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海綿メタゲノムライブラリー由来の新規化合物探索
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lObjective]Marinespongeshavebeenprolificsourcesofnovelandstructurallydiverse
naturalproducts.Recentevidencesimplicatedthatmarinespongesharborlargenumbers
ofdiversesymbioticbacterla,Which arelikelythetrueproducersofnumerous
sponge-derivednaturalproducts.Therefわre,thebacteriaassociatedwithmarinesponges
wouldconstituteimportantsourcesofbiologicallyactivecompounds.However,since
cultivablebacteriarepresentaverysmallportionofthetotalsponge-associatedbacteria,
thevastmajorityOfthem remainunculturedunderconventionalcultureconditions.
MetagenomicapproachesbasedondirectconstructionofDNAlibraryfromenvironmental
sampleshavebeenproventobepowerfultoolsforexploitingthenew bioactive
metabolitesfromtheuncultivablebacteria.Thus,WeundertooktheprojecttOSearchfor
novelmetabolitesfrom theJapanesemarinespongeDiscodermiacalyxmetagenomic
hbraryexpressedinEscherichiacoli.
lMethods]TheD.calyxmetagenomiclibrary(～40kbpinsertDNA,2.5x105Cfu)was
constructedaccordingtotheCopyControIFosmidLibraryProductionKit.Wesearchedfわr
thepositiveclonebasedonfunction-basedscreenlng.Activecompoundswereseparated
andpurifiedbyDiaionHP20resin, RP118,SephadexLH-20andODS-HPLC.Their
stmctureswereelucidatedbycomprehensivespectroscoplCanalysis.
lResults]Twopositivecloneswerediscoveredfrom themetagenomiclibrary.Six
porphyrinsincludingtwonovelderivativeswereisolatedandidentified.
lDiscussion]Twoactiveclonesweredetectedandclonespecificmetabolitesinducedby
eachclonewereobtained.Theseresultsimpliedthatthemetagenomicfbsmidlibrary
derivedfrom marinespongesmightbepromlSlngsourceforfurtherminlngnew
antibacterialcompounds,geneandenzymes.


