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| DENTI FI CATI ON OF GENES Abstract A nmet hod for
identifying a microorgani smhaving a reduced
adaptation to a particul ar 1@dvi ronnment conpri sing the
steps of: (1) providing a plurality of mcroorgani sns

~each of which is independently nutated by the
“insertional of a gene with a nucleic acid conprising a
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' mcroorganlsm (2) providing individually a stored.

sanpl e of each nutant produced by step (1) and

Wmﬁtng individually stored nucleic acid conprising
t he uni que marker sequence from each individual
mutant; (3) introducing a plurality of mutants

pr Odu%dnﬂéfhéﬂe&r (ﬂlzmﬁgt ?ﬁt e o %at | Cu:tgng% can reduced

envi ronnent and allowmn oSe mcro

aldepﬁbiloa tto do pastiduiar géx@&bilrdﬂ}neﬁﬂ?&:cﬁﬁ%ﬂsmgn\thé OREBEt of: (1) -

&\'56 retrievi ng m croorgani sns fro e said
Yidingrenplwplity of| wisregrgaavisms hecbopf amhiichi solmtapegdently
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avirller sefirined sonthat eRcH Muth® Egaty §\UerrefBt liﬁérker sequence,
sequence of each individual nutant stored as 1n step

eg)olon@nsf (tby said emom@rgamamgd (2) puaviding dndlividially a stored
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stored nucleic acxd compnsmg the unique marker sequence from each

individual mutant; (3) 1ntroducmg a plurality of mutants produced by step

‘(1) into the said particular environment and allowing those microorganisms |
-which are‘able to do so to. grow in. the sald environment; (4) retrlevmg
- microorganisms from the said env1ronment or a selected part thereof and -

‘isolating the nucleic acid from the retrieved microorganisms; (5) comparing

any marker sequences in the nucleic acid isolated in step (4) to the unique

‘marker sequence of each individual mutant stored-as in step (2) and (6)

selecting an individual mutant which does not contain any of the marker

- sequences as isolated in step (4)
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