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The EMBL Data Library entry for the Bovine pancreatic trypsin inhibitor
gene.

iD BTERBPTIG standard; DNA; MAM; 3958 BP.

X

2C X03365; KQ0O966;

xX

v X03365.1

X

T 13-HN0V-1986 (Rel. 10, Created)

LT 20-MAY-1592 {(Rel, 31, Last updated, Version 3}

p:d

LE Bovine pancreatic trypsin inhibitor (BPTI) gene

wX

W Alu-like repetitive sequence; protease inhibiter; trypsin

inhibitor.
X
05 Pos taurus |(cow)
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oC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata;
Euteleostomi; Mammalia;

oc Eutheria; Cetartiodactyla; Ruminantia; Pecora; Bovoidea:
Bovidae; Bovinae;

oc Bos.

XX

RN {1]

RP 1-3998

RX MEDLINE; 86158754.

RA Kingsten I.B., Anderson S.;

RT "Sequences encoding two trypsin inhibitors occur in strikingly
gimilar

RT genomic environments";

RL Biochem. J. 233:443-450(1986).

XX

RN (2]

RX MEDLINE; 84070725,

RA  Anderson §., Kingston I.B.;

RT “Isolation of a genomic clone for bovine pancreatic trypsin
inhibitor by

RT using a unique-sequence synthetic dna precbe”;

RL Proc. Natl. Acad. Sci. U.S.A. 80:6838-6B842{1983}.

AX

DR SWISS-PROT; FPO00974; BPT1_BOVIN.

XX

cC Data kindly reviewed (08-DEC-1987) by Kingston I.B.

XX

FH Key Location/Qualifiers

FH

FT source 1..3998

FT /db_xref="taxon:9913*

FT /organism="Bos taurus'

FT misc_feature 795..800

FT /note="pot. polyA signal"

FT misc_feature 835,.839

FT /note="pot. polyA signal"

FT repeat_region 837..847

FT /note="direct repeat"

FT misc_feature 930..945

FT /note=*sequence homologous to Alu-like
consensus seq. "

FT repeat_region 1035..1045

FT . /note="direct repeat"”

FT misc_feature 2456, .2461

FT /note="pot, splice signal"®

FT CDS 2470..2736

FT /db_xref="SWISS-PROT:P00974"

FT /note=*"put. precursor”

FT /protein_id="CAn27062.1"

FT
/eranslation="PSLFNRDPPIPAAQRPDFCLEPPYTGPCKARTIRYFYNAKAGLCQ
FT TFVYGGCRAKRNNFKSAEDCMRTCGGAIGPWGKTGGRAEGEGKG”
FT misc_feature 2488..2489

FT /note="pot. intron/exon splice junction®
FT misc_feature 2506..2507

FT /note="pot. intron/exon splice junctiocn"
FT CDS 2512, ,2685

FT /db_xref="SWISS-PROT:PO0974"

FT /note=*trypsin inhibitor {aa 1-58)"

FT /protein_id="CAA27063.1"

FT

/translation="RPDFCLEPPYTGPCRARI IRYFYNAKAGLCQTFVYGGCRAKRNNF
FT KSAEDCMRTCGGA"

FT misc_feature 2698, ,2699

FT /note="pot. exon/intron splice junction*
FT misc_feature 3690..3695

FT /note="pot. polyA signal*
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/note="pot. polyA signal*

FT misc_feature 3729..3733
FT
XX
5Q Sequence 3998 BP; 1053 A;
aattctgata atgcagagaa
ttaaatgggt 60
tgtaacagga tagtgtcttyg
tcggggcaa 120
gtcatctgca gtttctteac
cttaaaagat 180
taccagtcat gagtatgaag
tttccecateca 240
aaatatttta gtccaaaaga
ccaccectet 300
aaaaaattta tctttcagat
gagagttgag 360
tgacagctga gtgtcttcee
tgcaatactt 420
ttctatgagt ttgcteogtgg
atagtaatca 480
aatctcaaag atattcttct
cctatcaaga 540
tatagaaagt tagaagtaga
aaatagacta 500
acaagaattt tattttatct
ggatgaaatyg 6560
ggagatttat tcecttgata
cctaaaaagc 720
atatttcttg atataggaaa
atgccttcta 780
agagggatac agacaataaa
atgagtgtca 840
tgaggaaggt gagttatggg
cctctgtgat 900
gaggagacat taagcagaag
accagccagg 960
accagggtgg ctggagctga
geagcagaga 1020
ggccatgggy gcaggtcatg
aatttgactc 1080
tgagagagct dggaaaccac
ggactggagt 1140
tttaacaggg tececttgegac
asaagcagdd 1200
acagggggec cectgggceagyg
agaatatata 1260
cctgtgttgt tccctgggtte
ci tgctatat 1320
taagatatct ggggaggcett
gi.catttgtg 1380
attgattcaa cctccaatcc
aaagaagtag 1440
gaatgaaaat tcgcacacce
atcceccatte 1500
ttggctrttgce ttgaggcttt
actccocttt 1550
gctctcatct cttaggaaat
tyggatgcag 1620
accaagttaa tatttctttt
t-ctattatt 1680
ccagtctcca tgaggtaacc
cotttckteoca 1740
tttatggcat gatttcctea
cctatcaacc 1800
attggctggc atccaggtgg
gcaaccettg 1860

&\

A0ka ghaa g

902 Cc; 892 G;
ctggtaagga

teectgatect
ctgaacaggg
agtttacact
ctcatctatc
atgatcattt
tccaaaggca
ggccaagact
ttcectecoctgg
ctcataatta
gccttttcaa
aatattcatg
acagctgtaa
gacgggggcg
gttcaggatg
ctgccaaaaa
gtgggtgagy
aggaaccttc
tgagggactg
tgcagtgtygg
tggctgcagyg
gattccagtt
catcacaaat
ctctecectt
aactcaggca
acaaaactca
tccaatgttt
ataagtcaca
aaagtaaaca
cacttttgta

gcaccttcat

1151 T; 0 other;

gttctgattg ttctgcttga
agcattcata tggtgtgtgt
ggaccaggtt acatgagttt
ttcctgatea atgacgtcca
taatgtagat cattttctca
ctctattatg aaattaatca
actgcaggaa gagcaagaaa
gecttttteca ggctggtaca
ccagactatt attttatctt
tataggcagg cctcatcatc
tgactgtgca cttggcatga
aaatacttat gctttttgte
acaaaaggta gtaaaataat
gattcctata ccaggtcatg
ctgtagagga tcagggaaac
ggagcctggt gtgtttgage
ggaggggagt ggaaggggat
taggacttta taaggataaa
gtcgttggaa caacgagata
agcgtggeet ctagggggcy
ggtccagtga gctatgatgg
ctcttgaata acctgaatga
catgattcat taaatcttta
cctgagatgt ggatacaatg
gttgtttcce ctgacaactt
tctcecctcac atgataaagg
taggagectct gtggcaggaa
gtatcaatat ttcctcaata
ccggtgtgtt ttctaccatg
atagtgacgg gtcacgcagg
caagggataa ctgtaaatga




gtggtccaat
ccteococgtee
ttttgtataa
agacagtagc
atgctatcat
Ltccagcaac
tcttetoccygg
tcagtgatyc
Lttcttaacg
ttaaaaaage
cgtgdatcca
tatatgtgtc
cctectbLtgt
gcataaacat
tcatcaatgg
tazcaacatk
aataataatg
cacttctgcce
cacccoeccat
gtegactgag
ctgrgatgac
geggcctgac
ttctgrctag
aractrcctac
aacgccaagy
tazaagaaac
aat-ktcaaga
gooctgggygt
aagacagggg
gegetcagaa
ggcracacac
gagaagttgco
agaagtatcc
gccaccectt
agaagcccty
gatgggaarca
ctgagtcagt
corhecageoty
gaaaacktccc
ttgogcatktt
crgggatgge
tcagagaktgt
cakbtcagcaa
ctgagatgot
gaagtatgag
atctcagcoct
cocttttatct
ccttccteca
caggtccact
gaaagcaaat
cttcecottty
tczagaaata
ttggaggaag
ctjagattta
aatctggatt
cctecacccc
accatcactyg
ttttecagete
agtggtggga
tgaaggtckg
tggcttcaaa
aactaactgg
agtggatktgt
aaacggtaggt
ctttectcatt
gactcagccc

tcagccattyg
1920
aaggaacaqgg
1580
ctcecgtygyo
2040
attattggct
2100
gtaogaagttt
2160
“tatccagct
2220
gttacttttg
2280
catgtaatta
2340
Lcctggaaayg
2400
cactctotat
2460
cbtecoctott
2520
agectcoccata
2580
ctggyctectg
2640
gcgcagagga
2700
gcagggeaga
2760
cthttccaaaa
2820
gtggattgag
2880
tcatcataat
2840
cactctgcag
3000
ttgttrattg
3060
ctaggacctg
3120
gtrecctLtet
3180
gaggacccac
3240
cttotrcaace
3300
tactttagce
3360
tcecctcacac
3420
gaaggaatga
3480
cttgtoctaa
3540
ctctecctct
3600
gaggtcttrt
3660
gagtctggeco
3720
gttgtttgca
3780
ttatgcagat
3840

ccactgtcgt

aatttatact

ccaatttcca

ggccetgagg

cCaccacaca

ccagtaattt

aaactcatca

tttataatat

cagggtgtca

cacaaactgg

taaccgagat

tacgggtccce

ccagaccttt

ctgcatgagy

gggadgagggg

aagtgatttt

catgtcctee

ctgagcctac

agcaagkctg

ttggttatcce

tcagggtgga

tLttacagag

ccaaggcetgyg

ctcecectiect

ctatctcatce

ttcccacaat

agttcececcat

tctbcckect

actggcgaaa

cédtgaacgaa

ttatctttaa

actaagaacg

gggtgggeag

agccacagty
gtgagaagat
attaaaaatrg
tgagcagaat
catacataga
ctatacatgg
gtagcatcat
tgccctgtea
aaaggccttt
tggtbtitagt
cctcecatcea
tgoaaggoca
grtataktggeg
acctgtggtg
aagggcrtagy
tttccettgt
atggaccage
tcacatgctc
gagkgcrcct
tggtectggg
cagtgtccag
aacctgtgaa
cctetatotg
cagcagaaakb
cagtttgctc
ttetggcaca
gactggagca
cacggrates
gtagaatttc
acckoctect
ataaattcat
ttaacccata

ctctccatca

agctcttocge
ggttticttyg
ttattccrag
gagactgggce
aagcatagta
agagtateee
gctaattaat
ttgtcacacc
tcacgtttca
tgtbcatctt
ctgrageocca
gaattatcag
gctgcagagce
gtgctattgg
gaaagtggtg
tgcoctcocaa
ttggtgaaag
ccatttttca
cagtgcocea
aggactgtag
gtctgggect
ctgtgeotcee
cttoctgaaaa
ctgrctcoctet
taagcaccat
aaggagaagg
tctgtagagt
ttaccttcat
catcatcgag
cacattgatt
attttaatta
ggtkbccatgg

cctctectea
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taccaagtag aaggagccaa cccecttacac tgacatctac ctcttatgge
cgtgccagtg 3900

tacatgaaaa actggatgag agacacctca acaagaaaac ttttgtectt
cacttcttgg 3960

gccaggtcaa actttggggt gtgttatttc cctgaatt 3998
7/
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PIR entry for the amino-acid sequence of Bovine pancreatic trypsin inhibitor

ENTRY TIBO {#type complete iProClass View of TIBOQ
TITLE basic proteinase inhibitor precursor - bovine
ALTERNATE_NAMES aprotinin; basic pancreatic trypsin inhibitor;
BETIL;
cationic kallikrein inhibitor; inhibitor IV
ORGANISM #formal_name Bos primigenius taurus #common_name
cattle
#cross-references taxen:9913
DATE 24-Apr-1984 #sequence_revision 22~Jul-1994
#text_change
16-Jun-2000
ACCESSIONS S00277; A30333; 510546; S02486; 528197; A30162;
A92023;
A90736; AS0927; A3d4658; A93977; S510062; A01205
REFERENCE 500274
¥authors Creighton, T,E.; Charles, I.G.
#iournal J. Mol. Biel. (1987} 194:11-22
#ritle Sequences of the genes and polypeptide precursors
for two

bovine protease inhibitors.
¥cross-references MUID:87283904
#accession 500277
##molecule_type DNA; mRNA
#4residues 1-100 ##label CR2
##cross-references GB:M20934; GB:X(05274; NID:gle2767;
PIDN:AAD13685.1; PID:gl62769

REFERENCE A90926

#authors Creighton, T.E.; Charles, I.G.

#journal Cold Spring Harb. Symp. Quant. Biel. {1987) 52:511-
519

ftitle Biosynthesis, processing, and evolution of bovine

pancreatic trypsin inhibiter.
#cross-references MUID: 88295740
kaccession A30333
#4molecule_type DNA
##iresidues 1-100 ##label CRE
##cross-references GB:M20934; GB:X05274; NID:gl62747;
PIDN:AAD13685.1; PID:gl62769

REFERENCE 510546
#authors Kingston, I.B.; Anderson, S.
#journal Biochem. J. (1986) 233:443-450
ktitle Sequences encoding two trypsin inhibitors occur in

strikingly similar genomic environments.
#cross-references MUID:86158754
#accession 510546
#¥#molecule_type DNA
##residues 34-97 ##label KIN
REFERENCE 502485
#authors Fioretti, E.; Angeletti, M.; Fiorucci, L.: Barra,
D.;
Bossa, F.; Ascoli, F.
#journal Biol. Chem, Hoppe-Seyler (1988) 369(Suppl.):37-42
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#title Aprotinin-like iscinhibitors in bovine organs.-
#cross-references MUID:B9076531
#accession 502486

##molecule_type protein

##residues 36-93 ##label FIO

REFERENCE 528197
#authors Ikekita, M,; Jone, C.S5.; Kamo, M,; Tsugita, A.;
¥izuki,
K.; Moriya, H.
#journal Protein Seq. Data Anal. (1992} 5:7-11
#title Purification and characterization of the major
catiocnic

kallikrein inhibitor in bovine pituitary gland.
#cross-references MUID:93150003
#accession 528197
##molecule_type protein
k#residues 36-93 ##label IKE

FEFERENCE A90162
#authors Kassell, B.; Laskowski, M.
#journal Biochem. Biophys. Res. Commun., (1965) 20:463-468
ktitle The basic trypsin inhibitor ¢of bovine pancreas. V,
The

disulfide linkages,
#cross-references MUID: 66083012
kcontents annotation; disulfide bonds
#accession A90162
##molecule_type protein
##residues 36-93 ##label KAS

REFERENCE A92023

kauthors Anderer, F.A.; Hornle, S.

#iournal J. Biol, Chem. (1966} 241:1568-1572

#title The disulfide linkages in kallikrein inactivator of
hovine

lung.
#cross-references MUID: 66171231
#contents annotation; disulfide bonds

#accession A92023
##molecule_type protein
##residues 36-93 ##label ANZ

REFERENCE A9C0736
#authors Chauvet, J.; Acher, R.
#iournal Bull, Soc. Chim. Biol. (1967} 49:985-1000
#title La structure covalente d'un inhibiteur

polypeptidique de
la trypsine {inhibiteur de Kunitz et Northrop}.
#cross-references MUID:68012003
#contents annotation; disulfide bonds
#accession A%0736
##molecule_type protein
##residues 36-93 ##label CHA

REFERENCE A90927
kauthors Dlouha, V.; Pospisilova, D.; Meloun, B.; Sorm, F.
¥iournal Collect, Czech. Chem, Commun. (196B) 33:1363-1365
#title Sequence of residues 18-20 in pancreatic trypsin
inhibitor.

#accession A90927
##molecule type protein
##residues 36-~93 ##label DLO

REFERENCE A93410

#authors Huber, R.; Kukla, D.; Ruhlmann, A.; Epp, O.;
Formanek, H.

#journal Naturwissenschaften (1970) 57:389-392

#title The basic trypsin inhibitor of bovine pancreas. I.

Structure analysis and conformation of the
polypeptide
chain.
#cross-references MUID: 70255230
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#contents annotation; X-ray crystallography of basic protease
inhibitor, 2.5 angstroms
REFERENCE A34658
#authors Lewis, R.V.; Ray, P.; Coguill, R.; Kruggel, W.
$journal Biochem. Biophys. Res. Commun. (1950) 167:543-547
#ticle Presence of pancreatic trypsin inhibitor in adrenal

medullary chromaffin cells.
#cross-references MUID:90211226
#accession A34658
##moclecule _type protein
##residues 36-53,55-81.##label LEW

REFERENCE AS3977
#authors Anderson, S.; Kingston, I.B.
$#journal Proc. Natl. Acad. Sci. U.S.A. (1983) B0:6838-6842
¥title Isolation of a genomic clone for bovine pancreatic
trypsin

inhibitor by using a unique-sequence synthetic DNA
probe.

#cross-references MUID:840707265
faccession AD3977
##molecule_type DNA
##residues *PSLFNRDPPIPA',34-97, 'GKTGGRAEGEGKG' ##label AND

#4#cross-references GB:X03365; GB:K00S66; NID:gld2:;
PIDN:CAAZ27062.1;

PID:gl364183

REFERENCE 500371

#authors Siekmann, J.; Wenzel, H.R.; Schroeder, W.;
Tschesche, H.

#journal Bicl. Chem. Hoppe-Seyler (1988) 369:157-163

#ticle Characterization and sequence determination of six

aprotinin homologues from bovine lungs.
#cross-references MUID: 88221840
#accession 510062
##molecule_type protein
##residues 36-66,'P',68-82,'S’,84-93 ##label SIE
##experimental_source lung
##note the authors designated this protein as iscaprotinin 2

COMMENT Basic proteinase inhibitor is an intracellular
polypeptide

found in many tissues, probably located in granules
of

connective tissue mast cells.
GENETICS

#introns 34/1; 98/1
CLASSIFICATION #superfamily basic proteinase inhibitor; animal
Kunitz-type proteinase inhibitor homology

KEYWORDS serine proteinase inhibitor
FEATURE

1-20 #domain signal sequence #status predicted
#label

SIG\N

21-35 #domain propeptide #status predicted
#label PROM

36-100 #product basic proteinase inhibitor
#status

experimental #label MAT\
40-90 #domain animal Kunitz-type proteinase
inhibitor
homology #label BPIN

40-90,49-73,65-85 #disulfide_bonds #status experimental®
50 #inhibitory_site Lys (trypsin,
chymotrypsin,
kallikrein, plasmin) #status experimental
SUMMARY #length 100 #molecular_weight 10903
SEQUENCE
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in the PIR1 section of the Protein Seguence Database, release
71.00,

31-Dec-2001, assembled and annotated by the PIR-International.
Copyright 2000 PIR-International.

PLCB structures most related to TIBO:

ICBWD (36-93) 100.0%; 1BZSE (36-93) 100.0%; 9PTI (36-91}
100.0%

1BZXI (36-93) 100.0%; 1BOCB (36-93) 100.0%; 1CBWI {36-93)
100.0%

1BOCD (36-93) 100.0%; 1BOCE (36-93) 100.0%; 6PTI (36-93)
1C0.0%

1BHCA (36-93) 100.0%; 1BHCC (36-93) 100.0%; 1MTND (36-93)
1C0.0%

1BHCE (36-93) 100.0%; 1MTNH (36-93) 100.0%; 1BHCG (36-93)
1C0.0%

1PIT (36-93) 100.0%; 1BHCI {(36-93) 100.0%; 1TPAI {36-93)
100.0% '

1BPI {36-93) 100.0%; 2HEXA (36-93) 100.0%; 1BTHQ (36-93}
100.0%

2HEXB (36-93} 100.0%; 1BZ5B (36-93) 100.0%; 2HEXC (36-93)
100.0%

1BZ5D ({36-93) 100.0%; 2HEXD (36-93) 100.0%; 1BOCC (36-93)
100.0%

2HEXE (36-93) 100.0%; 1BHCD (36-93) 100.0%; 2KAII (36-93)
100.0%

1BHCH (36-93) 100.0%; 2PTCI (36-93) 100.0%; 1BTHP (36-93)
100.0%

2TGPT (36-93}) 100.0%; 1BZ5C (36-93) 100.0%; 2TPII (36-93)
100.0%

1BHCB (36-93) 100.0%; 3TGII (36-100) 100.0%; 1BHCJT (36-93)
140.0%

3TGJI (36-100) 100.0%; 1BOCA (36-93) 100.0%; 3TPII (36-93)
110.0%

1BZSA (36-93) 100.0%; 4PTI (36-93) 100.0%; 1BHCF {(36-93)
100.0%

SPTI (36-93) 100.0%:; 1FAN (36-93) 598.3%; 1BPT (36-93) 98.3%

1INAG (36-93) 98.3%; 1BTI (36-93) 98.3%; 4TPIT {36-93) 93.3%

8PTI {36-93) 98.3%; 1AALA (36-93) 96.6%; 1AALB (36-93} 96.6%

7PTI (36-93) 96.6%; 1BRBI (36-93) 94.8%; 1QLQA (36-93) 93.1%

SZOP: 1CBW ; 1BzS5 ; 9PTI : 1BzX
1PIT ; 1TPA
; 1BPI ; ZHEX ; 1BTH ; 2KAI ; 2PTC ; 2TGP ; 2TPI ; 3ITGI ; 3TGJ
3TPI ; 4PTI
; SPTI ; 1FAN ; 1BPT : 1INAG ; 1BTI
1BREB ; 1QLOQ

; 1BOC ; 6PTI ; 1BHC ; 1MTN ;

; 4TPI : BPTI ; 1AAL ; 7PTI

CATH: 1CBW ; 1BZS5 ; 9PTI ; 1BZX ; 1BOC ; 6PTI ; 1BHC
1PIT ; 1TPA

; 1BPI ; 2HEX ; 1BTH ; 2ZKAI ; 2PTC ; 2TGP ; 2TPI ; 3TGI ; 3TGJ ;
3TPI ; 4PTI

; SPTI : 1FAN ; 1BPT ; 1NAG ; 1BTI : 4ATPI
1BRB ; 1QLQ

: 1IMTN :

; 8PTI ; l1laaL ; 7PTI ;

oV Ziila slaa gu
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FSSP: ICBW ; 1BZ5 ; 9PTI ; 1BZX ; 1BOC ; 6PTI
1PIT ; 1TPA

; 1BPI ; 2HEX ; 1BTH ; 2KAI ; 2PTC : 2TGP ; 2TPI ; 3TGI ; 3TGJ :
3TPI ; 4PTI

; 5PTI ; 1FAN ; 1BPT ; 1NAG ; 1BTI ; 4TPI ; 8PTI ; 1AAL ; 7PTI ;
1BRE ; 1QLQ

; 1BHC ; 1IMTN ;

MMDB : 1CBW ;: 1BZ5 ; 9PTI : 1BZX ; 1BOC ; 6PTI

1PIT ; 1TPA

; 1BPI ; 2HEX ; 1BTH ; 2KAI ; 2PTC ; 2TGP ; 2TPI
3TPI ; 4PTI

; SPTI ; 1FAN ; 1BPT ; 1NAG ; 1BTI ; 4TPI ; 8PTI : 1AAL ; 7PTI ;
1BRB ; 1QLQ

; 1BHC ; 1MTN ;

3 3ITGI ; 3TGJ ;

ALIGNMENTS containing TIBO:
FA2061 basic proteinase inhibitor - 328.8 1.0
SA0572 basic proteinase inhibitor superfamily 328.8
M01603 basic proteinase inhibiteor - 1561.0 1.0
Associated Alignments:
DA1053 animal Kunitz-type proteinase inhibitor homology

st s SWISS-PROT J 38,2l i3l 0 oh g (e (0 gy G i il e | i O
.ENZYME DB & PROSITE :SWISS-PROT J
rilag V) e 4 e sleall o % ENZYME DB o5
A sie Adaud oo W ) 8 3 Agal ) Cy a0 Alusy g4 3 EC Number o
s sl g A oadl cLasSU J gl BV (G Adiall Slay 31
ol Al T a o Sa) Al

( htip:/fwww.chem.gmw.ac.ukfiubmb/enzyme/

Ay gl aY) e

g o edindt Yl e

e Ll e

Lad sl e

(S AV o slall & 5iy g SWISS-PROT M < 250

a3 Bl 8 Jlal Labiaddl (al a3 g e

ik glea g oA




ORIV

:2us ENZYME DB 8 ¢liaal puay Jall Jiad

o a¥l = Caal = DE
Joal ANl = AN

G uadl Ll = CA
ol = CF

ladall = CC

(SWISS-PROT) il 52018 an 0 = DR

A Sample Entry in ENZYME DB

iD
DE
AN
AN
CA
CA
CF
ccC
cc
cC
cC
DR
DR

¢

1.14.17.3

PEPTIDYLGLYCINE MONOOXYGENASE.

PEPTIDYL ALPHA-AMIDATING ENZYME.

PEPTIDYLGLYCINE 2-HYDROXYLASE.

PEPTIDYLGLYCINE + ASCORBATE + 0(2) = PEPTIDYL{Z2-HYDROXYGLYCINE}+
DEHYDROASCORBATE + H(Z2)0O.

COPPER.

-!- PEPTIDYLGLYCINES WITH A NEUTRAL AMINO ACID RESIDUE IN THE
PENULTIMATE POSITION ARE THE BEST SUBSTRATES FCOR THE ENZYME.

-!- THE ENZYME ALSQO CATALYZES THE DISMUTATATION OF THE PRODUCT TO
GLYOXYLATE AND THE CORRESPONDING DESGLYCINE PEPTIDE AMIDE.
P10731, AMD_BOVIN ; P19021, AMD_HUMAN ; P14925, AMD_RAT ;
P0OBA78, AMD1_XENLA; P12890, ARMDZ_XENLA;

: PROSITE
A aadl) SR Fie i gl el it ke e 5 gin

Sl s Rl g e e dale elay (o (AN

Lo iy g dile 8 Jeadd e aad 30 el Y oSUd
138 jLaal Sl xci 58, PIR

t e OG5 b Aald Ul aed B 322 PIR py
gl aatil Ll Ll 2cl8 4y PIR-PSD e

Al o g € Gl Wl ity ol a1 iProClass e
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A Jemie Jade Sy cBladdly pdll cliluseE: ASDB e
Bl il e

as o g @ Av v ey e SSY aaasd @ PAR-NREF
Aalie

A8y e Dl gl Oy Ll Sl iy saeld ¢ NRL3D e
SOyl Slaglaa iy 83 ya say S S

Ol Al A Ylaed Bl Baeld: ALN e

o gl ealudll € Ay gail iy 5acE : RESID o

Integrated Environment for Sequence) IESA ad 3« PIR Ladl w8,

g a0 (Sary led Anliall dldlaal 5 Sla gladl) gl Y (Analysis

iosl e PIR adge

hitp://pir.ceorgetown.edu

ir.
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= Protein Data Bank (PDA) (00 e Sbly &l ey ¢ .4
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.Structural Bioinformatics (RCSB)
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E. coli LSy (8 GauS 53 )58 gy Qlily o Jypaadl (S 1 Jla
p2—8sall U3 (e (Protein data bank entry 2trx, E. coli thioredoxin)

: ol

http://www .rcsb.org/pdb/cai/explore.cei?job=download;pdbld=2T
RX:page=0;pid=19730101038278%& opt=show&format=PDB

sl bl A e

o pdany Glig gt g B

S a3k o gl pal je e

m_u.s\ Al il Rraie (a5l a5 el Lbuait iy o
oS Al el il JSAN Sldlaal

) Gaeall ol e

celadl Gl e cDladiall (sl pall Jia Al Gl sl e

il (s shaal (SN 1g B uS S e

S D B ) @

AW i) e

A ya S 5 IS ey cd s oS G sl iy oy s S8

Los S 53 oo il Jeaall ce el g (3 1Y ) a8 n Ty ety

e 35S0 JA oSy Cun 4y paldl) gl 358 Hasiuly el

s—e Jy—asll Explorer Ju—3a) & RCSB ad sal 4 5 dadial

iome 94 LS saal g dadia e S Al Gl el

Protein data bank entry Structure Explorer - 2trx, E. coli
thioredoxin
hitp://www.rcsb.org/pdb/cgifexplore.ce1?pid=197301010382789&p
age=0&pdbld=2TRX
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: PDB
i

PROTEIN DATA BANK

=

Surmmary [lfortnaton
View Structure
Download/Display File
Structural Neighbors
Geometry

Other Sources

Sequence Details

Crystallization Info

Top of Form

Explore I

Searchlite SearchFields

Bottom of Form

Structure Explorer - 2TRX

Summary Information

Titie: Crystal structure of thioredoxin from Escherichia coli at 1.68 A resolution.
Compound. Thioredoxin

Aurhors: 8. K. Katti, D, M. LeMaster, H, Eklund

Exp. Method: X-ray Diffraction

Classification:Electron Transport

Lo . >y
Source: Escherichia coli .. -

Primary Citation: Katii, 8. K., LeMaster, ). M., Exlund, H.: Crystal structure of thioredoxin from
Escherichia coli at 1.68 A resolution. J Mol Biol 212 pp. 167 {(199)

Deposition Dare: 19-Mar-1990  Release Date: 15-Oct-1991

Resolutian {}]: 1.68 R-Value: 0.165

Space Group: C2

Unit Cell: dim [ }: a 39.50 B 51.06 ¢ 6045
alpha 90.00 Beta 113.50 gamma 90,00
Polymer Chains: A, B Residues: 216
Atoms: 1842
Chemical Components:
("HET" groups) I
(needs Rasmol) Name Formula Retrieve All
PDB 1Ds
Containing
cu COPPER (IT) 10N 2(Cu) cu
MeD 2-METHYL-24- NCH, 05 MPD

PENTANEDIOL

CATH: Structural Classification
PDBSwu: Summary of PDB Structure

SCOP: Structural Classification

RCSB
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http://msd.ebi.ac.uk/
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http:/fwww.bmrb.wisc.edw/
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:SCOP (Structural Classification of Protein) J 4aus I 4as.all
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http://scop.mre-tmb.cam.ac.uk/scop/

et oSl 2

http:/fpdp-browsers.ebi.ac.uk/browse it.shtml

:0CA caanll 31

http:/foca.ebi.ac.uk/oca-bin/ocamain

oyl el R iy sacld

http://pgs.ebi.ac.uk/

S Al Baga i

http://www,.cmbi.kun.nl/gv/pdbreport

d—iaa cUlal Gl 3o gil Web Resources i iyl Ao jilaa

PO (e
Protein kinase :

http://www.sdsc.edu/kinases/

HIV proteases
http:/fwww-fbsc.ncifcrf.gov/HIVdb/

Icosahedral viruses :
http://mmtsb.scripps.edu/viper/main.html

: Immunology 4sliall ale clily 3218

IGMT : ( International ImMunoGene Tics database ):
http://imgt.cines.fr

:Uj ;«.;A.;A';:LA_, G'SJ_,_;J‘ :;_lTLC- alalShe t-_.\L!L_l:l sacld s

3 « T-Cell receptors (TcR) s «Immunoglobulins (Ig)

Histocompatibility Complex ( MHC) molecules of all vertebrate
species.

KABAT : http://immuno.bme.nwu.edu./
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Protein

Peptide

Nucleotide

Structure

Genome

Popset- information about populations

OMIM- Online Mendelian Inheritance in Man
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