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An isolated polypeptide (I) possessing beta- (1,3)
exoglucanase activity for improvement of plant resistance

to fungal phytopathogens and to promote growth
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Patent

English
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Coniothyrium minitans beta- (1,3) exoglucanase, cbegl.

Beta-(1,3) exoglucanase gene; cbegl; laminarin; plant
resistance; fungal phytopathogen; microbial transgenic
strategy; feed digestion; forage feed; industrial
application; pulp bleaching; monocot; dicot; antifungal;
growth promoter; EC 3.2.1.58.

Coniothyrhm}minitans.‘i’

The invention relates to nucleotide sequence of a novel beta- (1,3)

exoglucanase
Coniothyrium

gene denoted as cbegl of the scil borne fungus

minitans. Beta-(1,3) exoglucanase (EC 3.2.1.58) is an

enzyme that catalyses the successive hydrolysis of beta-D-glucose

units from the non-reducing ends of 1,3-beta-D-glucans,
alpha-glucose.

releasing
cbegl is specific for the substrate laminarin. cbegl

sequences are useful for improvement of plant resistance to fungal

0 Molecule Type (MTY)
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phytopathogens or use in ruminant microbial transgenic strategies to
improve feed digestion and nutritive carbohydrate availability from
forage feed. cbegl is alsoc useful for use in high temperature
industrial applications such as bleaching of pulp. cbegl is useful as
an antifungal in dicots and to promote plant growth in monocots and
dicots. The present sequence is Coniothyrium minitans cbegl protein.
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of each patent se-
quence
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SEQUENCE LENGTH: 785

SEQUENCE

1 mrllsffscl laaggpasal alpspianda tsapleerga ssywlenigh
51 ggraafnanp agykvfrnvk dygakgdgvt ddsaainaai adgnrcapwv

101 cdsstdtpai vyfpsgtyvi gkpiimyymt glhgnpnnrp vlkaspnlra
151 ialidaspyqg dgtgkpgwts tnvftrgirn fvidltpipa tsgaggihwp

19

201 asgatsigdv kigmnvaans vhvgifieng sgghltdiet vgglhglnvg
251 nggftmkniv isnavvging iwnwgwlwkg ltisdcstaa fsmkslkdns
301 pdgnvasvii idstitncpi fvdsawtrts taagsggqglil enialnnvpv

FEATURE TABLE:

®

Key |Location |Qualifier |

Region |1.-337 |note |"N-terminal region™"

Peptide =21 | label | Signal_peptide

Protein |22..785 |note | "Coniothyrium minitans mature
| | |cbegl protein"

Domain |I637 582 | label | GAK_box

Region |6 82 |note | "Region targetted by Gfl
| | | semidegenerate primer"

Region |338..785 |note |"C-terminal region"

Domain |425..434 |label | GAX_box
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