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COMPND MOL_ID: 1,

COMPND 2 MOLECULE: GALACTOSE OXIDASE;

SOURCE MOL_ID: 1;

SOURCE 2 ORGANISM_SCIENTIFIC: HYPOMYCES ROSELLUS;
SOURCE 3 ORGANISM_TAXID: 5132

_entity.id

_entity.type

_entity.src_method

_entity.pdbx_description

_entity.formula_weight

_entity.pdbx_number_of molecules

_entity.details

_entity.pdbx_mutation

_entity.pdbx_fragment

_entity.pdbx_ec

1 polymer man 'GALACTOSE OXIDASE' 68579.2501 ??7?1.1.3.9
_entity_src_gen.pdbx_gene_src_scientific_name  'Hypomyces rosellus'




B) ERINT-FHX

JRNL AUTH N.ITO,S.E.PHILLIPS,C.STEVENS,Z.B.OGEL,M.J.MCPHERSON,

JRNL AUTH 2 J.N.KEEN,K.D.YADAV,P.F.KNOWLES

JRNL TITL NOVELTHIOETHER BOND REVEALED BY A 1.7 A CRYSTAL STRUCTURE
JRNL TITL 2 OF GALACTOSE OXIDASE.

JRNL REF NATURE V.350 871991

_citation.id

_citation.title

_citation.journal_abbrev

_citation.journal_volume

_citation.page_first

_citation.page_last

_citation.year

_citation.journal_id_ASTM

_citation.country

_citation.journal_id_ISSN

_citation.journal_id _CSD

_citation.book_publisher
_citation.pdbx_database_id PubMed
_citation.pdbx_database_id DOI

primary 'Novel thioether bond revealed by a 1.7 A crystal structure of galactose oxidase.'
Nature 35087 901991

NATUAS UK 0028-0836 0006 ? 2002850 10.1038/350087a0




C) ZExLI-BRED LA

AUTHOR N.ITO,S.E.V.PHILLIPS,P.F.KNOWLES

loop
_audit_author.name
audit_author.pdbx_ordinal

to, N.' 1
'Phillips, S.EV.' 2

'Knowles, P.F.' 3

D) TV R)—H))—RENT-B
HEADER OXIDOREDUCTASE(OXYGEN(A))

loop_

_database_PDB_rev.num
_database_PDB_rev.date
_database_PDB_rev.date_original
_database_PDB_rev.status
_database_PDB_rev.replaces
_database_PDB_rev.mod_type

1 1994-01-31 1993-09-30 ? 1GOF O

30-SEP-93 1GOF




E) EERF &

EXPDTA X-RAY DIFFRACTION

_exptl.method 'X-RAY DIFFRACTION'

F) R E

REMARK 2 RESOLUTION. 1.70 ANGSTROMS.

_refine.ls_d_res_high 1.7



G) EHEUNIBERICEENTLIYE

HETNAM  CU COPPER (Il) ION
HETNAM  NA SODIUM ION
HETNAM  ACY ACETIC ACID
FORMUL 2 CU CU2+
FORMUL 3 NA NA 1+
FORMUL 4 ACY 2(C2H4 02)
FORMUL 6 HOH *316(H2 0)



G) EHEUNMIBERICEENTLIYE

loop

_entity.id

_entity.type

_entity.src_method

_entity.pdbx_description

_entity.formula_weight

_entity.pdbx_number_of molecules

_entity.details

_entity.pdbx_mutation

_entity.pdbx_fragment

_entity.pdbx_ec

1 polymer man 'GALACTOSE OXIDASE' 68579.2501 ??7?1.1.3.9
2 non-polymer syn 'COPPER (II) ION' 63.546 1 ??7?°?
3 non-polymer syn 'SODIUM ION' 22990 1 ??7?7?
4 non-polymer syn 'ACETIC ACID' 60.052 2 ?7??7
5 water  nat water 18.015 3167?7?7?7?



H) BTSN -EBEICET 50 SR BLHI T — 2N — A D 1EHR

DBREF 1GOFA 1 639 UNP Q01745 GAOA DACDE 42 680

_struct_ref.id 1
_struct_ref.db_name UNP
_struct_ref.db_code GAOA DACDE
_struct_ref.entity _id 1

_struct_ref.pdbx_db_accession Q01745

) EC Number(B2HES)

COMPND 4 EC:1.1.3.9;

_entity.id

_entity.type

_entity.src_method

_entity.pdbx_description

_entity.formula_weight

_entity.pdbx_number_of molecules

_entity.details

_entity.pdbx_ec

1 polymer man 'GALACTOSE OXIDASE' 68579.2501 ?1.1.3.9



) DRILT4K(SS)HEE
Cys18 & Cys27 fElE KU Cys515 & Cys518 M 2HVFh

SSBOND 1CYSA 18 CYSA 27 1555 1555 1.96
SSBOND 2 CYSA 515 CYSA 518 1555 1555 2.04

K) EBRAAU~DEIES

g4 A > (Cu) IZTyr272&£Tyrd95M 0. His496&His581MNe2, SibIZAcetate ion®D
FRRMNEMZL TS,

LINK CU CUA700 NE2 HISA 581 1555 1555 2.14
LINK CU CUA700 NE2 HISA 496 1555 1555 2.11
LINK CU CUA700 OXT ACY A703 1555 1555 2.26
LINK CU CUA700 OH TYRA 272 1555 1555 1.93

LINK CU CUA700 OH TYRA 495 1555 1555 2.69
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loop

_struct_conn.id
_struct_conn.conn_type_id
_struct_conn.pdbx_PDB id
_struct_conn.ptnrl_label asym id
_struct_conn.ptnrl_label comp_id
_struct_conn.ptnrl_label seq id
_struct_conn.ptnrl_label atom _id
_struct_conn.pdbx_ptnrl_label alt_id
_struct_conn.pdbx_ptnrl PDB_ins_code
_struct_conn.pdbx_ptnrl _standard comp id
_struct_conn.ptnrl_symmetry
_struct_conn.ptnr2_label _asym_id
_struct_conn.ptnr2_label _comp_id
_struct_conn.ptnr2_label_seq_id
_struct_conn.ptnr2_label_atom_id

(LA HS)



disulfl disulf ?ACYS18 SG ???1 555ACYS27 SG ??ACYS 18 ACYS27



L) cisNTFFK
Pro52. Pro163. Pro350) 32N 7 A2 DEijHicis,
CISPEP 1 PROA 51 PROA 52 0 2.53

CISPEP 2 GLYA 162 PROA 163 0 -1.03
CISPEP 3 GLYA 349 PROA 350 0 3.02



L) cisRTFFK

loop_

_struct_mon_prot_cis.pdbx_id
_struct_mon_prot_cis.label_comp_id
_struct_mon_prot_cis.label_seq_id
_struct_mon_prot_cis.label_asym_id
_struct_mon_prot_cis.label_alt_id
_struct_mon_prot_cis.pdbx_PDB_ins_code
_struct_mon_prot_cis.auth_comp_id
_struct_mon_prot_cis.auth_seq_id
_struct_mon_prot_cis.auth_asym_id
_struct_mon_prot_cis.pdbx_label comp_id 2
_struct_mon_prot_cis.pdbx_label seq_id 2
_struct_mon_prot_cis.pdbx_label asym id 2
_struct_mon_prot_cis.pdbx_PDB_ins _code 2
_struct_mon_prot_cis.pdbx_auth_comp_id_2
_struct_mon_prot_cis.pdbx_auth _seq_id 2
_struct_mon_prot_cis.pdbx_auth _asym_id 2
_struct_mon_prot_cis.pdbx_PDB_model _num
_struct_mon_prot_cis.pdbx_omega_angle

1PRO51 A.?PRO51 APRO52 A?PRO52 A12.53
2GLY162A.?GLY162 APRO163A?PRO163A1-1.03
3GLY349A.?GLY349 APRO350A ?PRO350A13.02



M) ZREEF BB TFER

2EE1 &% (spacegroup) [& C2 I CHEFE I
a=98.0A b=89.4A c=867A «=90.0° $=117.8° y=90.0

o

CRYST1 98.000 89.400 86.700 90.00117.80 90.00C121 4

_cell.length_a 98.000
_cell.length_b 89.400
_cell.length_c 86.700

_cell.angle_alpha 90.00

_cell.angle_beta 117.80

_cell.angle_gamma 90.00
_symmetry.space_group_name_H-M 'C121
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Author defined (PDB format or “auth” in mmCIF”) bl fet - AN B
S~ A

H-chain /

95 96 97 98 99| 100 100A 100B|LOOC 100l 100J 100K 101 102 103

Val — Ser — His — Tyr— Asp |- Gly — Ser — Arg + Asp — Trp — Tyr — Phe — Asp — Val = Trp

98 99 100 101 102 103 104 105|106 107 108 109 110 111 112
o-chain KB
4

PDB defined (“label” in mmCIF)

PDBI7AILTLNSEZADAspIIHEAsp1OOHD R IZIZ 3 E D K 1B (FABELEFZ
ENRRONEL) N HYET . nmCFERS5ECNoDFEREIZIL, PDBEL TIEIBEH
(D103, 104, 105V BEEBENIRONTWBRIENDODMNYET, — . EENED &
YHEREFESZXRANTWV =0T GERELEHAS)PDBI7AILIZEMmCIFIZHER R [
UEEA



