaHwarmingHxediterraneanHSeaVHEnvironmentalf
MicrobiologyTH2010THYZTHZXXbUYd 5.2 165

192 lHstochasticHlocalHsearchHalgorithmHforHdistanceUbasedHphylogenyHreconstructionVHMolecularfBiologyf
andfEvolutionTH2010THZbTHZ_cbUd_ 8.3 7

191 UnravelingHpxtensiveH araphylyHinHtheHrenusHsydrangeaHsVHlVHwithHtmplicationsHforHtheHSystematicsH
ofHTribeHsydrangeeaeVH2010TH[_TH_d[UaXX 20

190 TowardHextractingHallHphylogeneticHinformationHfromHmatricesHofHevolutionaryHdistancesVH2010TH[ZbTHY[baUd 40

189 ldaptiveHdistanceHmeasuresHforHresolvingHvZ HquartetseHmetricHseparationHversusHstochasticHnoiseVH
2010THYbTHY_XdUYc 3

188 [ToxicologicalHeffectsHofHweaponsHofHmassHdestructionHandHnoxiousHagentsHinHmodernHwarfareHandH
terrorism]VH2010THaYTHZ]bU_a 2

187 lHdifferentiationUbasedHphylogenyHofHcancerHsubtypesVH2010THaTHeYXXXbbb 30

186 llgorithmsHinHmioinformaticsVHLecturefNotesfinfComputerfScienceTH2010TH 0.9

185 ToolHthatHintegratesHdistanceHbasedHprogramsHforHreconstructingHphylogeneticHtreesVH2011THdTHcd_UdXY

184 TheHéibosomalHoatabaseH rojecteHSequencesHandHSoftwareHforHsighUThroughputHréylHlnalysisVH
2011TH[Y[U[Z] 19

183
oeinobacteriumHchartaeHgenVHnovVTHspVHnovVTHanHextremelyHradiationUresistantTHbiofilmUformingH
bacteriumHisolatedHfromHaHqinnishHpaperHmillVHInternationalfJournalfoffSystematicfandfEvolutionaryf
MicrobiologyTH2011THaYTH_]XU_]c

2.2 9

182 TheHUseHofHréylHreneHSequenceHoataHinHtheHnlassificationHandHtdentificationHofH rokaryotesVH2011TH[]dU[c] 4

181 oevelopmentHandHvalidationHofHaHmicrobialHsourceHtrackingHmarkerHforHtheHdetectionHofHfecalH
pollutionHbyHmuskratsVH2011THcbTHcZUc 16

180 nompleteHgenomeHsequenceHofHqerroglobusHplacidusHlpottYZozVH2011TH_TH_XUaX 27

179 renomeHsequenceHofHsaemophilusHparasuisHstrainHZdb__VH2011TH_THaYUc 15

178 nlimateUdrivenHgeneticHdivergenceHofHlimpetsHwithHdifferentHlifeHhistoriesHacrossHaHsoutheastHlfricanH
marineHbiogeographicHdisjunctioneHdifferentHprocessesTHsameHoutcomeVH2011THZXTH_XZ_U]Y 36

177 ScalingHpropertiesHofHproteinHfamilyHphylogeniesVH2011THYYTHY__ 8

(2011-2010)
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176 zWlUbasedHlinkageHmethodHinHhierarchicalHclusteringeHlpplicationHonHphylogeneticHtreesVH2011TH[cTHYZac]UYZadX14

175 lHresamplingHstrategyHforHreliableHnetworkHconstructionVH2011THaXTHZb[Uca 2

174 nhryseobacteriumHpiperiHspVHnovVTHisolatedHfromHaHfreshwaterHcreekVHInternationalfJournalfoff
SystematicfandfEvolutionaryfMicrobiologyTH2011THaYTHZYaZUZYaa 2.2 26

173  opulationsHofHselectHculturedHandHunculturedHbacteriaHinHtheHrumenHofHsheepHandHtheHeffectHofH
dietsHandHruminalHfractionsVH2011THZXYYTHb_XaY[ 43

172 lHVarianceUnomponentsHxodelHforHoistanceUxatrixH hylogeneticHéeconstructionVH2011THYXTH 78

171 renomeHmajorityHvoteHimprovesHgeneHpredictionsVH2011THbTHeYXXZZc] 11

170  lasmidHlocalizationHandHorganizationHofHmelamineHdegradationHgenesHinHéhodococcusHspVHstrainH
xelVH2012THbcTHY[dbU]X[ 21

169 nompleteHgenomeHsequenceHofHTreponemaHpallidumHstrainHolwUYVH2012THbTHYZUZY 32

168 renomeHsequenceHofHtheHhalotolerantHbacteriumHnorynebacteriumHhalotoleransHtypeHstrainHYtxH
bXXd[PTQHPhHoSxH]]ac[PTQQVH2012THbTHZc]Ud[ 5

167 nompleteHgenomeHsequenceHofHsalopigerHxanaduensisHtypeHstrainHPSsUaPTQQVH2012THaTH[YU]Z 7

166 xonitoringHmicrobialHdiversityHofHbioreactorsHusingHmetagenomicHapproachesVH2012THa]THb[Ud] 1

165 nlustersHofHgenesHencodingHfructanHbiosynthesizingHenzymesHinHwheatHandHbarleyVH2012THcXTHZddU[Y] 23

164 éapidHphylogeneticHandHfunctionalHclassificationHofHshortHgenomicHfragmentsHwithHsignatureH
peptidesVH2012TH_TH]aX 22

163 TheHessentialsHofHcomputationalHmolecularHevolutionVHMethodsfinfMolecularfBiologyTH2012THc__THYYYU_Z 1.4 23

162 éeprogrammingHxicrobialHxetabolicH athwaysVH2012TH 5

161  sYéyeHaHrobustHmethodHforHphylogeneticHanalysisHofHhighlyHdivergentHsequencesVHPLoSfONETH2012TH
bTHe[]ZaY 3.7 15

160 xolecularHphylogeneticseHprinciplesHandHpracticeVH2012THY[TH[X[UY] 403

159 pvidenceHofHaHcomplexHphylogeographicHstructureHinHtheHcommonHdormouseTHxuscardinusH
avellanariusHPéodentiaeHrliridaeQVH2012THYX_THa]cUaa] 16
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158 oetectionHandHcharacterizationHofHbacterialHsymbiontsHinHtheHseteropteranTHmlissusHinsularisVH2012TH
cZTHaZdU]Y 35

157 lnHassessmentHofHverticalHinheritanceHversusHendosymbiontHtransferHofHnucleusUencodedHgenesHforH
mitochondrialHproteinsHfollowingHtertiaryHendosymbiosisHinHvarlodiniumHmicrumVH2012THYa[THbaUdX 9

156 nharacterizationHofHculturableH aenibacillusHsppVHfromHtheHsnowHsurfaceHonHtheHhighHlntarcticH
 lateauHPozxpHnQHandHtheirHdisseminationHinHtheHnoncordiaHresearchHstationVH2013THYbTH_a_Ub[ 5

155 xodelsHandHllgorithmsHforHrenomeHpvolutionVHComputationalfBiologyTH2013TH 0.7 6

154 tntroductionHtoHpvolutionaryHrenomicsVHComputationalfBiologyTH2013TH 0.7 14

153 lHphylogeneticHanalysisHofHtheHgrapeHgenusHPVitisHwVQHrevealsHbroadHreticulationHandHconcurrentH
diversificationHduringHneogeneHandHquaternaryHclimateHchangeVH2013THY[THY]Y 83

152 lccuracyHguaranteesHforHphylogenyHreconstructionHalgorithmsHbasedHonHbalancedHminimumH
evolutionVH2013THYXTH_baUc[ 2

151 lpplicationHofHtheHphylogeneticHinformativenessHmethodHtoHchloroplastHmarkerseHaHtestHcaseHofH
closelyHrelatedHspeciesHinHtribeHsydrangeeaeHPsydrangeaceaeQVH2013THaaTHZ[[U]Z 22

150 mioinformaticsHlpproachesHinHStudyingHxicrobialHoiversityVH2013THYYdUY]X

149 miologicalHSequenceHlnalysiseHllgorithmsHandHStatisticalHxethodsVH2013TH[X[U[[[

148 TestingHevolutionaryHmodelsHtoHexplainHtheHprocessHofHnucleotideHsubstitutionHinHgutHbacterialHYaSH
réylHgeneHsequencesVH2013TH[]aTHdbUYX] 3

147 lssessmentHofHaHnewHmacteroidalesHmarkerHtargetingHyorthHlmericanHbeaverHPnastorHcanadensisQH
fecalHpollutionHbyHrealUtimeH néVH2013THd_THZXYUa 8

146  ropertiesHandHpvolutionaryHtmplicationsHofHtheHseliobacterialHrenomeVH2013THabUdb 8

145 tdentificationHofHaHmacterialHnonsortiumHwithHmiotechnologicalH otentialHforHlrsenicHmioremediationVH
2013THcZ_TH_]XU_][

144 llteredHcolonicHfunctionHandHmicrobiotaHprofileHinHaHmouseHmodelHofHchronicHdepressionVH2013THZ_THb[[Ue_b_ 182

143 TheHnompleteHrenomeHSequenceHofHxethanobrevibacterHspVHlbx]VH2013THcTHZY_UZb 36

142 renomeHsequenceHofHtheHmarineHbacteriumHnorynebacteriumHmarisHtypeHstrainHnorynUYPTQHPhHoSxH
]_YdXPTQQVH2013THcTH_YaUZ] 1

141 renomeHsequenceHofHtheHsqualeneUdegradingHbacteriumHnorynebacteriumHterpenotabidumHtypeH
strainHYUYYPTQHPhHoSxH]]bZYPTQQVH2014THdTH_X_UY[ 5

(2014-2012)
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140 TheHrenomicHmlueprintHofHSalmonellaHentericaHsubspeciesHentericaHserovarHTyphiH UstxUYZVH2013THbTH]c[Uda 4

139 nontrastingHgeneticHstructureHamongHpopulationsHofHtwoHamphidromousHfishHspeciesHPSicydiinaeQHinH
theHnentralHWestH acificVHPLoSfONETH2013THcTHeb_]a_ 3.7 20

138 WholeUproteomeHanalysisHofHtwelveHspeciesHofHalphaproteobacteriaHlinksHfourHpathogensVH2013THZTHaZbU[_ 1

137 tnfluenceHofHxethanogenicH opulationsHinHsoloceneHwacustrineHSedimentsHéevealedHbyHnloneH
wibrariesHandHqattyHlcidHmiogeochemistryVH2014TH[YTHZc_UZdc 8

136 xodelsHofHnucleotideHsubstitutionVH2014THYU[] 1

135 nompleteHgenomeHsequenceHofHtheHligninUdegradingHbacteriumHvlebsiellaHspVHstrainHméwaUZVH2014THdTHYd 27

134 yasopharyngealHcolonizationHbyHpotentiallyHpathogenicHbacteriaHfoundHinHhealthyHsemiUcaptiveH
wildUbornHchimpanzeesHinHUgandaVH2014THbaTHYX[UYX 8

133 éibosomalHoatabaseH rojecteHdataHandHtoolsHforHhighHthroughputHréylHanalysisVH2014TH]ZTHoa[[U]Z 2527

132  redictingHtheHemergenceHofHs[yZHinfluenzaHvirusesHrevealsHcontrastedHmodesHofHevolutionHofHslH
andHylHantigensVH2014THbcTHYUYZ 4

131  opulationHvariationHrevealedHhighUaltitudeHadaptationHofHTibetanHmastiffsVHMolecularfBiologyfandf
EvolutionTH2014TH[YTHYZXXU_ 8.3 88

130 xultilocusHsequenceHtypingHusingHmitochondrialHgenesHPmtxwSTQHrevealsHgeographicHpopulationH
structureHofHtxodesHricinusHticksVH2014TH_THY_ZUaX 19

129 oistanceUmasedH hylogeneticHxethodsHlroundHaH olytomyVH2014THYYTH[Z_U[_ 3

128 STtyrélYeHsystemHforHintegratedHgenomicHresourcesHandHanalysisVH2014THbTHY[Z 5

127 nomparativeHmolecularHanalysisHofHbacterialHcommunitiesHinhabitingHpristineHandHpollutedHwithH
polycyclicHaromaticHhydrocarbonsHmlackHSeaHcoastalHsedimentsVHMarinefPollutionfBulletinTH2014THc[THZ[YU]X6.7 17

126 oraftHgenomeHsequenceHofHoyadobacterHtibetensisHtypeHstrainHPYaZXUYQHisolatedHfromHglacialHiceVH
2014THdTHcc[UdZ 3

125 TheHrenomeHSequenceHofHaHTypeHSTZ[dHxethicillinUéesistantHStaphylococcusHaureusHtsolateHfromHaH
xalaysianHsospitalVH2014THdTHd[[Ud 2

124 nompleteHgenomeHsequenceHofHlnabaenaHvariabilisHlTnnHZd]Y[VH2014THdTH_aZUb[ 32

123 sistophagousHciliateH seudocolliniaHbrintoniHandHbacterialHassemblageHinteractionHwithHkrillH
yyctiphanesHsimplexVHtVHTransmissionHprocessVH2015THYYaTHZY[UZ_ 8
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122 xolecularH hylogeneticseHlHToolHforHplucidationHofHpvolutionaryH rocessesHfromHmiologicalHoataVH
2015THZX[UZ_X

121 nompleteHgenomeHsequenceHofHVibrioHanguillarumHstrainHymYXTHaHvirulentHisolateHfromHtheHrulfHofH
mothniaVH2015THYXTHaX 14

120 renomeHsequenceHofHtheHsoilHbacteriumHnorynebacteriumHcallunaeHtypeHstrainHoSxHZXY]bPTQVH2015TH
YXTH_ 5

119 nompleteHgenomeHsequenceHofHlctinobacillusHequuliHsubspeciesHequuliHlTnnHYd[dZPTQVH2015THYXTH[Z 6

118 nompleteHgenomeHsequenceHofHtheHthermophilicHThermusHspVHnnm_US[_UqYHfromHaHhotHspringHinH
xalaysiaVH2015THYXTHba 6

117 tmpactHofHpaleoclimateHonHtheHdistributionHofHmicrobialHcommunitiesHinHtheHsubsurfaceHsedimentHofH
theHoeadHSeaVH2015THY[TH_]aUaY 11

116 lemtmtQm  eHaHsetHofHdatabasesHandHaHwebtoolHforHautomaticHphylogeneticHanalysisHofHprokaryoticH
sequencesVH2015THYaTHZ_Y 42

115 oevelopmentHofHforensicHassayHsignaturesHforHebolavirusesVH2015THaXTH[Y_UZ_

114 lH rimerHtoHxolecularH hylogeneticHlnalysisHinH lantsVH2015TH[]TH]_]U]ac 4

113 oiversificationHofHtheHcoldUadaptedHbutterflyHgenusHzeneisHrelatedHtoHsolarcticHbiogeographyHandH
climaticHnicheHshiftsVH2015THdZTHZ__Ua_ 16

112 qateHofHfaecalHindicatorHorganismsHandHbacterialHdiversityHdynamicsHinHaHseriesHofHcontinuouslyHfedH
aeratedHtankHreactorsHtreatingHdairyHmanureVH2015THcYTH[a[U[bZ

111 renomicHlnalysesHéevealH otentialHtndependentHldaptationHtoHsighHlltitudeHinHTibetanHnhickensVH
MolecularfBiologyfandfEvolutionTH2015TH[ZTHYccXUd 8.3 114

110 lHgenomeUscaleHminingHstrategyHforHrecoveringHnovelHrapidlyUevolvingHnuclearHsingleUcopyHgenesHforH
addressingHshallowUscaleHphylogeneticsHinHsydrangeaVH2015THY_THY[Z 19

109  rogressiveHalignmentHofHgenomicHsignalsHbyHmultipleHdynamicHtimeHwarpingVH2015TH[c_THZXU[X 15

108 éevisitingHnorynebacteriumHglyciniphilumHPexHvubotaHetHalVTHYdbZQHspVHnovVTHnomVHrevVTHisolatedHfromH
putrefiedHbananaVHInternationalfJournalfoffSystematicfandfEvolutionaryfMicrobiologyTH2015THa_THYbbUYcZ 2.2 3

107 qundamentalsHofHmioinformaticsHandHnomputationalHmiologyVHModelingfandfOptimizationfinfSciencef
andfTechnologiesTH2015TH 0.6 2

106 xultipleHpostUdomesticationHoriginsHofHkabuliHchickpeaHthroughHallelicHvariationHinHaH
diversificationUassociatedHtranscriptionHfactorVH2016THZYYTHY]]XU_Y 35

105 nompleteHgenomeHsequenceHofHanHagrUdysfunctionalHvariantHofHtheHSTZ[dHlineageHofHtheH
methicillinUresistantHStaphylococcusHaureusHstrainHrVadHfromHmrazilVH2016THYYTH[] 3

(2016-2015)
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104 xorphologicalTH hysiologicalTHandHTaxonomicHnharacterizationHofHlctinobacterialHtsolatesHwivingHasH
pndophytesHofHnacaoH odsHandHnacaoHSeedsVH2016TH[YTH_aUaZ 15

103 nomparativeHpopulationHgenomicsHrevealsHgeneticHbasisHunderlyingHbodyHsizeHofHdomesticHchickensVH
2016THcTH_]ZU__Z 15

102 oistanceUmasedH hylogeneticHtnferenceVH2016TH]_cU]a_ 2

101 renomeUwideHanalysisHrevealsHadaptationHtoHhighHaltitudesHinHTibetanHsheepVHScientificfReportsTH2016
THaTHZabbX 4.9 52

100 lnchoringHquartetUbasedHphylogeneticHdistancesHandHapplicationsHtoHspeciesHtreeHreconstructionVH
2016THYbTHbc[ 12

99 nompleteHgenomeHsequenceHofHtheHactinomyceteHtypeHstrainHs lHYbbHisolatedHfromHaHmarineH
spongeVH2016THYYTHdY 3

98 oraftHgenomeHofHnnl HY]dXWYHPnlwUYXZbQTHtheHchlorophyllHcontainingHfilamentousH
cyanobacteriumVH2016THYYTHcZ

97 SulfideUoxidizingHbacteriaHestablishmentHinHanHinnovativeHmicroaerobicHreactorHwithHanHinternalH
siliconeHmembraneHforHsulfurHrecoveryHfromHwastewaterVH2016THZbTHYYdU[X 9

96  hylogeneticHtreesHandHpuclideanHembeddingsVH2017THb]THddUYYY 2
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