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Description

Technical Field

[0001] The present invention relates to a complex type sugar chain hydrolase and its gene.

Background Art

[0002] Glycoproteins are found in eukaryotes from microorganisms such as yeast to human, and are reported to be
found in several bacteria in recent years. The functions of their sugar chains relate to stability and protease resistance
of protein, and are necessary for folding for the formation of a higher-order structure. In addition, glycoproteins are known
to control the interaction between proteins, and bind to lectin on the cell surface to cause signal transduction. The analysis
of these glycoproteins requires cleavage of the sugar chains and determination of their structure. Peptide: N-glycanase
and endo-β-N-acetylglucosaminidases are known as the enzymes which cleaves the N-linked sugar chain attached to
asparagine residues. The latter endo-β-N-acetylglucosaminidases are enzymes which cleave the bond between chito-
biose molecules at the reducing ends of N-type sugar chains, and known examples include Arthrobacter-derived Endo-
A (Non Patent Literature 1, Patent Literature 4), Streptococcus pneumoniae-derived Endo-D (Non Patent Literature 2),
Flavobacterium-derived Endo-F (Non Patent Literature 3), Streptomyces plicatus-derived Endo-H (Non Patent Literature
4), Mycosphaerella-derived endo-β-N-acetylglucosaminidase (Patent Literature 3), rice-derived Endo-Os (Non Patent
Literature 5), Mucor hiemalis-derived Endo-M (Patent Literatures 1, 2, and 5, Non Patent Literatures 6 and 7) are known.
Many of them have digestion activity between chitobiose molecules, and transglycosidase activity for transferring sugar
chains. More specifically, they efficiently catalyze the reaction including the action on the N-type sugar chain of a
glycoprotein to cut out the sugar chain, and transfer of the sugar chain to a carbohydrate or complex carbohydrate as
the acceptor. Accordingly, endo-β-N-acetylglucosaminidases are enzymes useful not only for the analysis of the sugar
chain structure of glycoproteins, and also for the modification of glycoproteins and glycolipids, preparation of neoglyc-
oproteins, and homogenization of the sugar chain of glycoproteins.
[0003] The asparagine-linked sugar chains of glycoproteins showing major biological activity are classified into high-
mannose type (mannan type sugar chain), hybrid type, and complex type sugar chains, according to their structures.
However, among the endo-β-N-acetylglucosaminidases, Endo-M, Endo-F2, Endo-F3, Endo-S, and Endo-CE are report-
ed to have activity for cleaving the complex type sugar chain.
[0004] The properties of Endo-M are studied in detail, and its substrate specificity is 4.4% for the biantennary complex
type sugar chain (agalacto biantennary PA-sugar) when the activity for the high-mannose type Man8GlcNAc2 is set at
100% (Non Patent Literature 6). In addition, there is a description that Endo-M can cleave the triantennary and asialo
tetraantennary N-type sugar chains (Non Patent Literature 7), but the activity for asialo triantennary and asialo tetraan-
tennary was not detected in the enzyme activity measurement using a PA sugar chain (Non Patent Literature 6). Endo-
M also cannot cleave the biantennary PA-sugar chain to which core fucose is attached.
[0005] Endo-F2 is an enzyme derived from Elizabethkingia miricola, and hydrolyzes high-mannose- and biantennary
complex type sugar chains, but has no activity for hydrolyzing a hybrid type sugar chain (Non Patent Literature 8). Endo-
F3 is also an enzyme derived from Elizabethkingia miricola, and hydrolyzes a biantennary or triantennary complex type
sugar chain, but has no activity for hydrolyzing high-mannose and hybrid type sugar chains (Non Patent Literature 8).
Endo-S is an enzyme derived from Streptococcus pyogenes, and hydrolyzes a biantennary complex type sugar chain,
but has no activity for hydrolyzing high-mannose type and hybrid type sugar chains (Non Patent Literature 9). Endo-CE
is an enzyme derived from Caenorhabditis elegans, and hydrolyzes high-mannose and biantennary complex type sugar
chains. However, it is unknown whether it cleaves a hybrid type sugar chain (Non Patent Literature 10).
[0006] Regarding the modification of a complex type sugar chain, based on prior art findings, the substrate specificity
of transglycosidase activity of endo-β-N-acetylglucosaminidases is the same as their digestion activity, so only these
enzymes can transfer complex type sugar chains to acceptors.
[0007] The provision of an endo-β-N-acetylglucosaminidase having different substrate specificity from Endo-M is de-
sired for the analysis of the sugar chain structure of a glycoprotein and the synthesis of glycoproteins having various
sugar chains including complex type carbohydrate sugar chains, and the enzyme having high specific activity for a
complex type sugar chain is also desired.
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Summary of Invention

Technical Problem

[0010] The present invention is intended to solve the problems with the prior art method for liberating a sugar chain
from these asparagine-linked glycoproteins, and the transfer of a complex type sugar chain using transglycosidase
activity. More specifically, the present invention is intended to obtain a novel enzyme which is different from the previously
reported endo-β-N-acetylglucosaminidases, and provide endo-β-N-acetylglucosaminidase which is different from Endo-
M in the substrate specificity and specific activity, and the method for producing the same.

Solution to Problem

[0011] During the study on the properties of the methylotrophic yeast Ogataea minuta IFO10746 strain, the inventors
found that high endo-β-N-acetylglucosaminidase (Endo-Om) activity is present in the culture supernatant. Therefore,
they isolated the Endo-Om gene from the yeast, and determined the nucleotide sequence and corresponding amino
acid sequence (SEQ ID Nos. 1 and 2). The Endo-Om of the present invention has low homology (identity) with any of
the sequences of known endo-β-N-acetylglucosaminidases, and is a novel enzyme having an identity at the amino acid
level of 33.9% with the known Endo-M derived from the genus Mucor, 8.8% with Endo-F2, 9.0% with Endo-F3, 14.7%
with Endo-S, 18.9% with Endo-CE, and about 53.9% with the hypothetical protein derived from the genus Candida,
which has the closest sequence on the database. O.minuta strain was transformed using the Endo-Om gene derived
from the O.minuta strain, and an Endo-Om gene-overexpressing strain was prepared, thereby increasing endo-β-N-
acetylglucosaminidase activity. Endo-β-N-acetylglucosaminidase was isolated from this overexpressing strain, its prop-
erties were determined, and thus the present invention has been accomplished.
[0012] The endo-β-N-acetylglucosaminidase (Endo-Om) of the present invention has the following enzymological and
physicochemical properties;

(1) Action; acts on an asparagine-linked glycoprotein in an endo-type, and liberates a sugar chain.
(2) Substrate specificity;

1) cleaves the N,N’-diacetylchitobiose moiety, which is contained in the core structure of the high-mannose
type, hybrid type, and biantennary complex type sugar chains, to form an oligosaccharide.
2) when the activity for the high-mannose type M8A-PA sugar chain is set at 100%, the activity for the high-
mannose type M6B-PA sugar chain is about 103%, and the activity for a biantennary complex type sugar chain
(agalacto biantennary PA-sugar) is about 15%.
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(3) Optimal pH; about 5.5
(4) Optimal temperature; 45 to 50°C
(5) Gene; 2,319 bp (homology of 33% with the amino acid sequence of Endo-M)
(6) Molecular weight; 87,398 Da (from the amino acid sequence)
(7) Specific activity when 1 mM of the biantennary complex type sugar chain (NGA2-Asn-Fmoc) is used as the
substrate; 0.80 mmol/min/mg
(about 13 times the specific activity of Endo-M (0.06 mmol/min/mg))
(8) Km to the biantennary complex type sugar chain (NGA2-Asn-Fmoc); 5539 mM, Vmax; 3.88 mmol/min/mg
(31 times the Km of Endo-M (176 mM), 55 times the Vmax of Endo-M (0.070 mmol/min/mg))
(9) Transglycosidase activity; when the biantennary complex type (NGA2-Asn-Fmoc) was used as the sugar donor,
and the acceptor was p-nitrophenylglucose, significant transglycosidase activity was confirmed.

[0013] When the activity for the high-mannose type M8A-PA sugar chain is set at 100%, the Endo-Om of the present
invention has activity for the high-mannose type M6B-PA sugar chain is about 103%, and the activity for a biantennary
complex type sugar chain (agalacto biantennary PA-sugar) is about 15%. Therefore, it has different substrate specificity
from well-known Endo-M, and has specific activity as high as 13 times that of Endo-M and Vmax as high as 55 times
that of Endo-M. The use of the overexpression system developed by the present invention allows high-volume production
of high quality enzymes at a low cost.
[0014] Furthermore, based on the amino acid sequence of the Endo-Om of the present invention, BLAST search was
carried on the NCBI amino acid sequence database of closely-related yeasts, and several genes partially having high
homology region were detected. These yeast-derived genes were cloned and their sequences were determined, and
the expression products were purified to obtain enzyme solutions. The enzymatic activity of these enzyme solutions was
studied in detail, and it was found that the enzymes derived from the Candida parapolymorpha DL-1 strain belonging to
the genus Candida, Pichia anomala belonging to the genus Pichia, and Zygosaccharomyces rouxii belonging to the
genus Zygosaccharomyces are novel enzymes having high endo-β-N-acetylglucosaminidase (ENGase) activity as Endo-
Om. These enzymes were named "Endo-Cp", "Endo-Pa", and "Endo-Zr", respectively.
[0015] More specifically, aspects of the present invention are as follows.

[1] A protein having endo-β-N-acetylglucosaminidase activity containing any of the following amino acid sequences
(1) to (5):

(1) the amino acid sequence set forth in SEQ ID NO. 1;
(2) the amino acid sequence obtained by deletion, substitution, insertion and/or addition of any of 1-20 amino
acids in the amino acid sequence set forth in SEQ ID NO. 1,
(3) the amino acid sequence having an identity of 90% or more with the amino acid sequence set forth in SEQ
ID NO. 1;
(4) the amino acid sequence encoded by the nucleotide sequence set forth in SEQ ID NO. 2;
(5) the amino acid sequence encoded by the nucleotide sequence of the polynucleotide which hybridizes with
the polynucleotide having the nucleotide sequence complementary to the nucleotide sequence set forth in SEQ
ID NO. 2under stringent hybridization conditions, wherein a specific hybrid is formed and less than 10% of
mismatch in the entire nucleotide sequence is allowed.

[2] The polynucleotide which encodes the protein having endo-β-N-acetylglucosaminidase activity of [1].
[3] A polynucleotide selected from the following nucleotide sequences (1) to (3):

(1) the polynucleotide comprising the nucleotide sequence set forth in SEQ ID NO. 2;
(2) the polynucleotide which hybridizes with the polynucleotide having the nucleotide sequence complementary
to the nucleotide sequence set forth in SEQ ID NO. 2 under stringent hybridization conditions, wherein a specific
hybrid is formed and less than 10% of mismatch in the entire nucleotide sequence is allowed and said polynu-
cleotide encodes a protein having endo-β-N-acetylglucosaminidase activity;
(3) the polynucleotide having an identity of 90% or more with SEQ ID NO. 2, which is amplified by the primer
set containing the nucleotide sequences set forth in SEQ ID NO. 3 and 4, and encodes a protein having endo-
β-N-acetylglucosaminidase activity.

[4] A vector for expressing a protein having endo-β-N-acetylglucosaminidase activity, comprising the polynucleotide
of [2] or [3].
[5] A transformant for expressing a protein having endo-β-N-acetylglucosaminidase activity into which the vector of
[4] is introduced.
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[6] The transformant of [5], wherein the transformant is hosted by yeast cells selected from any of the yeasts Ogataea
minuta, Candida parapolymorpha, Pichia anomala, and Zygosaccharomyces rouxii.
[7] A method for producing a protein having endo-β-N-acetylglucosaminidase activity, comprising the use of the
transformant of [5] or [6].
[8] A method for cutting an asparagine-linked sugar chain from a glycoprotein, comprising the use of the protein
having endo-β-N-acetylglucosaminidase activity of [1].
[9] A method for transferring an asparagine-linked sugar chain to any acceptor molecule, comprising the use of the
protein having endo-β-N-acetylglucosaminidase activity of [1].

Advantageous Effects of Invention

[0016] The endo-β-N-acetylglucosaminidase Endo-Om in the present invention has an identity of as low as 33.9%
with known Endo-M at the amino acid sequence level, and has different substrate specificity in that the activity for a
high-mannose type M6B-PA sugar chain is about 103%, and the activity for a biantennary complex type sugar chain
(agalacto biantennary PA-sugar) is about 15%, when the activity for the high-mannose type M8A-PA sugar chain is set
at 100%, and high specific activity and Vmax which are 13 times and 55 times those of Endo-M, respectively. Therefore,
the Endo-Om is evidently a novel enzyme, but it has marked functions of Endo-M, so that it hydrolyzes a complex type
sugar chain and has transglycosidase activity for a complex type sugar chain. In addition, Endo-Om has markedly high
specific activity and maximum reaction speed, and thus is highly expected to be useful in the analysis and glycosylation
of the sugar chain structure including the complex type sugar chains in glycoproteins. In addition, the use of the over-
expression system developed by the present invention allows high-volume production of the high quality Endo-Om
enzyme at a low cost.
[0017] Endo-Cp, Endo-Pa, and Endo-Zr, which are other endo-β-N-acetylglucosaminidase described herein also have
similar complex type sugar chain cleavage activity and complex type sugar chain transfer activity, and are expected to
have similar uses as those of Endo-Om.

Brief Description of Drawings

[0018]

FIG. 1 shows the amino acid sequence and nucleotide sequence of the Endo-Om gene. In FIG. 1, the underlined
part indicates the sequence highly conserved in GH family 85 ENGase; and j indicates the presumed amino acid
residue at the active center.
FIG. 2 shows the dendrogram of Endo-Om and ENGases derived from species close to yeast. In FIG. 2, the values
in parentheses show the length of the amino acid sequence and homology with Endo-Om. Accession No., Ashbya
gossypii, NP_986144; Mucor hiemalis (Endo-M), BAB43869; Candidaparapolymorpha DL-1 (Hansenula polymorpha
DL-1), EFW94296; Pichia anomala, CAC69142; Zygosaccharomycesrouxii, xP_002495262.
FIG. 3 shows the measurement result of protein expression and enzymatic activity in the Endo-Om-overexpressing
O.minuta strain. A: confirmation of overexpression of Endo-Om by Western blotting; B: result of detection of enzyme
reaction by HPLC; C: specific activity of Endo-Om-overexpressing strain.
FIG. 4 shows the SDS-PAGE result of a purified sample of the recombinant Endo-Om.
FIG. 5 shows the measurement results of Km and Vmax of Endo-Om and commercially available Endo-M.
FIG. 6 shows the measurement results of optimal reaction conditions (pH and temperature) of Endo-Om: A: optimal
pH; and B: optimal temperature.
FIG. 7 shows the results of detection of the presence or absence of transglycosidase activity of Endo-Om. A:
transglycosylation of Endo-Om; B: detection of sugar transfer activity by HPLC; C: MS patterns of the transglyco-
sylation product
FIG. 8 shows the nucleotide sequence and amino acid sequence of the Endo-Cp gene. In FIG. 8, the underlined
part indicates the sequence highly conserved in GH family 85 ENGase; and j indicates the presumed amino acid
residue at the active center.
FIG. 9 shows the results of SDS-PAGE, Western blotting, and enzyme activity measurement of the Endo-Cp partially
purified enzyme solution. A: SDS-PAGE; B: Western blotting; and C: detection of enzymatic activity HPLC.
FIG. 10 shows the measurement results of the optimal reaction conditions (pH and temperature) of Endo-Cp. A:
optimal pH; and B: optimal temperature.
FIG. 11 shows the results of the detection of the presence or absence of transglycosidase activity of Endo-Cp. A:
transglycosylation of Endo-Om; B: detection of sugar transfer activity by HPLC; and C: MS patterns of the transg-
lycosylation product.
FIG. 12 shows the nucleotide sequence and amino acid sequence of the Endo-Pa gene. In FIG. 12, the underlined
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part indicates the sequence highly conserved in GH family 85 ENGase; and j indicates the presumed amino acid
residue at the active center.
FIG. 13 shows the measurement results of SDS-PAGE, Western blotting, and enzyme activity of the Endo-Pa
partially purified enzyme solution. A: SDS-PAGE; B: Western blotting; and C: detection of enzymatic activity by HPLC.
FIG. 14 shows the measurement results the optimal reaction conditions (pH and temperature) of Endo-Pa. A: optimal
pH; and B: optimal temperature.
FIG. 15 shows the results of detection of the presence or absence of transglycosidase activity of Endo-Pa. A:
transglycosylation of Endo-Pa; B: detection of sugar transfer activity by HPLC; and C: MS patterns of the transgly-
cosylation product.
FIG. 16 shows the nucleotide sequence and amino acid sequence of the Endo-Zr gene. In FIG. 16, the underlined
part indicates the sequence highly conserved in GH family 85 ENGase; and j indicates the presumed amino acid
residue at the active center.
FIG. 17 shows the results of SDS-PAGE, Western blotting, and measurement of enzyme activity of the Endo-Zr
partially purified enzyme solution. A; SDS-PAGE; B: Western blotting; and C: detection of enzymatic activity by HPLC.
FIG. 18 shows the measurement results of the optimal reaction conditions (pH and temperature) of Endo-Zr. A:
optimal pH; and B: optimal temperature.

Description of Embodiments

[0019]

1. Endo-β-N-acetylglucosaminidase of the present invention

1-1. About "Endo-Om"

(1) Enzymological and physicochemical properties;

(1) action; acts on an asparagine-linked glycoprotein in an endo type, and liberates a sugar chain.
(2) Substrate specificity;

1) cleaves the N,N’-diacetylchitobiose moiety, which is contained in the core structure of the high-
mannose type, hybrid type, and biantennary complex type sugar chains, to form an oligosaccharide.
2) when the activity for the high-mannose type M8A-PA sugar chain is set at 100%, the activity for
a high-mannose type M6B-PA sugar chain is about 103%, and the activity for a biantennary complex
type sugar chain (agalacto biantennary PA-sugar) is about 15%.

(3) Optimal pH; about 5.5
(4) Optimal temperature; 45 to 50°C
(5) Gene; 2,319 bp (homology of 33% with the amino acid sequence of Endo-M)
(6) Molecular weight; 87,398 Da (from the amino acid sequence)
(7) Specific activity when 1 mM of the biantennary complex type sugar chain (NGA2-Asn-Fmoc) is used
as the substrate; 0.80 mmol/min/mg
(about 13 times the specific activity of Endo-M (0.06 mmol/min/mg))
(8) Km for the biantennary complex type sugar chain (NGA2-Asn-Fmoc); 5539 mM, Vmax 3.88
mmol/min/mg
(31 times the Km of Endo-M (176 mM), 55 times the Vmax of Endo-M (0.070 mmol/min/mg))
(9) Transglycosidase activity; significant transglycosidase activity was confirmed when the biantennary
complex type (NGA2-Asn-Fmoc) was used as the sugar donor, and the acceptor was p-nitrophenylglu-
cose.

(2) Amino acid sequence and nucleotide sequence
The endo-β-N-acetylglucosaminidase (Endo-Om) of the present invention can be expressed as a protein
having endo-β-N-acetylglucosaminidase activity containing any of the following amino acid sequences (1)
to (5). The protein is preferably derived from a yeast, and particular preferably derived from an Ogataea yeast.

(1) the amino acid sequence set forth in SEQ ID No. 1;
(2) the amino acid sequence obtained by deletion, substitution, insertion and/or addition of any of 1-20
amino acids in the amino acid sequence set forth in SEQ ID No. 1 (preferably 1 to 10, and more
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preferably 1 to 5 amino acids);
(3) the amino acid sequence having an identity of at least 90% with the amino acid sequence set forth
in SEQ ID No. 1;
(4) the amino acid sequence encoded by the nucleotide sequence set forth in SEQ ID NO. 2;
(5) the amino acid sequence encoded by the nucleotide sequence of the polynucleotide which hybridizes
with the polynucleotide having the nucleotide sequence complementary to the nucleotide sequence
set forth in SEQ ID NO. 2 under stringent hybridization conditions, wherein a specific hybrid is formed
and less than 10% of mismatch in the entire nucleotide sequence is allowed;

wherein the "stringent conditions" mean the conditions of an ordinary hybridization operation described in, for example,
edited by T. Maniatis et al, Molecular Cloning: A Laboratory Manual 2nd ed. (1989) Cold Spring Harbor Laboratory,
wherein a so-called specific hybrid is formed, and no nonspecific hybrid is formed. For example, the conditions mean
the incubation in 6 x SSC (1 x SSC is 0.15 M NaCl, 0.015 M sodium citrate, pH 7.0), 0.5% SDS, 5 x Denhardt’s [Denhardt’s,
0.1% bovine serum albumin (BSA), 0.1% polyvinyl pyrrolidone, and 0.1% Ficoll 400] and 100 mg/ml salmon sperm DNA,
at 50°C for 4 hours to overnight. When the increase in the stringency is desired, the incubation is carried out in 2 x SSC,
0.5% SDS, 25% formamide, 5 x Denhardt’s, and 100 mg/ml salmon sperm DNA, at 55°C for 4 hours to overnight. The
conditions allow less than 10% of mismatch in the entire nucleotide sequence.
[0020] Further, the present description relates to a protein having Endo-Om activity including a yeast-derived’amino
acid sequence which is detected by the BLAST search through the NCBI GenBank amino acid sequence database at
a homology of 30% or more, preferably 40% or more, more preferably 50% or more, even more preferably 70% or more,
most preferably 80% or more with the amino acid sequence set forth in SEQ ID No. 1, and is a protein having endo-β-
N-acetylglucosaminidase activity. In particular, the gene is derived from a genus Ogataea yeast.
[0021] Alternatively, it can be expressed as a protein which is coded by the gene including the yeast-derived nucleotide
sequence detected by the BLAST search through the NCBI GenBank nucleotide sequence database at a homology of
30% or more, preferably 40% or more, more preferably 50% or more, even more preferably 70% or more, and most
preferably 80% or more with the nucleotide sequence set forth in SEQ ID NO. 2, and has endo-β-N-acetylglucosaminidase
activity.
[0022] In addition, the Endo-Om gene of the present invention can be expressed as a polynucleotide which codes the
protein having endo-β-N-acetylglucosaminidase activity containing any of the above-described amino acid sequences
(1) to (5), and also can be expressed as any of the following polynucleotides (1) to (3), wherein the polynucleotide is
preferably derived from a yeast, particularly preferably derived from a genus Ogataea yeast:

(1) the polynucleotide comprising the nucleotide sequence set forth in SEQ ID NO. 2;
(2) the polynucleotide which hybridizes with the polynucleotide having the nucleotide sequence complementary to
the nucleotide sequence set forth in SEQ ID NO. 2 under stringent hybridization conditions, wherein a specific hybrid
is formed and less than 10% of mismatch in the entire nucleotide sequence is allowed and encodes a protein having
endo-β-N-acetylglucosaminidase activity;
(3) the polynucleotide having an identity of 90% or more with SEQ ID NO. 2, which is amplified by the primer set
containing the nucleotide sequences set forth in SEQ ID NO. 3 and 4, and encodes a protein having endo-β-N-
acetylglucosaminidase activity;

[0023] As shown in FIG. 2, the endo-β-N-acetylglucosaminidase (Endo-Om) of the present invention has specific
sequence which has an identity of only 33.9% at the amino acid sequence level with the well-known Endo-M derived of
the genus Mucor, and has an identity of about 53.9% at the amino acid level with the hypothetical protein derived from
the genus Candida at the closest position in the database. Therefore, when the polypeptide is including an amino acid
sequence having an identity of 70% or more, preferably 80% or more, and even more preferably 90% or more with the
amino acid sequence set forth in SEQ ID No. 1, it has an extremely high probability of having Endo-Om activity, and the
polynucleotide including the nucleotide sequence having an identity of 70% or more, preferably 80% or more, and more
preferably 90% or more with the nucleotide sequence set forth in SEQ ID NO. 2 also has a high probability of being an
Endo-Om gene. The homology search of polypeptides and polynucleotides can be carried out by, for example, using
the FASTA or BLAST program for DNA Databank of JAPAN (DDBJ).
[0024]

(3) Hydrolysis activity for various sugar chains Using the Endo-Om partially purified enzyme solution of the present
invention, hydrolysis activity for various PA-labeled commercially available sugar chains (TaKaRa-Bio Inc.) were
measured, and the results are shown in the following (Table 1) together with the measurements in a literature on
Endo-M (Non Patent Literature 6). The hydrolysis activity at that time was calculated from the peak area ratio between
the PA-labeled sugar chain and its hydrolysate as substrates in HPLC, and the relative activity for the various sugar
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chains was calculated, with the hydrolysis activity for the sugar chain with an M8A structure set at 100%.

[0025] The above-described results (Table 1) indicate that Endo-Om has as high hydrolysis activity as Endo-M for a
high-mannose sugar chain, and further hydrolyzes a hybrid type sugar chain and a biantennary, complex type sugar
chain. On the other hand, it cannot hydrolyze a triantennary or more highly branched complex type sugar chain, and a
sugar chain having a core fucose structure. In addition, it shows different reactivity for several sugar chains from Endo-
M, and exhibits particularly higher reactivity for the sugar chains having an agalacto biantennary, M3B, M6B, or M9A
structure than Endo-M.

(4) Transglycosidase activity

[0026] Endo-Om has activity for transferring a sugar chain to any acceptor molecule, like Endo-M. Examples of the
typical acceptor molecules include monosaccharides and derivatives thereof such as a glucose and GlcNAc, and glyc-
opeptides and glycoproteins having them. The sugar chain to be transferred is an asparagine-linked sugar chain, and

[Table 1]

Substrate Endo-Om Endo-M* Substrate Endo-Om Endo-M*

 55.9% 19.5%  1.6% 7.0%

M3B sialobiantennary

 
13.7% 15.4%  4.6% 13.3%

M5A biantennary

 
103% 74.0%  ND ND

M6B fucosyl biantennary

 
100% 100%  15.1% 4.4%

agalacto biantennary

 
81.3% 66.5%

 
ND ND

M9A agalacto triantennary

 
0.8% -

 
ND ND

hybrid-type (bisecting GlcNAc) agalacto tetraantennary

 
5.9% -

hibrid-type

The relative activity was calculated using M8A as the substrate. (*) Relative activity of Endo-M was cited from Fujita
et al. (2004) Arch Biochem Biophy, 432: p41-49 d: Mannose, j: GlcNAc, s: Galactose, m: Fucose, ♦: Neu5Ac, ND:
Not detected.
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may be a chemically synthesized sugar chain or cleaved sugar chain.
[0027] The transglycosidase activity of Endo-Om was detected by incubating the reaction solution containing a bian-
tennary complex type sugar chain as the substrate, acceptor molecules (p-nitrophenylglucose), and an Endo-Om partially
purified enzyme solution at 30°C for 3 hours, and then subjecting it to HPLC after the completion of the reaction; a new
peak different from the hydrolysate was detected, and was identified by MS analysis to be a transglycosylation product
including an acceptor molecule to which a biantennary complex type sugar chain is added (FIG. 7).

2. Method for obtaining and producing the endo-β-N-acetylglucosaminidase of the present invention

2-1. Method for obtaining and producing Endo-Om

(1) Strain producing the endo-β-N-acetylglucosaminidase (Endo-Om) of the present invention

[0028] The microorganism producing the Endo-Om of the present invention is the methylotrophic yeast Ogataea minuta
IFO10746 strain described in Patent Literature 6 previously applied by the inventors, and is a yeast strain which can be
grown using methanol as the only one carbon source. Details about the culture method are as described in Patent
Literature 6. Methanol is added to a medium for ordinary yeasts, and ordinary yeast culture conditions are used. The
cultured cells are collected and crushed, and the supernatant free from impurity can be used as a crude enzyme solution.
However, the amount of production was small, so that the Endo-Om gene was cloned, and transformed using the original
yeast strain as the host, and an Endo-Om gene-overexpression system was prepared as described in the following (3).

(2) Method for obtaining Endo-Om and its gene from other microorganism

[0029] The host-vector system using the Ogataea minuta IFO10746 strain is described in JP 4464269 B1 (Patent
Literature 7). The genome sequence information was searched for the gene having high homology with Endo-M, and a
gene partially having high homology was found. Then, the genome DNA of O.minuta was extracted by a common
procedure, and the ORF full length sequence of the Endo-Om gene was amplified by the PCR method using the primer
1 (SEQ ID NO. 3) and primer 2 (SEQ ID NO. 4).

Primer 1:

5’-CGATGACAAGGGATCATGGCGCAATCTCAGCTACTGG-3’ (SEQ ID NO. 3)

Primer 2:

5’-GCACCGTCTCGGATCTCACACCCAAACCTCACTCC-3’ (SEQ ID NO. 4)

[0030] The PCR fragment thus obtained was subcloned by TOPO Blunt cloning kit (Invitrogen), and thus the nucleotide
sequence was determined.
[0031] The nucleotide sequence and amino acid sequence of the Endo-Om gene obtained by the cloning are shown
in FIG. 1. The ORF of Endo-Om is including 2319 bases, and coded the protein including 772 amino acids and having
a molecular weight of 87,398.
[0032] The present method may be used for a closely-related organism of Ogataea minuta from which the Endo-Om
gene of the present invention is obtained, for example, a Pichia yeast which is other methylotrophic yeast, or a DNA
library derived from a microorganism such as a bacterium, thereby obtaining an enzyme gene having Endo-Om activity.
[0033] More specifically, the Endo-Om gene thus obtained can be described as the gene which hybridizes with the
DNA including the nucleotide sequence set forth in SEQ ID NO. 2 and the DNA including its complementary nucleotide
sequence under stringent conditions, and codes a protein having Endo-Om activity.
[0034] The Endo-Om gene of the present invention can be obtained by searching a well-known database, and the
Endo-Om gene thus obtained has a nucleotide sequence with a homology (identity) of 70% or more, preferably 85% or
more, more preferably 90% or more, and most preferably 95% or more for the nucleotide sequence set forth in SEQ ID
NO. 2, and the corresponding protein having Endo-Om activity can be expressed as having an amino acid sequence
with a homology (identity) of 70% or more, preferably 80% or more, more preferably 90% or more, and most preferably
95% or more for the amino acid sequence set forth in SEQ ID NO. 1. The homology search of polypeptides and poly-
nucleotides can be carried out by, for example, using the FASTA or BLAST program for DNA Databank of JAPAN (DDBJ).
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(3) Method for constructing overexpression system and producing Endo-Om in high volume

[0035] The Endo-Om-overexpressing strain of a methylotrophic yeast O.minuta was prepared as follows.
[0036] Firstly, the ORF full length sequence (2349 bp) of the Endo-Om gene was amplified by the PCR method,
purified, and then incorporated into the plasmid pOMEA1 for expression using In-Fusion™ Advantage PCR Cloning Kit
(Clontech), and thus pOMEA1-Endo-Om was constructed.
[0037] The pOMEA1-Endo-Om thus constructed was transformed into the competent cells of the O.minuta TK10-1-2
strain using the electroporation method, and thus an Endo-Om-overexpressing O.minuta strain (Endo-Om/TK10-1-2
strain) was obtained.
[0038] The Endo-Om/TK10-1-2 strain was induced to express Endo-Om, an extracting buffer and glass beads were
added to the collected yeast cells, and shaken vigorously to crush the cells. The insoluble matter was removed from the
supernatant by centrifugation, and the supernatant was used as an Endo-Om crude enzyme solution.
[0039] The Endo-Om crude enzyme solution was denatured by an SDS sample buffer, Western blotting was carried
out by a common procedure, thereby confirming the protein expression.
[0040] In order to obtain the above-described Endo-Om-overexpressing strain, the host is preferably the same meth-
ylotrophic yeast from which the Endo-Om gene of the present invention is obtained, or its analogue yeast. Alternatively,
a bacterium such as E. coli, bacteria, insect cells, plant cells, or animal cells may be used to construct a similar overex-
pressing strain by using a vector into which a high expressing promoter is incorporated. In addition, production using a
transgenic animal is possible.
[0041] Using a transformant strain such as a transformed Ogataea minuta Endo-Om-overexpressing strain, high-
volume production is allowed under ordinary transformant culture conditions, or using a culture method by methanol
induction.

3. Use of the endo-β-N-acetylglucosaminidase of the present invention

[0042] The endo-β-N-acetylglucosaminidase (Endo-Om) of the present invention has activity for cleaving a complex
type sugar chain with a high specific activity, and also has activity for transferring a cleaved sugar chain and a chemically
synthesized sugar chain to any acceptor molecule, for example, a monosaccharide such as glucose or N-acetylglu-
cosamine or its derivative, or a glycopeptide or glycoprotein having the saccharide.
[0043] Accordingly, the use of the Endo-Om of the present invention allows the analysis of the sugar chain structure
including the complex type sugar chain in a glycoprotein. In addition, it can be used for various types of glycosylation,
such as the preparation of a neoglycoprotein including the addition of a sugar chain to a protein to which a sugar chain
will not be naturally attached, or the introduction of an N-type sugar chain to the position to which the sugar chain will
not be attached, cleavage of a heterogeneous sugar chain, followed by homogenization of the N-type sugar chain of a
glycoprotein using transglycosidase reaction, and preparation of a standard glycoprotein for a sugar chain analyzer.
[0044] Endo-Cp, Endo-Pa, and Endo-Zr, which are other endo-P-N-acetylglucosaminidases described herein, also
have similar complex type sugar chain cleavage activity and complex type sugar chain transfer activity for any acceptor
molecules, so that they are expected to have similar uses.
[0045] The present invention is further described below with reference to examples. The technical scope of the present
invention will not be limited by these explanations. In addition, the contents of the technical literatures cited herein are
regarded as parts of the disclosure of the present description.

Examples

(Example 1) Discovery of O.minuta-derived ENGase (Endo-Om)

[0046] As described in the preceding application by the present inventors (Patent Literature 6), secretion production
of human glycotransferase using O.minuta was carried out. The secreted MGAT5 was partially purified, and reaction
was carried out using a biantennary complex type sugar chain (NGA2-Asn-Fmoc) as the receptor substrate, and UDP-
GlcNAc as the donor substrate. As the result of the analysis of the products, the peak of by-product other than the
transglycosylation product was confirmed. The receptor substrate NGA2-Asn-Fmoc was successively digested by exo-
glycosidase to prepare a standard sample, and the peak was analyzed; it was suggested that the bond between
GlcNAcβ1-4GlcNAc is cleaved existing on the reducing end of the receptor substrate. It is known that Endo-M has activity
for efficiently cleaving a biantennary complex type sugar chain, so that O.minuta was considered to have same activity.
Therefore, cloning of the gene was studied.
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(Example 2) Cloning of O.minuta-derived ENGase (Endo-Om) gene

[0047] The host-vector system using the Ogataea minuta IFO10746 strain is described in JP 4464269 B1 (Patent
Literature 7). The genome sequence information was searched for the gene having high homology with Endo-M, and a
gene partially having high homology was found. Then, the genome DNA of O.minuta was extracted by a common
procedure, and the ORF full length sequence of the Endo-Om gene was amplified by the PCR method using the primer
1 (SEQ ID NO. 3) and the primer 2 (SEQ ID NO. 4).

Primer 1:

5’-CGATGACAAGGGATCATGGCGCAATCTCAGCTACTGG-3’ (SEQ ID NO. 3)

Primer 2:

5’-GCACCGTCTCGGATCTCACACCCAAACCTCACTCC-3’ (SEQ ID NO. 4)

[0048] The PCR fragment thus obtained was subcloned using TOPO Blunt cloning kit (Invitrogen), and the nucleotide
sequence was determined.
[0049] The nucleotide sequence and amino acid sequence of the Endo-Om gene obtained by the cloning are shown
in FIG. 1. The ORF of Endo-Om is including 2319 bases, and coded the protein including 772 amino acids and having
a molecular weight of 87,398. The estimated isoelectric point was 5.59. Based on the amino acid sequence thus obtained,
BLAST search was carried on the NCBI amino acid sequence database; Endo-Om had the sequence highly conserved
in GH family 85 ENGase belonging to the GH18 Chitinase-like superfamily at the position of about 80 to 410 amino acids
on the N-terminal side. Of the upper sequences hit by BLAST search, the species close to yeasts were expressed in a
dendrogram and shown in FIG. 2. For the sequences other than Endo-M, annotation was not described as ENGase in
the database. Endo-Om had the highest homology (53.9%) with the estimated ENGase (the following Example 6, Endo-
Cp) derived from the methylotrophic yeast Candida parapolymorpha DL-1 (Hansenula polymorpha DL-1). The homology
with Mucor hiemalis-derived Endo-M was 33.9%, and had no homology with the sequences other than those conserved
on the N-terminus. On the other hand, no corresponding gene was detected in Pichia pastoris or Candida boidinii, which
are methylotrophic yeasts. In addition, no corresponding gene was detected in Saccharomyces cerevisiae.

(Example 3) Preparation of Endo-Om-overexpressing O.minuta strain

[0050] The Endo-Om-overexpressing strain of the methanol-utilizing yeast O.minuta was prepared as follows.
[0051] Firstly, in the same manner as in Example 2, the ORF full length sequence of the Endo-Om gene was amplified
by the PCR method using the above-described primer 1 (SEQ ID NO. 3) and primer 2 (SEQ ID NO. 4).
[0052] The amplified PCR product of 2349 bp was purified, and then the PCR product was incorporated into the
plasmid pOMEA1 for expression, which had been cleaved by BamHI, using In-Fusion™ Advantage PCR Cloning Kit
(Clontech), and thus pOMEA1-Endo-Om was constructed.
[0053] The pOMEA1-Endo-Om thus constructed was cleaved by NotI, and introduced into the competent cells of the
O.minuta TK10-1-2 strain using the electroporation method. The transformed yeast was spread over an SD-Ade agar
media (2% D-glucose, 0.67% yeast nitrogen base w/o amino acids (Difco), 0.5% casamino acid, 0.1 mg/ml Uracil, 1.5%
agar), and cultured at 30°C for 2 days, thereby obtaining transformant colonies. The colonies were picked up from the
plate, incorporation into the chromosome was confirmed by the simple PCR method including suspension in a PCR
reaction solution, and the colonies were used as the Endo-Om-overexpressing O.minuta strain (Endo-Om/TK10-1-2
strain).

(Example 4) Confirmation of expression and enzymatic activity of Endo-Om in Endo-Om-overexpressing O.minuta strain

[0054] The Endo-Om/TKlO-1-2 strain was inoculated into a 3 ml of YPD medium (2% peptone, 1% yeast extract, and
2% glucose), cultured at 30°C for 2 days. The medium supernatant was removed by centrifugation, and the yeast cells
was resuspended in 3 ml of a BMMY medium (2% peptone, 1% yeast extract, 1.34% yeast nitrogen base w/o amino
acids, 2% casamino acid, 1% MeOH, 0.2 mg/ml adenine 1/2 sulfate, 0.1 mg/ml uracil, and 100 mM potassium phosphate
buffer (pH 6.0)), and cultured at 20°C for further 2 days, thereby inducing the expression of Endo-Om. An extraction
buffer (50 mM sodium phosphate buffer (pH 7.4), 1.25 M NaCl, 1 mM PMSF, 1 x Complete (Roche), and 5% glycerol)
and glass beads were added to the collected yeast cells, and shaken vigorously to crush the cells. The supernatant from
which insoluble matter was removed by centrifugation was used as an Endo-Om crude enzyme solution.
[0055] Western blotting was carried out as follows. The Endo-Om crude enzyme solution was denatured by an SDS
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sample buffer, and subjected to Western blotting by a common procedure. Using a mouse anti-FLAG antibody as the
primary antibody, and an anti-mouse IgG antibody horseradish peroxidase conjugate was used as the secondary anti-
body, and ECL plus system (GE Healthcare) and a chemiluminescence detector (GE Healthcare) were used for detection.
[0056] The results of Western blotting are shown in FIG. 3A. For the Endo-Om-overexpressing strain, the signal of
FLAG-tag was detected at the position corresponding to 87 kDa which is identical to the molecular mass of Endo-Om,
and protein expression was confirmed.
[0057] The enzyme activity was measured as follows. A reaction solution (total volume: 10 ml) containing 100 mM of
a sodium acetate buffer (pH 5.3) at the final concentration, 0.5 M NaCl, 10 mM of a Fmoc-labeled biantennary complex
type sugar chain (NGA2-Asn-Fmoc), and an Endo-Om crude enzyme solution was incubated at 50°C for 1 hour, and
heated at 95°C for 5 minutes, thereby stopping the enzyme reaction. The reaction solution was subjected to HPLC, and
the enzymatic activity was calculated from the peak area ratio between the NGA2-Asn-Fmoc as the substrate and its
hydrolysate. The column was Asahipak NH2P-50 4E (4.6·250 mm, Shodex), and the solvents were acetonitrile (solvent
A) and 200 mM of TEAA (pH 7.0, GLEN RESEARCH: solvent B). Isocratic elution was carried out at a flow rate of 1.0
ml/min, and the solvent B: 43%, and detection was carried out using a fluorescence detector (excitation wavelength 265
nm, and fluorescence wavelength 315 nm). The activity hydrolyzing 1 mmol of NGA2-Asn-Fmoc in 1 minute under the
above-described reaction conditions was defined as 1 Unit of the enzymatic activity of Endo-Om.
[0058] The detection result of the enzyme reaction by HPLC is shown in FIG. 3B. Firstly, the biantennary complex
type sugar chain (NGA2-Asn-Fmoc) alone as the substrate was subjected to HPLC; a peak was detected at the position
of 11.7 min. Subsequently, each of the crude enzyme solutions of the O.minuta strain before transformation and the
Endo-Om-overexpressing strain was allowed to react at the ratio of 50 mg protein/reaction, and the activities were
compared. For the Endo-Om-overexpressing strain, the peak of the substrate remarkably decreased in comparison with
the strain before transformation, and the peak of the hydrolysate GlcNAc-Asn-Fmoc (6.8 min) increased. This result
indicates that Endo-Om is the enzyme of O.minuta hydrolyzing the biantennary complex type sugar chain.
[0059] Subsequently, the specific activity of the Endo-Om-overexpressing strain was compared, and the result is
shown in FIG. 3C. For the TK10-1-2 strain before transformation, the specific activity was 15.0 [mUnit/mg protein] when
10 mM of NGA2-Asn-Fmoc was used as the substrate. For the Endo-Om-overexpressing strain, the specific gravity
increased to 295 to 339 [mUnit/mg protein] (20 to 24 times the before transformation).

(Example 5) Study of properties of Endo-Om

(5-1) Preparation of Endo-Om purified enzyme solution, calculation of specific activity Km, and Vmax

[0060] The properties of Endo-Om were studied using a purified enzyme solution. According to the method described
in Example 4, the Endo-Om crude enzyme solution prepared from 100 ml culture was substituted with an equilibration
buffer (20 mM sodium phosphate buffer (pH 7.4), 0.5 M NaCl, 0.5 mM PMSF, 50 mM imidazole) by dialysis. The Endo-
Om crude enzyme solution after dialysis was subjected to a HisTrap HP column (GE Healthcare), washed with the
equilibration buffer, and eluted stepwise by an equilibration buffer containing 50 mM, 100 mM, and 200 mM of imidazole,
thereby eluting the protein. The fraction containing Endo-Om eluted from the column was subjected to ultrafiltration
concentration using Amicon Ultra (50,000 NMWL, Millipore), further dialyzed with 20 mM of sodium phosphate buffer
(pH 7.4) and 0.5 M of NaCl, and glycerol was added to make the final concentration 10%, thereby making an Endo-Om
purified enzyme solution. According to the method described in Example 4, the activity of the Endo-Om purified enzyme
solution when the substrate concentration was 1 mM was measured, and the specific activity was calculated. In addition,
activity measurement was carried out using NGA2-Asn-Fmoc at different concentrations as the substrates, and Km and
Vmax were calculated. For comparison, the specific activity, Km, and Vmax of the commercially available Endo-M were
calculated by the same method. The optimal pH of Endo-M is 6.0 (Non Patent Literature 6), so that the pH of the sodium
acetate buffer was made 6.0 when measuring the activity of Endo-M.
[0061] The purification result of Endo-Om is shown in FIG. 4. Endo-Om was purified to a single band on SDS-PAGE.
The specific activity of the purified Endo-Om was 0.80 mmol/min/mg when 1 mM of NGA2-Asn-Fmoc was used as the
substrate. The specific activity of the commercially available Endo-M under the measurement conditions was 0.06
mmol/min/mg, indicated that the specific activity of Endo-Om is about 13 times that of Endo-M. In addition, activity
measurement was carried out using NGA2-Asn-Fmoc at different concentrations as the substrates, and Km and Vmax
were calculated; the Km and Vmax of Endo-Om were 5539 mM and 3.88 mmol/min/mg, respectively, which were 31
times the Km (176 mM) and 55 times the Vmax (0.070 mmol/min/mg) of the commercially available Endo-M (FIG. 5).

(5-2) Study of optimal reaction conditions for Endo-Om

[0062] Study of the optimal reaction pH for Endo-Om was carried out as follows. A reaction solution containing any of
various buffers having a final concentration of 100 mM, 0.5 M of NaCl, 10 mM of NGA2-Asn-Fmoc, and an Endo-Om
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purified enzyme solution (total volume: 10 ml) was incubated at 50°C for 1 hour, and heated at 95°C for 5 minutes,
thereby stopping the enzyme reaction. The buffers used herein were a sodium citrate buffer (pH 3.5-5.5), a sodium
acetate buffer (pH 4.5-6.0), a sodium phosphate buffer (pH 6.0-7.5), a MOPS-NaOH buffer (pH 6.5-8.0), and a Tris-HCl
buffer (pH 8.0-9.0). The reaction solution was subjected to HPLC by the method described in Example 4, and the
enzymatic activity was calculated. The optimal reaction temperature was studied by changing the reaction temperature
in the activity measurement method described in Example 4 in the range of 10°C to 60°C.
[0063] The measurement results of the optimal reaction conditions for Endo-Om are shown in FIG. 6. The optimal
reaction pH for Endo-Om was about 5.5, and the optimal reaction temperature was about 50°C.

(5-3) Study of hydrolysis activity for various sugar chains

[0064] Comparison of hydrolysis activity for PA-labeled sugar chains having various structures was carried out as
follows. A reaction solution containing a sodium acetate buffer at final concentration of 100 mM (pH 5.3), 0.5 M of NaCl,
1 mM of any of various PA-labeled sugar chains (TaKaRa-Bio Inc.), and an Endo-Om purified enzyme solution (total
volume: 10 ml) was incubated at 30°C for 3 to 12 hours, and heated at 95°C for 5 minutes thereby stopping the enzyme
reaction. The reaction solution was subjected to HPLC, and enzymatic activity was calculated from the peak area ratio
between the PA-labeled sugar chain as the substrate and its hydrolysate. The column used herein was Cosmosil 5C18-
ARII (2.0·150 mm, Nacalai Tesque, Inc.), the solvents were a 0.1 M ammonium acetate buffer (pH 4.0: solvent A), a 0.1
M ammonium acetate buffer (pH 4.0), and 0.5% 1-butanol (solvent B). Linear gradient elution was carried out using the
solvent B: 5%-50% at a flow rate of 0.5 ml /min over a period of 24 minutes, and detection was carried out using a
fluorescence detector (excitation wavelength 320 nm, and fluorescence wavelength 400 nm). The enzymatic activity
was calculated with the activity hydrolyzing 1 mmol of the PA-labeled sugar chain in 1 minute under the above-described
reaction conditions as 1 Unit, and the relative activity for various sugar chains were calculated with the hydrolysis activity
for the sugar chain having an M8A structure as 100%.
[0065] The measurement results of the hydrolysis activity of Endo-Om for PA-labeled sugar chains having various
structures are shown in Table 1. For comparison, the data from the past literature concerning Endo-M (Non Patent
Literature 6) was cited. Endo-Om showed as high hydrolysis activity for a high-mannose sugar chain as Endo-M, and
also hydrolyzed a hybrid type sugar chain and a biantennary complex type sugar chain. On the other hand, it was
revealed that Endo-Om cannot hydrolyzes a triantennary or more highly branched complex type sugar chain and a sugar
chain having a core fucose structure. In addition, reactivity for several sugar chains was different from that of Endo-M,
and higher reactivity was exhibited particularly for sugar chains having agalacto biantennary, M3B, M6B, and M9A
structures than Endo-M.

(5-4) Study of the presence or absence of transglycosidase activity

[0066] Same ENGases are known to have activity for hydrolyzing a sugar chain and transferring the cleaved sugar
chain to any acceptor molecule. Typical examples of such ENGase include Endo-M. Therefore, the presence or absence
of sugar transfer activity (transglycosidase activity) of Endo-Om was studied.
[0067] The transglycosidase activity of Endo-Om was detected as follows. The reaction solution containing a sodium
acetate buffer at a final concentration of 100 mM (pH 6.0), 2 mM NGA2-Asn-Fmoc, 50 mM acceptor molecule (p-
nitrophenylglucose), and an Endo-Om purified enzyme solution (total volume: 10 ml) was incubated at 30°C for 3 hours,
and heated at 95°C for 5 minutes to stop the enzyme reaction. The total amount of the reaction solution was subjected
to HPLC by the method described in Example 4, and detection was carried out using a UV detector (274 nm). In addition,
the peak corresponding to a transglycosylation product was collected, freeze-dried, and then redissolved in Milli-Q water
and subjected to mass spectrometry using MALDI-QIT-TOFMS (AXIMA-QIT, Shimadzu Co., Ltd.), thereby identifying
the transglycosylation product.
[0068] The result of the detection of transglycosylation activity of Endo-Om is shown in FIG. 7. In the reaction system
containing no acceptor, transglycosylation will not occur, so that only the peaks of NGA2-Asn-Fmoc as the donor (10.8
min) and GlcNAc-Asn-Fmoc as the hydrolysate (6.6 min) were detected. In the reaction solution containing an acceptor,
the peak of the hydrolysate and a new peak likely attributable to the transglycosylation product (4.15 min) were detected.
These peaks were collected, and subjected to MS analysis; a molecular ion peak which corresponds to the predicted
molecular weight of the transglycosylation product was detected (m/z = 1389 [M + Na-O2]+, m/z = 1405 [M + Na-O]+,
m/z = 1421 [M + Na]+, m/z = 1437 [M + K]+). These results suggest that Endo-Om has activity for transferring the cleaved
sugar chain to any acceptor molecule.

(Reference Example 6) Cloning of Candida parapolymorpha DL-1-derived ENGase (Endo-Cp) gene

[0069] Based on the amino acid sequence of Endo-Om, BLAST search was carried out for the NCBI amino acid
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sequence database. As a result of this, genes partially having high homologies were detected in several yeasts (FIG.
2). Among them, the gene derived from Candida parapolymorpha DL-1 (Hansenula polymorpha DL-1) had a homology
of 53.9% with the amino acid sequence of Endo-Om, but annotation was not described as ENGase in the database.
Therefore, cloning of the Endo-Cp gene and the construction of the protein expression system were studied.
[0070] The genome DNA of the Candida parapolymorpha DL-1 ATCC26012 strain was extracted by a common pro-
cedure, and the ORF full-length sequence of the Endo-Cp gene was amplified by the PCR method using the primer 3
(SEQ ID NO. 7) and the primer 4 (SEQ ID NO. 8).

Primer 3:

5’-TCGAAGGTAGGCATATGCCTCGAAACACAGCTAA-3’ (SEQ ID NO. 7)

Primer 4:

5’-GCTTGAATTCGGATCCTCAAATGTGCATATCGGTACCCT-3’ (SEQ ID NO. 8)

[0071] The PCR product thus obtained was purified, the PCR product was incorporated into the protein expression
plasmid pCold I DNA for E. coli (TaKaRa-Bio Inc.), which had been cleaved by Nde I and BamHI, using In-Fusion™ HD
Cloning Kit (Clontech), thereby constructing pCold I-Endo-Cp. DNA sequencing of the purified vector was carried out,
and the full-length nucleotide sequence of the Endo-Cp gene was determined.
[0072] The nucleotide sequence and amino acid sequence of the Endo-Cp gene obtained by cloning are shown in
FIG. 8. The ORF of Endo-Cp including 2238 bases, and coded a protein including 745 amino acids and having a molecular
weight of 86,500. The estimated isoelectric point was 5.61. Endo-Cp had the sequence which is highly conserved in GH
family 85 ENGase belonging to the GH18 Chitinase-like superfamily at the position of about 75 to 410 amino acids on
the N-terminal side.

(Reference Example 7) Preparation of Endo-Cp expressing E. coli strain

[0073] The pCold I-Endo-Cp of Example 6 was introduced into the E. coli competent cell for protein expression (NEB
Express Competent E. coli (High Efficiency), NEW ENGRAND BioLabs). The transformed E .coli was spread out to an
LB agar medium containing 100 mg/ml of ampicillin (2.5% LB Broth, Miller (Difco), 1.5% Agar), and cultured overnight
at 37°C, thereby obtaining the transformant colonies. The colonies were picked up from the plate, amplification of the
Endo-Cp gene was confirmed by the simple PCR method including suspension in a PCR reaction solution, and the
colonies were used as the Endo-Cp-expressing E. coli strain.

(Reference Example 8) Expression induction of Endo-Cp and preparation of partially purified enzyme solution

[0074] The Endo-Cp-expressing E. coli strain was inoculated into 5 ml of an LB medium, and cultured at 37°C overnight.
The total amount of the E. coli preculture was added to 500 ml of the LB medium, and cultured at 37°C for about 3 hours,
thereby growing the E. coli cells until the OD value reached about 0.5. Thereafter, IPTG was added to make the final
concentration 1.0 mM, and quenched to 15°C to give a cold shock, thereby inducing protein expression. After culturing
at 15°C for 48 hours, the E. coli cells were collected, and an extraction buffer (50 mM sodium phosphate buffer (pH 7.4),
1.25 M NaCl, 1 mM PMSF, 1 x Complete (Roche), 5% glycerol) and glass beads were added, and shaken vigorously
to crush the bacterial cells. The supernatant from which insoluble matter was removed by centrifugation was used as
the Endo-Cp crude enzyme solution. The Endo-Cp crude enzyme solution was substituted with an equilibration buffer
(20 mM sodium phosphate buffer (pH 7.4), 0.5 M NaCl, 0.5 mM PMSF, 50 mM imidazole) by dialysis. The Endo-Cp
crude enzyme solution after dialysis was subjected to an HisTrap HP column (GE Healthcare), washed with an equili-
bration buffer, and then eluted stepwise by an equilibration buffer containing 50 mM, 100 mM, and 200 mM of imidazole
in stages, thereby eluting the protein. The fraction containing Endo-Cp eluted from the column was subjected to ultra-
filtration concentration using Amicon Ultra (50,000 NMWL, Millipore), further dialyzed with 20 mM of sodium phosphate
buffer (pH 7.4) and 0.5 M of NaCl, and glycerol was added to make the final concentration 10%, thereby making an
Endo-Cp partially purified enzyme solution.
[0075] Western blotting was carried out as follows. The Endo-Cp partially purified enzyme solution was denatured by
an SDS sample buffer, and subjected to Western blotting by a common procedure. Using a mouse anti-Tetra-His antibody
as the primary antibody, and an anti-mouse IgG antibody horseradish peroxidase conjugate was used as the secondary
antibody, and ECL plus system (GE Healthcare) and a chemiluminescence detector (GE Healthcare) were used for
detection.
[0076] The enzyme activity was measured as follows. A reaction solution (total volume: 10 ml) containing 100 mM of
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a sodium acetate buffer (pH 5.3) at the final concentration, 0.5 M NaCl, 10 mM of a Fmoc-labeled biantennary complex
type sugar chain (NGA2-Asn-Fmoc), and Endo-Cp was incubated at 30°C for 3 hours, and heated at 95°C for 5 minutes,
thereby stopping the enzyme reaction. The reaction solution was subjected to HPLC, and the enzymatic activity was
calculated from the peak area ratio between the NGA2-Asn-Fmoc as the substrate and its hydrolysate. The column was
Asahipak NH2P-50 4E (4.6·250 mm, Shodex), and the solvents were acetonitrile (solvent A) and 200 mM of TEAA (pH
7.0, GLEN RESEARCH: solvent B). Isocratic elution was carried out at a flow rate of 1.0 ml/min, and the solvent B: 43%,
and detection was carried out using a fluorescence detector (excitation wavelength 265 nm, and fluorescence wavelength
315 nm). The activity hydrolyzing 1 mmol of NGA2-Asn-Fmoc in 1 minute under the above-described reaction conditions
was defined as 1 Unit of the enzymatic activity of Endo-Cp.
[0077] The results of SDS-PAGE, Western blotting, and activity measurement of the Endo-Cp partially purified enzyme
solution are shown in FIG. 9. Plural bands were detected in SDS-PAGE, and a signal of His-tag was detected in Western
blotting at the position corresponding to 86.5 kDa which is identical to the molecular mass of Endo-Cp, indicating the
successful protein expression (FIGS. 9A and 9B). The activity was measured using the biantennary complex type sugar
chain (NGA2-Asn-Fmoc) as the substrate; the peak of the substrate (10.8 min) decreased for the reaction solution
containing the Endo-Cp partially purified enzyme solution, and the peak (6.8 min) of the hydrolysate GlcNAc-Asn-Fmoc
appeared (FIG. 9C). These results revealed that Endo-Cp is an ENGase which hydrolyzes a biantennary complex type
sugar chain in the same manner as the known Endo-M. The specific activity of the Endo-Cp partially purified enzyme
solution was 120 mUnit/mg.

(Reference Example 9) Study of properties of Endo-Cp

(9-1) Study of optimal reaction conditions for Endo-Cp

[0078] Study of the optimal reaction pH for Endo-Cp was carried out as follows. A reaction solution containing any of
various buffers having a final concentration of 100 mM, 0.5 M of NaCl, 10 mM of NGA2-Asn-Fmoc, and an Endo-Cp
partially purified enzyme solution (total volume: 10 ml) was incubated at 30°C for 3 hours, and heated at 95°C for 5
minutes, thereby stopping the enzyme reaction. The buffers used herein were a sodium citrate buffer (pH 3.5-5.5), a
sodium acetate buffer (pH 4.5-6.0), a sodium phosphate buffer (pH 6.0-7.5), a MOPS-NaOH buffer (pH 6.5-8.0), and a
Tris-HCl buffer (pH 8.0-9.0). The reaction solution was subjected to HPLC by the method described in Example 8, and
the enzymatic activity was calculated. The optimal reaction temperature was studied by changing the reaction temperature
in the activity measurement method described in Example 8 in the range of 10°C to 70°C.
[0079] The measurement results of the optimal reaction conditions for Endo-Cp are shown in FIG. 10. The optimal
reaction pH for Endo-Cp was about 5.5, and the optimal reaction temperature was about 60°C.

(9-2) Study of hydrolysis activity for various sugar chains

[0080] Comparison of hydrolysis activity for PA-labeled sugar chains having various structures was carried out as
follows. A reaction solution containing a sodium acetate buffer at final concentration of 100 mM (pH 5.3), 0.5 M of NaCl,
1 mM of any of various PA-labeled sugar chains (TaKaRa-Bio Inc.), and an Endo-Cp partially purified enzyme solution
(total volume: 10 ml) was incubated at 30°C for 3 to 12 hours, and heated at 95°C for 5 minutes thereby stopping the
enzyme reaction. The reaction solution was subjected to HPLC, and enzymatic activity was calculated from the peak
area ratio between the PA-labeled sugar chain as the substrate and its hydrolysate. The column used herein was
Cosmosil 5C18-ARII (2.0·150 mm, Nacalai Tesque, Inc.), the solvents were a 0.1 M ammonium acetate buffer (pH 4.0:
solvent A), a 0.1 M ammonium acetate buffer (pH 4.0), and 0.5% 1-butanol (solvent B). Linear gradient elution was
carried out using the solvent B: 5%-50% at a flow rate of 0.5 ml/min over a period of 24 minutes, and detection was
carried out using a fluorescence detector (excitation wavelength 320 nm, and fluorescence wavelength 400 nm). The
enzymatic activity was calculated with the activity hydrolyzing 1 mmol of the PA-labeled sugar chain in 1 minute under
the above-described reaction conditions as 1 Unit, and the relative activity for various sugar chains were calculated with
the hydrolysis activity for the sugar chain having an M8A structure as 100%.
[0081] The measurement results of the hydrolysis activity of Endo-Cp for PA-labeled sugar chains having various
structures are shown in Table 2. For comparison, the data from the past literature concerning Endo-M (Non Patent
Literature 6) was cited. Endo-Cp showed as high hydrolysis activity for a high-mannose sugar chain as Endo-M, and
also hydrolyzed a hybrid type sugar chain and a biantennary complex type sugar chain. On the other hand, it was
revealed that Endo-Om cannot hydrolyzes a triantennary or more highly branched complex type sugar chain and a sugar
chain having a core fucose structure. In addition, reactivity for several sugar chains was different from that of Endo-M,
and higher reactivity was exhibited particularly for sugar chains having agalacto biantennary, M3B, and M6B structures
than Endo-M.
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(9-3) Study of the presence or absence of transglycosidase activity

[0082] Same ENGases are known to have activity for hydrolyzing a sugar chain and transferring the cleaved sugar
chain to any acceptor molecule. Typical examples of such ENGase include Endo-M. Therefore, the presence or absence
of sugar transfer activity (transglycosidase activity) of Endo-Cp was studied.
[0083] The transglycosidase activity of Endo-Cp was detected as follows. The reaction solution containing a sodium
acetate buffer at a final concentration of 100 mM (pH 6.0), 2 mM NGA2-Asn-Fmoc, 50 mM acceptor molecule (p-
nitrophenylglucose), and an Endo-Cp partially purified enzyme solution (total volume: 10 ml) was incubated at 30°C for
3 hours, and heated at 95°C for 5 minutes to stop the enzyme reaction. The total amount of the reaction solution was
subjected to HPLC by the method described in Example 8, and detection was carried out using a UV detector (274 nm).
In addition, the peak corresponding to a transglycosylation product was collected, freeze-dried, and then redissolved in
Milli-Q water and subjected to mass spectrometry using MALDI-QIT-TOFMS (A·IMA-QIT, Shimadzu Co., Ltd.), thereby
identifying the transglycosylation product.
[0084] The result of the detection of transglycosylation activity of Endo-Cp is shown in FIG. 11. For comparison, the
result for Endo-Om is also shown. The Endo-Cp was allowed to react in the reaction system containing an acceptor; the
peak of the transglycosylation product (4.15 min) was detected besides the peak of the hydrolysate in the same manner
as Endo-Om. The peak was collected, and subjected to MS analysis; a molecular ion peak which corresponds to the
predicted molecular weight of the transglycosylation product was detected (m/z = 1389 [M + Na-O2]+, m/z = 1405 [M +
Na-O]+, m/z = 1421 [M + Na]+, m/z = 1437 [M + K]+). These results suggest that Endo-Cp has activity for transferring
the cleaved sugar chain to any acceptor molecule.

(Reference Example 10) Cloning of Pichia anomaladerived ENGase (Endo-Pa) gene

[0085] Based on the amino acid sequence of Endo-Om, BLAST search was carried out for the NCBI amino acid
sequence database. As a result of this, genes partially having high homologies were found in several yeasts (FIG. 2).
Among them, the gene derived from Pichia anomala had a homology of 42.5% with the amino acid sequence of Endo-
Om, but annotation was not described as ENGase in the database. Therefore, cloning of the Endo-Pa gene and the
construction of the protein expression system were studied.
[0086] The genome DNA of Pichia anomala ATCC36904 strain was extracted by a common procedure, and the ORF
full length sequence of the Endo-Pa gene was amplified by the PCR method using the primer 5 (SEQ ID NO. 11) and
primer 6 (SEQ ID NO. 12).

Primer 5:

5’-TCGAAGGTAGGCATATGCAACATGATCATGCTGCCATA-3’ (SEQ ID NO. 11)

Primer 6:

5’-GCTTGAATTCGGATCCCTATATAAATATATCCTCGCCTTTG-3’ (SEQ ID NO. 12)

[0087] The PCR product thus obtained was purified, the PCR product was incorporated into the protein expression
plasmid pCold I DNA for E. coli (TaKaRa-Bio Inc.), which had been cleaved by Nde I and BamHI, using In-Fusion™ HD
Cloning Kit (Clontech), thereby constructing pCold I-Endo-Pa. DNA sequencing of the purified vector was carried out,
and the full-length nucleotide sequence of the Endo-Pa gene was determined.
[0088] The nucleotide sequence and amino acid sequence of the Endo-Pa gene obtained by cloning are shown in
FIG. 12. The ORF of Endo-Pa including 1971 bases, and coded a protein including 656 amino acids and having a
molecular weight of 76,050. The estimated isoelectric point was 6.06. Endo-Pa had the sequence which is highly con-
served in GH family 85 ENGase belonging to the GH18 Chitinase-like superfamily at the position of about 65 to 400
amino acids on the N-terminal side.

(Reference Example 11) Preparation of Endo-Pa expressing E. coli strain

[0089] The pCold I-Endo-Pa of Example 10 was introduced into the E. coli competent cell for protein expression (NEB
Express Competent E. coli (High Efficiency), NEW ENGRAND BioLabs). The transformed E. coli was spread out to an
LB agar medium containing 100 mg/ml of ampicillin (2.5% LB Broth, Miller (Difco), 1.5% Agar), and cultured overnight
at 37°C, thereby obtaining the transformant colonies. The colonies were picked up from the plate, amplification of the
Endo-Pa gene was confirmed by the simple PCR method including suspension in a PCR reaction solution, and the
colonies were used as the Endo-Pa-expressing E. coli strain.
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(Reference Example 12) Expression induction of Endo-Pa and preparation of partially purified enzyme solution

[0090] The Endo-Pa-expressing E. coli strain was inoculated into 5 ml of an LB medium, and cultured at 37°C overnight.
The total amount of the E. coli preculture was added to 500 ml of the LB medium, and cultured at 37°C for about 3 hours,
thereby growing the E. coli cells until the OD value reached about 0.5. Thereafter, IPTG was added to make the final
concentration 1.0 mM, and quenched to 15°C to give a cold shock, thereby inducing protein expression. After culturing
at 15°C for 48 hours, the bacterial cells were collected, and an extraction buffer (50 mM sodium phosphate buffer (pH
7.4), 1.25 M NaCl, 1 mM PMSF, 1 x Complete (Roche), 5% glycerol) and glass beads were added, and shaken vigorously
to crush the bacterial cells. The supernatant from which insoluble matter was removed by centrifugation was used as
the Endo-Pa crude enzyme solution. The Endo-Pa crude enzyme solution was substituted with an equilibration buffer
(20 mM sodium phosphate buffer (pH 7.4), 0.5 M NaCl, 0.5 mM PMSF, 50 mM imidazole) by dialysis. The Endo-Pa
crude enzyme solution after dialysis was subjected to an HisTrap HP column (GE Healthcare), washed with an equili-
bration buffer, and then eluted stepwise by an equilibration buffer containing 50 mM, 100 mM, and 200 mM of imidazole
in stages, thereby eluting the protein. The fraction containing Endo-Pa eluted from the column was subjected to ultra-
filtration concentration using Amicon Ultra (50,000 NMWL, Millipore), further dialyzed with 20 mM of sodium phosphate
buffer (pH 7.4) and 0.5 M of NaCl, and glycerol was added to make the final concentration 10%, thereby making an
Endo-Pa partially purified enzyme solution.
[0091] Western blotting was carried out as follows. The Endo-Pa partially purified enzyme solution was denatured by
an SDS sample buffer, and subjected to Western blotting by a common procedure. Using a mouse anti-Tetra-His antibody
as the primary antibody, and an anti-mouse IgG antibody horseradish peroxidase conjugate was used as the secondary
antibody, and ECL plus system (GE Healthcare) and a chemiluminescence detector (GE Healthcare) were used for
detection.
[0092] The enzyme activity was measured as follows. A reaction solution (total volume: 10 ml) containing 100 mM of
a sodium acetate buffer (pH 5.3) at the final concentration, 0.5 M NaCl, 10 mM of a Fmoc-labeled biantennary complex
type sugar chain (NGA2-Asn-Fmoc), and Endo-Pa was incubated at 30°C for 3 hours, and heated at 95°C for 5 minutes,
thereby stopping the enzyme reaction. The reaction solution was subjected to HPLC, and the enzymatic activity was
calculated from the peak area ratio between the NGA2-Asn-Fmoc as the substrate and its hydrolysate. The column was
Asahipak NH2P-50 4E (4.6·250 mm, Shodex), and the solvents were acetonitrile (solvent A) and 200 mM of TEAA (pH
7.0, GLEN RESEARCH: solvent B). Isocratic elution was carried out at a flow rate of 1.0 ml/min, and the solvent B: 43%,
and detection was carried out using a fluorescence detector (excitation wavelength 265 nm, and fluorescence wavelength
315 nm). The activity hydrolyzing 1 mmol of NGA2-Asn-Fmoc in 1 minute under the above-described reaction conditions
was defined as 1 Unit of the enzymatic activity of Endo-Pa.
[0093] The results of SDS-PAGE, Western blotting, and activity measurement of the Endo-Pa partially purified enzyme
solution are shown in FIG. 13. Plural bands were detected in SDS-PAGE, and a signal of His-tag was detected in Western
blotting at the position slightly below 76 kDa which is identical to the molecular weight predicted from the sequence,
indicating the successful protein expression (FIGS. 13A and 13B). The activity was measured using the biantennary
complex type sugar chain (NGA2-Asn-Fmoc) as the substrate; the peak of the substrate (10.8 min) decreased for the
reaction solution containing the Endo-Pa partially purified enzyme solution, and the peak (6.8 min) of the hydrolysate
GlcNAc-Asn-Fmoc appeared (FIG. 13C). These results revealed that Endo-Pa is an ENGase which hydrolyzes a bian-
tennary complex type sugar chain in the same manner as the known Endo-M. The specific activity of the Endo-Pa
partially purified enzyme solution was 353 mUnit/mg.

(Reference Example 13) Study of properties of Endo-Pa

(13-1) Study of optimal reaction conditions for Endo-Pa

[0094] Study of the optimal reaction pH for Endo-Pa was carried out as follows. A reaction solution containing any of
various buffers having a final concentration of 100 mM, 0.5 M of NaCl, 10 mM of NGA2-Asn-Fmoc, and an Endo-Pa
partially purified enzyme solution (total volume: 10 ml) was incubated at 30°C for 3 hours, and heated at 95°C for 5
minutes, thereby stopping the enzyme reaction. The buffers used herein were a sodium citrate buffer (pH 3.5-5.5), a
sodium acetate buffer (pH 4.5-6.0), a sodium phosphate buffer (pH 6.0-7.5), a MOPS-NaOH buffer (pH 6.5-8.0), and a
Tris-HCl buffer (pH 8.0-9.0). The reaction solution was subjected to HPLC by the method described in Example 12, and
the enzymatic activity was calculated. The optimal reaction temperature was studied by changing the reaction temperature
in the activity measurement method described in Example 12 in the range of 10°C to 60°C.
[0095] The measurement results of the optimal reaction conditions for Endo-Pa are shown in FIG. 14. The optimal
reaction pH for Endo-Pa was between 5.0-5.5, and the optimal reaction temperature was about 40°C.
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(13-2) Study of hydrolysis activity for various sugar chains

[0096] Comparison of hydrolysis activity for PA-labeled sugar chains having various structures was carried out as
follows. A reaction solution containing a sodium acetate buffer at final concentration of 100 mM (pH 5.3), 0.5 M of NaCl,
1 mM of any of various PA-labeled sugar chains (TaKaRa-Bio Inc.), and an Endo-Pa partially purified enzyme solution
(total volume: 10 ml) was incubated at 30°C for 3 to 12 hours, and heated at 95°C for 5 minutes thereby stopping the
enzyme reaction. The reaction solution was subjected to HPLC, and enzymatic activity was calculated from the peak
area ratio between the PA-labeled sugar chain as the substrate and its hydrolysate. The column used herein was
Cosmosil 5C18-ARII (2.0·150 mm, Nacalai Tesque, Inc.), the solvents were a 0.1 M ammonium acetate buffer (pH 4.0:
solvent A), a 0.1 M ammonium acetate buffer (pH 4.0), and 0.5% 1-butanol (solvent B). Linear gradient elution was
carried out using the solvent B: 5%-50% at a flow rate of 0.5 ml /min over a period of 24 minutes, and detection was
carried out using a fluorescence detector (excitation wavelength 320 nm, and fluorescence wavelength 400 nm). The
enzymatic activity was calculated with the activity hydrolyzing 1 mmol of the PA-labeled sugar chain in 1 minute under
the above-described reaction conditions as 1 Unit, and the relative activity for various sugar chains were calculated with
the hydrolysis activity for the sugar chain having an M8A structure as 100%.
[0097] The measurement results of the hydrolysis activity of Endo-Pa for PA-labeled sugar chains having various
structures are shown in Table 3. For comparison, the data from the past literature concerning Endo-M (Non Patent
Literature 6) was cited. Endo-Pa showed as high hydrolysis activity for a high-mannose sugar chain as Endo-M, and
also hydrolyzed a hybrid type sugar chain and a biantennary complex type sugar chain. On the other hand, it was
revealed that Endo-Om cannot hydrolyzes a triantennary or more highly branched complex type sugar chain and a sugar
chain having a core fucose structure. In addition, higher reactivity was exhibited for almost all sugar chains than Endo-M.

(13-3) Study of the presence or absence of transglycosidase activity

[0098] Same ENGases are known to have activity for hydrolyzing a sugar chain and transferring the cleaved sugar
chain to any acceptor molecule. Typical examples of such ENGase include Endo-M. Therefore, the presence or absence
of sugar transfer activity (transglycosidase activity) of Endo-Pa was studied.
[0099] The transglycosidase activity of Endo-Pa was detected as follows. The reaction solution containing a sodium
acetate buffer at a final concentration of 100 mM (pH 6.0), 2 mM NGA2-Asn-Fmoc, 50 mM acceptor molecule (p-
nitrophenylglucose), and an Endo-Pa partially purified enzyme solution (total volume: 10 ml) was incubated at 30°C for
16 hours, and heated at 95°C for 5 minutes to stop the enzyme reaction. The total amount of the reaction solution was
subjected to HPLC by the method described in Example 12, and detection was carried out using a UV detector (274
nm). In addition, the peak corresponding to a transglycosylation product was collected, freeze-dried, and then redissolved
in Milli-Q water and subjected to mass spectrometry using MALDI-QIT-TOFMS (AXIMA-QIT, Shimadzu Co., Ltd.), thereby
identifying the transglycosylation product.
[0100] The result of the detection of transglycosylation activity of Endo-Pa is shown in FIG. 15. For comparison, the
result for Endo-Om is also shown. The Endo-Pa was allowed to react in the reaction system containing an acceptor; the
peak of the transglycosylation product (4.15 min) was newly detected besides the peak of the hydrolysate in the same
manner as Endo-Om. The peak was collected, and subjected to MS analysis; a molecular ion peak which corresponds
to the predicted molecular mass of the transglycosylation product was detected (m/z = 1389 [M + Na-O2]+, m/z = 1405
[M + Na-O]+, m/z = 1421 [M + Na]+, m/z = 1437 [M + K]+). These results suggest that Endo-Pa has activity for transferring
the cleaved sugar chain to any acceptor molecule.

(Reference Example 14) Cloning of Zygosaccharomyces rouxii-derived ENGase (Endo-Zr) gene

[0101] Based on the amino acid sequence of Endo-Om, BLAST search was carried out for the NCBI amino acid
sequence database. As a result of this, genes partially having high homologies were detected in several yeasts (FIG.
2). Among them, the gene derived from Zygosaccharomyces rouxii had a homology of 30.6% with the amino acid
sequence of Endo-Om, but annotation was not described as ENGase in the database. Therefore, cloning of the Endo-
Zr gene and the construction of the protein expression system were studied.
[0102] The genome DNA of the Zygosaccharomyces rouxii ATCC2623 train was extracted by a common procedure,
and the ORF full length sequence of the Endo-Zr gene was amplified by the PCR method using the primer 7 (SEQ ID
NO. 15 and the primer 8 (SEQ ID NO. 16).

Primer 7:

5’-TCGAAGGTAGGCATATGAAACGTATTAATCAGGT-3’ (SEQ ID NO. 15)



EP 2 765 194 B1

20

5

10

15

20

25

30

35

40

45

50

55

Primer 8:

5’-GCTTGAATTCGGATCCTTACTTCTTGACTACGAATTTCAAAG-3’ (SEQ ID NO. 16)

[0103] The PCR product thus obtained was purified, the PCR product was incorporated into the protein expression
plasmid pCold I DNA for E. coli (TaKaRa-Bio Inc.), which had been cleaved by Nde I and BamHI, using In-Fusion™ HD
Cloning Kit (Clontech), thereby constructing pCold I-Endo-Zr. DNA sequencing of the purified vector was carried out,
and the full-length nucleotide sequence of the Endo-Zr gene was determined.
[0104] The nucleotide sequence and amino acid sequence of the Endo-Zr gene obtained by cloning are shown in FIG.
16. The ORF of Endo-Zr including 1920 bases, and coded a protein including 639 amino acids and having a molecular
weight of 73,105. The estimated isoelectric point was 6.69. Endo-Zr had the sequence which is highly conserved in GH
family 85 ENGase belonging to the GH18 Chitinase-like superfamily at the position of about 70 to 400 amino acids on
the N-terminal side.

(Reference Example 15) Preparation of Endo-Zr-expressing E. coli strain

[0105] The pCold I-Endo-Zr of Example 14 was introduced into the E. coli competent cell for protein expression (NEB
Express Competent E. coli (High Efficiency), NEW ENGRAND BioLabs). The transformed E. coli was spread out to an
LB agar medium containing 100 mg/ml of ampicillin (2.5% LB Broth, Miller (Difco), 1.5% Agar), and cultured overnight
at 37°C, thereby obtaining the transformant colonies. The colonies were picked up from the plate, amplification of the
Endo-Zr gene was confirmed by the simple PCR method including suspension in a PCR reaction solution, and the
colonies were used as the Endo-Zr-expressing E. coli strain.

(Reference Example 16) Expression induction of Endo-Zr and preparation of partially purified enzyme solution

[0106] The Endo-Zr-expressing E. coli strain was inoculated into 5 ml of an LB medium, and cultured at 37°C overnight.
The total amount of the E .coli preculture was added to 500 ml of the LB medium, and cultured at 37°C for about 3 hours,
thereby growing the bacterial cells until the OD value reached about 0.5. Thereafter, IPTG was added to make the final
concentration 1.0 mM, and quenched to 15°C to give a cold shock, thereby inducing protein expression. After culturing
at 15°C for 48 hours, the E .coli cells were collected, and an extraction buffer (50 mM sodium phosphate buffer (pH 7.4),
1.25 M NaCl, 1 mM PMSF, 1 x Complete (Roche), 5% glycerol) and glass beads were added, and shaken vigorously
to crush the bacterial cells. The supernatant from which insoluble matter was removed by centrifugation was used as
the Endo-Zr crude enzyme solution. The Endo-Zr crude enzyme solution was substituted with an equilibration buffer (20
mM sodium phosphate buffer (pH 7.4), 0.5 M NaCl, 0.5 mM PMSF, 50 mM imidazole) by dialysis. The Endo-Zr crude
enzyme solution after dialysis was subjected to an HisTrap HP column (GE Healthcare), washed with an equilibration
buffer, and then eluted by an equilibration buffer containing 50 mM, 100 mM, and 200 mM of imidazole in stages, thereby
eluting the protein. The fraction containing Endo-Zr eluted from the column was subjected to ultrafiltration concentration
using Amicon Ultra (50,000 NMWL, Millipore), further dialyzed with 20 mM of sodium phosphate buffer (pH 7.4) and 0.5
M of NaCl, and glycerol was added to make the final concentration 10%, thereby making an Endo-Zr partially purified
enzyme solution.
[0107] Western blotting was carried out as follows. The Endo-Zr partially purified enzyme solution was denatured by
an SDS sample buffer, and subjected to Western blotting by a common procedure. Using a mouse anti-Tetra-His antibody
as the primary antibody, and an anti-mouse IgG antibody horseradish peroxidase conjugate was used as the secondary
antibody, and ECL plus system (GE Healthcare) and a chemiluminescence detector (GE Healthcare) were used for
detection.
[0108] The enzyme activity was measured as follows. A reaction solution (total volume: 10 ml) containing 100 mM of
a sodium acetate buffer (pH 5.3) at the final concentration, 0.5 M NaCl, 10 mM of a Fmoc-labeled biantennary complex
type sugar chain (NGA2-Asn-Fmoc), and Endo-Zr was incubated at 30°C for 3 to 12 hours, and heated at 95°C for 5
minutes, thereby stopping the enzyme reaction. The reaction solution was subjected to HPLC, and the enzymatic activity
was calculated from the peak area ratio between the NGA2-Asn-Fmoc as the substrate and its hydrolysate. The column
was Asahipak NH2P-50 4E (4.6·250 mm, Shodex), and the solvents were acetonitrile (solvent A) and 200 mM of TEAA
(pH 7.0, GLEN RESEARCH: solvent B). Isocratic elution was carried out at a flow rate of 1.0 ml/min, and the solvent B:
43%, and detection was carried out using a fluorescence detector (excitation wavelength 265 nm, and fluorescence
wavelength 315 nm). The activity hydrolyzing 1 mmol of NGA2-Asn-Fmoc in 1 minute under the above-described reaction
conditions was defined as 1 Unit of the enzymatic activity of Endo-Zr.
[0109] The results of SDS-PAGE, Western blotting, and activity measurement of the Endo-Zr partially purified enzyme
solution are shown in FIG. 17. Plural bands were detected in SDS-PAGE, and a signal of His-tag was detected in Western
blotting at the position corresponding to 73 kDa which is identical to the molecular mass of Endo-Zr, indicating the protein
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expression (FIGS. 17A and 17B). The activity was measured using the biantennary complex type sugar chain (NGA2-
Asn-Fmoc) as the substrate; the peak of the substrate (10.8 min) decreased for the reaction solution containing the
Endo-Zr partially purified enzyme solution, and the peak (6.8 min) of the hydrolysate GlcNAc-Asn-Fmoc appeared (FIG.
17C). These results revealed that Endo-Zr is an ENGase which hydrolyzes a biantennary complex type sugar chain in
the same manner as the known Endo-M. The specific activity of the Endo-Pa partially purified enzyme solution was 3.3
mUnit/mg.

(Reference Example 17) Study of properties of Endo-Zr

(17-1) Study of optimal reaction conditions for Endo-Zr

[0110] Study of the optimal reaction pH for Endo-Zr was carried out as follows. A reaction solution containing any of
various buffers having a final concentration of 100 mM, 0.5 M of NaCl, 10 mM of NGA2-Asn-Fmoc, and an Endo-Zr
partially purified enzyme solution (total volume: 10 ml) was incubated at 30°C for 3 hours, and heated at 95°C for 5
minutes, thereby stopping the enzyme reaction. The buffers used herein were a sodium citrate buffer (pH 3.5-5.5), a
sodium acetate buffer (pH 4.5-6.0), a sodium phosphate buffer (pH 6.0-7.5), a MOPS-NaOH buffer (pH 6.5-8.0), and a
Tris-HCl buffer (pH 8.0-9.0). The reaction solution was subjected to HPLC by the method described in Example 16, and
the enzymatic activity was calculated. The optimal reaction temperature was studied by changing the reaction temperature
in the activity measurement method described in Example 16 in the range of 10°C to 60°C.
[0111] The measurement results of the optimal reaction conditions for Endo-Zr are shown in FIG. 18. The optimal
reaction pH for Endo-Zr was between 4.5-5.0, and the optimal reaction temperature was about 40°C.

(17-2) Study of hydrolysis activity for various sugar chains

[0112] Comparison of hydrolysis activity for PA-labeled sugar chains having various structures was carried out as
follows. A reaction solution containing a sodium acetate buffer at final concentration of 100 mM (pH 5.3), 0.5 M of NaCl,
1 mM of any of various PA-labeled sugar chains (TaKaRa-Bio Inc.), and an Endo-Zr partially purified enzyme solution
(total volume: 10 ml) was incubated at 30°C for 3 to 12 hours, and heated at 95°C for 5 minutes thereby stopping the
enzyme reaction. The reaction solution was subjected to HPLC, and enzymatic activity was calculated from the peak
area ratio between the PA-labeled sugar chain as the substrate and its hydrolysate. The column used herein was
Cosmosil 5C18-ARII (2.0·150 mm, Nacalai Tesque, Inc.), the solvents were a 0.1 M ammonium acetate buffer (pH 4.0:
solvent A), a 0.1 M ammonium acetate buffer (pH 4.0), and 0.5% 1-butanol (solvent B). Linear gradient elution was
carried out using the solvent B: 5%-50% at a flow rate of 0.5 ml/min over a period of 24 minutes, and detection was
carried out using a fluorescence detector (excitation wavelength 320 nm, and fluorescence wavelength 400 nm). The
enzymatic activity was calculated with the activity hydrolyzing 1 mmol of the PA-labeled sugar chain in 1 minute under
the above-described reaction conditions as 1 Unit, and the relative activity for various sugar chains were calculated with
the hydrolysis activity for the sugar chain having an M8A structure as 100%.
[0113] The measurement results of the hydrolysis activity of Endo-Zr for PA-labeled sugar chains having various
structures are shown in Table 4. For comparison, the data from the past literature concerning Endo-M (Non Patent
Literature 6) was cited. Endo-Zr showed as high hydrolysis activity for a high-mannose sugar chain as Endo-M, and also
hydrolyzed a hybrid type sugar chain and a biantennary complex type sugar chain. On the other hand, it was revealed
that Endo-Zr cannot hydrolyzes a triantennary or more highly branched complex type sugar chain, a sugar chain having
a core fucose structure, and a complex type sugar chain having a bisecting GlcNAc. In addition, it shows different
reactivity for several sugar chains from Endo-M, and exhibits particularly higher reactivity for sugar chains having a
biantennary M3B, M5A and M6B structures than Endo-M.

(17-3) Study of the presence or absence of transglycosidase activity

[0114] Same ENGases are known to have activity for hydrolyzing a sugar chain and transferring the cleaved sugar
chain to any acceptor molecule. Typical examples of such ENGase include Endo-M. Therefore, the presence or absence
of sugar transfer activity (transglycosidase activity) of Endo-Zr was studied.
[0115] The transglycosidase activity of Endo-Zr was detected as follows. The reaction solution containing a sodium
acetate buffer at a final concentration of 100 mM (pH 6.0), 2 mM NGA2-Asn-Fmoc, 50 mM acceptor molecule (p-
nitrophenylglucose), and an Endo-Zr partially purified enzyme solution (total volume: 10 ml) was incubated at 30°C for
16 hours, and heated at 95°C for 5 minutes to stop the enzyme reaction. The total amount of the reaction solution was
subjected to HPLC by the method described in Example 16, and detection was carried out using a UV detector (274 nm).
[0116] As a result of the HPLC analysis, the peak of the transglycosylation product was not detected for the Endo-Zr
sample, and transglycosidase activity was not confirmed (Data not shown).
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[Sequence Free Text]

[0117]

SEQ ID NO. 1: Endo-Om AA
SEQ ID NO. 2: Endo-Om (2319 bp)
SEQ ID NO. 3: primer 1 (Endo-Om primer F)
SEQ ID NO. 4: primer 2 (Endo-Om primer R)
SEQ ID NO. 5: Endo-Cp AA (Candida parapolymorpha)
SEQ ID NO. 6: Endo-Cp (Candida parapolymorpha) (2238 bp)
SEQ ID NO. 7: primer 3 (Endo-Cp primer F)
SEQ ID NO. 8: primer 4 (Endo-Cp primer R)
SEQ ID NO. 9: Endo-Pa AA (Pichia anomala)
SEQ ID NO. 10: Endo-Pa (Pichia anomala) (1971 bp)
SEQ ID NO. 11: primer 5 (Endo-Pa primer F)
SEQ ID NO. 12: primer 6 (Endo-Om primer R)
SEQ ID NO. 13: Endo-Zr AA (Zygosaccharomyces rouxii)
SEQ ID NO. 14: Endo-Zr (Zygosaccharomyces rouxii) (1920 bp)
SEQ ID NO. 15: primer 7 (Endo-Zr primer F)
SEQ ID NO. 16: primer 8 (Endo-Zr primer R)

SEQUENCE LISTING

[0118]

<110> National Institute of Advanced Industrial Science

<120> ENGase

<130> 2012002035

<150> 2011-219169
<151> 2011-10-03

<160> 16

<170> PatentIn version 3.1

<210> 1
<211> 772
<212> PRT
<213> Ogataea minuta(Endo-Om)

<400> 1
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<210> 2
<211> 2319
<212> DNA
<213> Ogataea minuta(Endo-Om gene)

<400> 2
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<210> 3
<211> 37
<212> DNA
<213> Artificial

<220>
<223> Endo-Om primer(F)

<400> 3
cgatgacaag ggatcatggc gcaatctcag ctactgg 37
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<210> 4
<211> 35
<212> DNA
<213> Artificial

<220>
<223> Endo-Om primer(R)

<400> 4
gcaccgtctc ggatctcaca cccaaacctc actcc 35

<210> 5
<211> 743
<212> PRT
<213> Endo-Cp AA\201iCandida parapolymorpha\201j

<400> 5
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<210> 6
<211> 2238
<212> DNA
<213> Endo-Cp\201iCandida parapolymorpha\201j

<400> 6
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<210> 7
<211> 34
<212> DNA
<213> Artificial

<220>
<223> Endo-Cp primer F

<400> 7
tcgaaggtag gcatatgcct cgaaacacag ctaa 34

<210> 8
<211> 39
<212> DNA
<213> Artificial

<220>
<223> Endo-Cp primer R

<400> 8
gcttgaattc ggatcctcaa atgtgcatat cggtaccct 39

<210> 9
<211> 656
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<212> PRT
<213> Endo-Pa AA\201iPichia anomala\201j

<400> 9
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<210> 10
<211> 1971
<212> DNA
<213> Endo-Pa \201iPichia anomala\201j

<400> 10
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<210> 11
<211> 38
<212> DNA
<213> Artificial

<220>
<223> Endo-Pa prime F

<400> 11
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tcgaaggtag gcatatgcaa catgatcatg ctgccata 38

<210> 12
<211> 41
<212> DNA
<213> Artificial

<220>
<223> Endo-Pa primer R

<400> 12
gcttgaattc ggatccctat ataaatatat cctcgccttt g 41

<210> 13
<211> 639
<212> PRT
<213> Endo-Zr AA\201iZygosaccharomyces rouxii\201j

<400> 13
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<210> 14
<211> 1920
<212> DNA
<213> Endo-Zr \201iZygosaccharomyces rouxii\201j

<400> 14
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<210> 15
<211> 34
<212> DNA
<213> Artificial

<220>
<223> Endo-Zr primer F

<400> 15
tcgaaggtag gcatatgaaa cgtattaatc aggt 34

<210> 16
<211> 42
<212> DNA
<213> Artificial

<220>
<223> Endo-Zr primer R

<400> 16
gcttgaattc ggatccttac ttcttgacta cgaatttcaa ag 42

Claims

1. A protein having endo-β-N-acetylglucosaminidase activity, wherein the protein comprises an amino acid sequence
selected from the group consisting of:

(1) the amino acid sequence set forth in SEQ ID NO. 1;
(2) the amino acid sequence obtained by deletion, substitution, insertion and/or addition of any of 1-20 amino
acids in the amino acid sequence set forth in SEQ ID NO. 1;
(3) the amino acid sequence having an identity of 90% or more with the amino acid sequence set forth in SEQ
ID NO. 1;
(4) the amino acid sequence encoded by the nucleotide sequence set forth in SEQ ID NO. 2; and
(5) the amino acid sequence encoded by the nucleotide sequence of the polynucleotide which hybridizes with
the polynucleotide having the nucleotide sequence complementary to the nucleotide sequence set forth in SEQ
ID NO. 2under stringent hybridization conditions, wherein a specific hybrid is formed and less than 10% of
mismatch in the entire nucleotide sequence is allowed.

2. The polynucleotide which encodes the protein having endo-β-N-acetylglucosaminidase activity of claim 1.

3. A polynucleotide selected from the group consisting of:

(1) the polynucleotide comprising the nucleotide sequence set forth in SEQ ID NO. 2;
(2) the polynucleotide which hybridizes with the polynucleotide having the nucleotide sequence complementary
to the nucleotide sequence set forth in SEQ ID No. 2 under stringent hybridization conditions, wherein a specific
hybrid is formed and less than 10% of mismatch in the entire nucleotide sequence is allowed, and said polynu-
cleotide encodes a protein having endo-β-N-acetylglucosaminidase activity;
(3) the polynucleotide having an identity of 90% or more with SEQ ID NO. 2, which is amplified by the primer
set containing the nucleotide sequences set forth in SEQ ID NO. 3 and 4, and encodes a protein having endo-
β-N-acetylglucosaminidase activity .

4. A vector for expressing a protein having endo-β-N-acetylglucosaminidase activity, comprising the polynucleotide of
claim 2 or 3.

5. A transformant for expressing a protein having endo-β-N-acetylglucosaminidase activity into which the vector of
claim 4 is introduced.
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6. The transformant of claim 5, wherein the transformant is hosted by yeast cells selected from any of the yeasts
Ogataea minuta, Candida parapolymorpha, Pichia anomala, and Zygosaccharomyces rouxii.

7. A method for producing a protein having endo-β-N-acetylglucosaminidase activity, comprising the use of the trans-
formant of claim 5 or 6.

8. A method for cutting an asparagine-linked sugar chain from a glycoprotein, comprising the use of the protein having
endo-P-N-acetylglucosaminidase activity of claim 1.

9. A method for transferring an asparagine-linked sugar chain to any acceptor molecule, comprising the use of the
protein having endo-β-N-acetylglucosaminidase activity of claim 1.

Patentansprüche

1. Protein, das Endo-β-N-acetylglucosaminidase-Aktivität hat, wobei das Protein eine Aminosäuresequenz umfasst,
die ausgewählt ist aus der Gruppe, bestehend aus:

(1) der in SEQ ID NO:1 angegebenen Aminosäuresequenz;
(2) der Aminosäuresequenz, die durch Deletion, Substitution, Insertion und/oder Addition von beliebigen 1-20
Aminosäuren in der/die in SEQ ID NO:1 angegebene Aminosäuresequenz erhalten wurde;
(3) der Aminosäuresequenz, die eine Identität von 90% oder mehr mit der in SEQ ID NO:1 angegebenen
Aminosäuresequenz hat;
(4) der Aminosäuresequenz, die durch die in SEQ ID NO:2 angegebene Nucleotidsequenz codiert wird, und
(5) der Aminosäuresequenz, die durch die Nucleotidsequenz des Polynucleotids codiert wird, welches mit dem
Polynucleotid, das die zu der in SEQ ID NO:2 angegebenen Nucleotidsequenz komplementäre Nucleotidse-
quenz hat, unter stringenten Hybridisierungsbedingungen hybridisiert, wobei ein spezifisches Hybrid gebildet
wird und weniger als 10% Fehlpaarung in der gesamten Nucleotidsequenz zugelassen werden.

2. Polynucleotid, das das Protein, welches Endo-β-N-acetylglucosaminidase-Aktivität hat, gemäß Anspruch 1 codiert.

3. Polynucleotid, ausgewählt aus der Gruppe, bestehend aus:

(1) dem Polynucleotid, das die in SEQ ID NO:2 angegebene Nucleotidsequenz umfasst;
(2) dem Polynucleotid, welches mit dem Polynucleotid, das die zu der in SEQ ID NO:2 angegebenen Nucleo-
tidsequenz komplementäre Nucleotidsequenz hat, unter stringenten Hybridisierungsbedingungen hybridisiert,
wobei ein spezifisches Hybrid gebildet wird, und weniger als 10% Fehlpaarung in der Gesamtnucleotidsequenz
zugelassen werden und wobei das Polynucleotid ein Protein codiert, das Endo-β-N-acetylglucosaminidase-
Aktivität hat;
(3) dem Polynucleotid, das eine Identität von 90% oder mehr mit SEQ ID NO:2 hat, welches durch den Primersatz,
der die in SEQ ID NO:3 und 4 angegebenen Nucleotidsequenzen enthält, amplifiziert wird und ein Protein
codiert, das Endo-β-N-acetylglucosaminidase-Aktivität hat.

4. Vektor zum Exprimieren eines Proteins mit Endo-β-N-acetylglucosaminidase-Aktivität, der das Polynucleotid gemäß
Anspruch 2 oder 3 umfasst.

5. Transformante zum Exprimieren eines Proteins mit Endo-β-N-acetylglucosaminidase-Aktivität, in welche der Vektor
gemäß Anspruch 4 eingeführt ist.

6. Transformante gemäß Anspruch 5, wobei die Transformante von Wirtszellen aufgenommen ist, die ausgewählt sind
aus beliebigen der Hefen Ogataea minuta, Candida parapolymorpha, Pichia anomala und Zygosaccharomyces
rouxii.

7. Verfahren zur Herstellung eines Proteins mit Endo-β-N-acetylglucosaminidase-Aktivität, das die Verwendung der
Transformanten gemäß Anspruch 5 oder 6 umfasst.

8. Verfahren zum Schneiden einer Asparagin-verknüpften Zuckerkette aus einem Glycoprotein, das die Verwendung
des Proteins mit Endo-β-N-acetylglucosaminidase-Aktivität gemäß Anspruch 1 umfasst.
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9. Verfahren zum Übertragen einer Asparagin-verknüpften Zuckerkette auf ein beliebiges Akzeptormolekül, das die
Verwendung des Proteins mit Endo-β-N-acetylglucosaminidase-Aktivität gemäß Anspruch 1 umfasst.

Revendications

1. Protéine ayant une activité endo-β-N-acétyl-glucosaminidase, dans laquelle la protéine comprend une séquence
d’acides aminés choisie dans le groupe constitué par :

(1) la séquence d’acides aminés représentée dans SEQ ID NO.1 ;
(2) la séquence d’acides aminés obtenue par délétion, substitution et/ou addition d’un acide aminé ou de
plusieurs acides aminés de 1 à 20 acides aminés représentée dans SEQ ID NO.1 ;
(3) la séquence d’acides aminés ayant une identité de 90% ou plus avec la séquence d’acides aminés repré-
sentée dans SEQ ID NO.1 ;
(4) la séquence d’acides aminés codée par la séquence nucléotidique représentée dans SEQ ID NO.2, et
(5) la séquence d’acides aminés codée par la séquence nucléotidique du polynucléotide qui s’hybride avec le
polynucléotide ayant la séquence nucléotidique complémentaire à la séquence nucléotidique représentée dans
SEQ ID NO.2, sous des conditions d’hybridation stringentes, formant un hybride spécifique et permettant moins
de 10% de mésappariement dans la séquence nucléotidique totale.

2. Polynucléotide codant la protéine ayant activité endos-β-N-acétyl-glucosaminidase selon la revendication 1.

3. Polynucléotide choisi dans le groupe consistué par :

(1) le polynucléotide comprenant la séquence nucléotidique représentée dans SEQ ID NO.2 ;
(2) le polynucléotide qui s’hybride avec le polynucléotide ayant la séquence nucléotidique complémentaire à
la séquence nucléotidique représentée dans SEQ ID NO.2 sous des conditions d’hybridation stringentes, formant
un hybride spécifique et permettant moins de 10% de mésappariement dans la séquence nucléotidique totale,
et ledit polynucléotide codant une protéine qui a une activité endo-β-N-acétyl-glucosaminidase ;
(3) le polynucléotide ayant une identité de 90% ou plus avec SEQ ID NO. 2, qui est amplifié par l’ensemble
d’amorces contenant les séquences nucléotiques représentées dans SEQ ID NO. 3 et 4, et qui code une protéine
ayant une activité endo-β-N-acétyl-glucosaminidase.

4. Vecteur pour l’expression d’une protéine ayant une activité endo-(β-N-acétyl-glucosaminidase, qui comprend le
polynucléotide selon la revendication 2 ou 3.

5. Transformant pour l’expression d’une protéine ayant une activité endo-β-N-acétyl-glucosaminidase, dans laquelle
le vecteur de la revendication 4 est introduit.

6. Transformant selon la revendication 5, dans lequel le transformant est hébergé par des cellules de levure choisies
parmi les levures Ogataea minuta, Candida parapolymorpha, Pichia anomala et Zygosaccharomyces rouxii.

7. Procédé de production d’une protéine ayant une activité endo-β-N-acétyl-glucosaminidase, qui comprend l’utilisation
du transformant de la revendication 5 ou 6.

8. Procédé pour couper une chaîne de sucre liée à une asparagine à partir d’une glycoprotéine, comprenant l’utilisation
de la protéine ayant une activité endo-β-N-acétyl-glucosaminidase selon la revendication 1.

9. Procédé de transfert d’une chaîne de sucre liée à une asparagine à une molécule accepteur, qui comprend l’utilisation
de la protéine ayant une activité endo-β-N-acétyl-glucosaminidase.
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