M3BeCTHBI NOCNI@A0BATENLHOCTH 30 MAH Besiko Kak

08aTb 616v0TeKy 6enKoB?!

2013-09-25

N3BecTHbl nocnepoBaTenibHocTu 30 MaH 6enkoB Kak
opraHunsoBaTb 6ubanoTeky 6enkos?!

s
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NCTOYHUKM nocniefoBaTeibHOCTeN 6eskoB
I—l/ICTO‘-IHl/IKM I'IOCJ'Ie,D,OBaTel'IbHOCTEﬁ 6esikoB

2013-09-25

* MonyyeHne nocnenoBaTe/IbHOCTEN HYKJEMHOBbIX KncnoT, AHK u
PHK

* [eHOMHbIe NpoeKTbI
» CeKBEHMPOBaHMe NHTEPEeCYIOLLMX FreHOB n/uau yyactkos [IHK B
nabopaTopumsx
* MeTareHOMHbIe NPoeKTbl
* UpneHTndUKauma reHoB
* KomMnbloTepHble Npeacka3aHna
* MPHK 1 nx dparmeHTbl — EST v ap.
¢ JKCNepvMeHTasIbHOE NOATBEPXAEHNE CyLLeCcTBOBaHNA 6eska

* MPHK
* KNOHWUpPOBAHME N N3y4yeHne
* BblaeneHune 6esKa n Macc-CNekTpomeTpus

e
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BaHKWN HYKNeOoTUAHbIX NOC/ief0BaTe/IbHOCTEN

GenBank, EMBL, DDBJ —— Refseq

L BaHKn HyK1eoTUAHbIX
noc/sief0BaTes/IbHOCTEN

2013-09-25

GenBank, EMBL, DDBJ —— Refseq

ApXu1BHble 6a3bl no- ABTOMaTUYeckan 6asa
CNefoBaTesIbHOCTEN Pa3/IMYHbIX NOC/IeA0Ba-
HYK/IEMHOBbLIX KUCZIOT  TenbHocTen HK

s
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JKCKYPC B NCTOPUIO

IKCKypC B HCTOPHIO

Mepsoy

npeze

L—3kckypc B ncTopuio

2013-09-25

MepBOHa4YaNbHO onpeaensiin aMMHOKUCIOTHYIO
nocsiefoBaTeNbHOCTb 6enKa, oTwen a8 No 0A4HOMY OCTaTKYy M
onpenensis Kakon OH.

B koHue 1970-x roaoB 6b1s1 N306peTEH OTHOCMTE/IbHO BbICTPLIN K
OeLWeEéBbIN MeTOo/ 3KCMEePMMEHTAJIbHOTO onpeaeieHns
nocsenoBaTesIbHOCTN ocHOBaHMN JHK.

OpraHunsm illyritina

|

JIHK

|

MNMocnenoBaTesIbHOCTb I :

vy
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JKCKYPC B UCTOPUIO

B 1982 roay 6bi2n OTKPbITbI Ny6IMYHbIE 3/IEKTPOHHbIE 6aHKK
AaHHbIX GenBank n EMBL, cogepxaume nocnegosatensHoctn JHK.
B 1984 aHanornyHbin 6aHK AaHHbIX DDBJ OTKpbIT B ANOHMN.

I—3KCKypc B NCTOpULO SR

2013-09-25

Growth of GenBank
(1982 - 2008)

EMBL

Genbank

Sequences (millions)

DDBJ

Base Pairs of DNA (billions)

mmBase Pairs
——Sequences

0
1982 1986 1990 1994 1998 2002 2006

e
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Y10 BKJ/IHOYATb B ONMCAHME O4HOWU
nocnenoBaTe/IbHOCTN?

s
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—esped
YTo xoueTca (MoxeTca) 3HaTb 0 benke?

* Ha3BaHue
* Xum. dopmyny

Y10 xoueTcs (MoxeTcs1) 3HaTh 0 6esike?

2013-09-25

- MocnenoBaTeibHOCTb
* S-S cBA3mn
* Moandunkaumm (XmmMmnyeckume), KOTopbiM noasepraeTca 6enok in
vivo
* CTpykTypy
* BTOPUYHYIO
* MPOCTPAHCTBEHHYIO
* M3 Kakoro opraHn3ma noJsiyyeH
* Nonmmopodunsmbl
* OYHKUNIO —YTO YMEET AenaTb
* aMWHOKMC/IOTHbIE OCTAaTKW, OTBETCTBEHHbIE 33 PYHKLMIO
(pyHKUMN)
* Apyrve ocobeHHOCTM OCTAaTKOB
« Apyryto nHdopmMaumio
* VICTOYHMKM MHPOPpMaLMK (MPaBAa S BCe CKa3aHHOE O 6eKe?) wiu
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2013-09-25

Uniprot, 6a3a nocnegoBatensHocTen 6enkoB

CTpYKTypa 3anucu, B KOTOPON XPaHNTCA OZ1HA
nocseoBaTeNbHOCTb

e
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NokyMeHT 6aHKa AaHHbIX Swiss-Prot

T0p, nn, AaTa corgan 1 MOADIKG:
o
2 hitp:f/au.expasy.org/uniprot/P47995.xt

Hie Edt Vew Favrtes Took Heb OnuncaHne AOKYMeEeHTa: M,D,EHTVICI)VIKa-
icidress | €] hep:/fau, expasy org/uniprot/P47995, o TO p' MMﬂ, AaTa COBJJ,aHVIFI " MOAMd)MKa'

AC  P47995;
DT  01-FEB-1996 (Rel. 33, Created) I"ll/”/1

DT  01-FEB-1996 (Rel. 33, Last sequence updais)

DT  13-5EP-2005 (Rel. 48, Last annotation update)

DE  Hypothetical protein in sech S'region (ORF1) (Fragment).
05  Staphylococcus carnosus.

OC  Bacteria; Firmicutes; Bacillales; Staphylococcus.

0X  NCBI_TaxID=1281;

BN [1]

RP  NUCLEOTIDE SEQUENCE [GENONIC DNE].

RC  STRRIN=TH3OO:

RL  Freudl R.:

RL  Sunmitted (JUN-1994) to the EMBL/GenBank AHHOTaU'Mﬂ nocneAOBaTeanocTM

CC  -!- SINILARITY: Belongs to the ribosomal

AvoTaUNA noceaosaTensHoCTA

I—J:I,0|<ymeHT 6aHKa AaHHbIX Swiss-Prot

TochenosatensHocrs,

2013-09-25

cc CRUTION: This is & conceptual translation.

cc CRUTION: Ref.l sequence differs from that shovn due to frameshifts
cc in positions 25 and 46.

cc

CC  This Swiss-Prot entry is copyright. It 1s produced through a colleboration
CC  hetween the Sviss Institute of Bioinformatics and the EMBL outstation -
CC  the European Bioinformatics Institute. There are no restrictions on  its
CC  use as long ag its content ig in no vay modified and this Statement is not
CC  removed.

DR EMBL; X79725; CAAS6161.1; ALT FRANE; Genomic_DNi.

DR PIR; $47148; $471a8.

DR InterPro; IPRO03489; Ribosomal S30554.

DR Pfam; PFO2482; Ribosomal SI0LE; 1. nocﬂeAOBaTeanoch

KV  Hypothetical proteinm.

FT  NON_TER 1 1

S0 SEQUENCE 185 ik; 19138 NY; BFSCB91ADE194DDO CRCE4:
LERYFTNVPN VNAHVEVKTY ANSSKIEVTI PLNDVTLRAE ERNDDIYAGI DKITWKLECQ
VRKYKTRVNR KKRKESEHEP FPATPETPPE TAVDHDKDDE IEIIRSKQFS LKPHDSEEAV
LONDLLGTDF FIFNDRETDG TSIVYRRKDG KYGLIETVEK LICDI

] Done. & Intermet

OceHb, 2013




Pazpen: OcHoBHble nonA Swiss-Prot

OcHoBHbIe nosia Swiss-Prot
L OcHoBHbIe nona Swiss-Prot

2013-09-25

* ID - ngeHTUdUKATOP B TEKYLLLEM pesinse. Bceraa oamH, HO MOXeT
MEHATbCA OT Penn3a K pesnnay.

* AC - TaK Ha3biBaeMbI "Homep AgocTyna"(Accession number). Pa3
NoABMBLUNCb, He ncYe3HeT (No3ToMy nMeHHOo Ha AC Hado yKasbiBaTb
NP1 NCNONb30BaHMM AaHHbIX Swiss-Prot B ny6amkaumax). MoxeT 6bITb
He oAVH (Mo pasHbIM NPUYMNHAM).

* DE -"description onucaHue 6enka. B nocnegHux pennsax umeet
BHYTPEHHIOIO CTPYKTYPY, T.€. Ae/IMTCA Ha noanona (kpaTkoe
pekoMeHAyeMoe Ha3BaHue, MoJIHOe PEKOMEHAYEMOe Ha3BaHue,
CUHOHWMbI 1 Ap.)

* OS -BMaoBOE HAa3BaHME OPraHM3Ma — UCTOYHMKA AAHHOMO 6enka

* OC-TakcoHoMuA OpraHnsma (B COOTBEeTCTBMN C TEKYLLUNM CTAHAAPTOM
NCBI)

* DR - cCbINIKM Ha Apyrue 6a3bl AaHHbIX

* FT - "“feature table”, ocobeHHOCTUN YacTen Nocef0BaTeIbHOCTH ok

FonosuH A.B.  (MIY) OceHb, 2013 10/39



CTpyKTypa naeHTudmkaTopa 3anncm Swiss-Prot

KaK NDasun0, MHEMOHYKA OPTaHH3Ma COCTONT 3 3 6K POROBOTO
HazBanns 1 2 6yks Bwa0B0ro (Bacillus sublils: BACSU)

I—CprKTypa naeHTudmMKaTopa 3anncu
Swiss-Prot

2013-09-25

ENO_BACSU: 3H0/1a3a M3 CEHHOWM NaJIoYKmn

Kak npaBuio, MHEMOHWKA OPraHn3Ma coctonTt u3 3 6ykB poAoBOro
Ha3BaHuA 1 2 6yks Bnaosoro (Bacillus subtilis: BACSU).

Ans wraMmmoB 6akTepuit M3 BUAOBOrO Ha3BaHus 6epéTca oaHa byKBa, a NOCNeAHNI CUMBO UCNO/Ib3YETCA ANA PA3NNYEHNA
WTaMMOB. MckntoyeHna:

® 16 Hanbonee npeacTaBneHHbIX opraHnamos (BOVIN for Bovine, CHICK for Chicken, ECOLI for Escherichia coli, HORSE
for Horse, HUMAN for Human, MAIZE for Maize (Zea mays) , MOUSE for Mouse, PEA for Garden pea (Pisum sativum), PIG
for Pig, RABIT for Rabbit, RAT for Rat, SHEEP for Sheep, SOYBN for Soybean (Glycine max), TOBAC for Common tobacco
(Nicotiana tabacum), WHEAT for Wheat (Triticum aestivum), YEAST for Baker's yeast (Saccharomyces cerevisiae));

BMpYChl (Hanpumep, BPP21 ans ¢dara P21, MEASY ans wramma Yamagata Bupyca kopu (measles) n np.);

CNy4an HeonpeaeeHHOro BMA0BOro Ha3BaHUA.

s

oBuHA.B. (MIY) OceHb, 2013 11/39




Copepxumoe nonsa FT

Feature Table — xapakTepuCTMKM y4aCTKOB NOC/1e40BaTe/IbHOCTH
B yactHoCTMK:

TPaHCMeMbpaHHble YYacTKK;

CUrHaNbHble NOCNeA0BaTEe/IbHOCTH

CalTbl CBA3bIBaHNA Pa3HOO6Pa3HbIX IMraHA0B, MOHOB, HYKNENHOBBIX KUC/IOT;
CalTbl NOCTTPAHCIALMOHHON MoandUKaLny;

BTOPMYHAA CTPYKTYPa;

LOMEHbI;

pa3HoyTeHMA B nocnenosatesibHocTh (“CONFLICT");

BapWaHTbl (Hanp., a/ibTePHATUBHbIN cnaancuHr “VARSPLIC");

nT. N

MmeeT cTporuin popmart: Feature Key, FtLocation, FtDescription.
FT DISULFID 334 343 By similarity.
FT CONFLICT 138 138 E -> EE (in Ref. 4; AA sequence).

e

FonosuH A.B.  (MIY) OceHb, 2013 12/39

2013-09-25

I—Co,lJ.ep>|<14Moe nona FT




Kak opraHm3oBaTb 633y AaHHbIX?

s
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Pazpen: Benku: B ny6AmKkauui wan B3
A6 "

Benkun: B nybavkaumm nnn 6

nocsaenoBaTesibHOCTEeN?
Kak co3paTtb b1 6enkos? Monpobyem:

* Bl - 6onblon dann B TekcToBoM popMaTe

L Benku: B, ny6avkaumit uan B,
nocsieqoBaTeIbHOCTEN?

2013-09-25

* Mann AoNXKH YMTATbCA M NporpamMmMon, n YenosekoM (“agekBaTHas
dopmannsauma”)

* EANHMLA XpaHeHMA — 3anucb, entry oguH 6e10K — 0Ha 3anuchk (4To
Takoe — oauH 6enok?)

* 3anuncu pa3buTbl Ha noas
+ ObsszaTesbHOE Nnose — naeHTndmkaTop (-bi)
+ Ha3BaHue 6enKa, CUHOHMMbI
* OpraHusm
* OyHKUMA
+ MNocnenoBaTesIbHOCTb
 MpocTpaHCTBEHHAA CTPYKTYpa?
> "OcobeHHocTn” (Features) — nHdopMaLma 06 OTAe/IbHbIX OCTAaTKAX
+ JononHuTesnbHble CBeAEHMSA
+ CCbIIKM Ha UCTOYHUKN MHOPMALMK b
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Ba3bl AaHHbIX (06LLMeE NPUHLMIbI)

L Ba3sbl aHHbIX (06LLME NPUHLMMBI)

2013-09-25

* B[l COCTOMT N3 OQHOIO NN HECKOJIbKMX XpaHunuLy (“tabnuuy”)

* EamMHMUa xpaHeHua (cTpoka Tabsimubl) Ha3biBAaeTCA 3aNnCbio
(entry).

* Bce 3anucn coctoaT 3 nonewn (field). Mona c ogHNM 1 TeMm xe
Ha3BaHWeM (KOJIOHKM TabanLbl) coaep>kaT 0AHOPOAHYIO
nHdopMaumio.

* 3anucy 13 pasHbix XpaHunuuy, (Tabanu) ccblnaroTcs Apyr Ha Apyra

e
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pwnep: 5 G morers”
MNpumep: B "6ubnnotexka”

LNpumep: BJ, “6ubnnorteka”

2013-09-25

* 3anncb — KHKUra
* [ons:

* Ha3BaHwne

* ABTOpbI

* [oa n3aaHus
* AHHOTaUMA
* TekcT

* ECTb BTOpOE XpaHuanue — “kaptorteka”

s
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Uniprot: n3 Kakmx yactem coctonT

I—Uniprot: M3 KakKnX YacTen cocTouT

2013-09-25

UniProtkKB

Protein Knowledgebase

UniProtKB/Swiss-Prot

. Reviewed . N
UniRef UniMES UniMES
Sequence clusters e A Automatic Clusters
UniRef100 [ DT 2 ot Metagenomic and

environmental Cluster 100
UniRefa0 UniProtkB/TrEMBL sequences
Cluster 90
UniRef50 Unreviewed

4 A 4

UniParg - Sequence archive
New, revised and obsolete sequences

EMBL/GenBank/DDBJ (Metagenomics), Ensembl, VEGA, RefSeq, PDB, MODs, other sequence resources

s
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BaHK gaHHbIX Swiss-Prot

L Bank DAHHbIX Swiss-Prot

2013-09-25

swisprot  Swijss-Prot — 6a3a 3HaHM 0 6e1KOBbIX
nocsief0BaTesIbHOCTAX

+ Kypupyemas 6a3a AaHHbIX
+ "30/10TOM CTaHAAPT aHHOTALMMN MPOBEPAET 3KCNepT
* 534 242 6enkos

s
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BaHK AgaHHbIX TTEMBL

o

TREMBL (Translated EMBL)

LBank AaHHbIX TTEMBL

2013-09-25

TrEMBL (Translated EMBL)

* MdopMasibHaA TPaHCNALMSA BCEX KOANPYIOLWMX HYK/T€OTUAHbIX
nocsenosaTesibHoCcTen U3 6aHka EMBL

+ ABTOMaTM4yecKkana Kiaccndpurkauma n aHHoTaums
* MdopMmaT 3anmcK ToT Xe, YTo y Swiss-Prot
19 434 245 (19 MnH. 6enkos.)

s
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Paspen:

CooTHoLWeHne Yncna 6enkoB

Yucno 3anuceit B 6aHKax
OaHHbIX
Ha AHBapb 2013

m TrEMBL
W SwissProt
PDB

PDB — NnpoCTpPaHCTBEHHbIE
CTPYKTYpbI (Bcero mx 88
ThIC.)

Swiss-Prot — aHHOTUpOBaH-
Hbleé Noc/s1e[0BaTes/IbHOCTH

TrEMBL — nocnepoBaTesib-
HOCTM, MNOJSIYYEHHblE KOM-
NbIOTEPHOM TPAHCASALNEN

MNMocnenoBaTe/IbHOCTEN BO MHOMO pa3s 60o/blue, YeEM CTPYKTYP!
BoNbWIMHCTBO NOC/1eA0BATE/IbHOCTEN HE AHHOTMPOBAHbI! ‘

FfonosuH A.B. (MIY)
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|—COOTHOIJJeHMe yncna 6enkos

CooTHoweHHe uncna Genkos

PDB -

<TypbI (8cero nx.

npocTpancTBeHHbie




Paspen:

JlocToBepHOCTb

nocnep,OBaTeanocreVl 6enkos
no AaHHbIM SwissProt

2013-09-25

M Evidence at protein
level

M Evidence at transcript
level

Inferred from
homology

M Predicted

M Uncertain

Bonee nonoBuHbI nocsiegoBatenbHocTen SwissProt He
OXapaKTepPM30BaHO 3KCNEPUMEHTAJIbHO i
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"HOpuanyeckaa"knaccmdmkauma 6aHKOB JAHHbIX

I—"I‘OpMAVIl-IeCKaﬂ"KﬂaCCMd)MKaLl,Mﬂ 6aHKoB
OaHHbIX

2013-09-25

* ApxuBHble, npumMepsbl: PDB,GENBANK,EMBL,DDBJ. 3a
coep>XaHue KaxkaoKn 3anncy OTBeYaeT eé
aBTOP-IKCMEepUMEHTATop

* Kypupyemble, 33 cofep>KaHne 3anncer 0TBeYatoT CneLmasbHble
Noan — KypaTopbl

« ABTOMAaTM4eCKMe, 3aNncu reHepnpyrTCS KOMMbIOTEPHbIMM
nporpammMamm

s
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SRS,Sequence Retrieval System

I—SRS,Sequence Retrieval System

2013-09-25

6bICTPbIN
nouck

[y ]

aTdcazae

OcHOBHaA
CTpaHuMua
nowncka

apyrue
cepBepa
SRS

List e (Bowse )

(L] scocch |

vy
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Pazpgen

Hayano nowucka : Library Page

1.Select the databanks
You want to search

2.Enter your search te
3

DopMa A
nowcka

SRS guide for mportant

Available.

®Epandal o

=l Literature, Bibliography and Reference Databases
& ) MEDLINE [=F v

Show databanks tooltps: (2]

I Gene Dictionaries and Ontologies
=l Nucleotide sequence databases

« protein Seq
+ DIA/RNA Seq

Du

Other protein sequence databases

ooooo

6L 0 uniRef100 [ UniRefo0

Other databa:
user owned databases
Application result databases

+ EMBOSS result databases

| EMBLCDS Grouped By

#I Enzymes,
+1 Mutation and SNP databases

‘Contains the transiations of al coding
sequences present in the EMBL sequence
database not yet integrated in SWISS-PROT

SsRerme7i152

_PDB B 3TOM
CBEPHYTOM pasjenie

Cnuncok
6aHkoB
DAHHbIX, B
KOTOPbIX
MOXHO MCKaTb

BcnnbiBatowasn

noackaska npo

Kaxxayto H6asy
OaHHbIX

vy
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L-Hauano noucka

: Library Page

Hauano nomcka' Library Page

gnmcox
e

frsiy

P
gl

adpuron pasnene



Crpakmua nomcka : Query Form

N
C : Form 3
TpaHmua noncka : Query For &
1 I_ .
o CTpaHuua nomcka : Query Form l
—
o =
(o\] - -
Bilerer e
Tanng | asty | AboutU
Quick Search _ Library Page Tools Results Projects. Views Databanks €D
m search UniProtkB/Swiss-Prot I'D.e V”.LI.eM yTo V”.LleM
coeanHseM Fields you can search
nornveckumig Combine search terms
oneparopam: with: |& (anD) [ @ Aext [v]
CTaBUTb vt * | Use wildeards 0 Amex L
0 [ATex g
B KOHLE Get results of type:
e Alfex ]
3anpoca Cnuncok
3HaYeHuii
[ Select the fields you in your view and noneit
UniprotView V] Choose 1 or more fields: Display As: ©® Table O List
L D [~]
EntryN: 2 "
O createaview Data lass Sequence Formax: [swise Kakue cTon6upb
[ccessiontiumb .
show[% Primary Accsssion Number 6y/yT B KOHEUHO
| Sequence Version
results per page Sequence Ver Tabnauue

To do more advanced
queries, use the Extended

e [T

TemsofUse  Feecback & Suoport | SRS Release 7,132 Copueight © 1997-2003 LION biscience AG. AIRGht Reserved.

i
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Pazpen:

wn
N
Jlornyeckune onepaTtopbl g‘
oh L Nornueckune onepatopsl
)
N
Onepatop 3HayeHMe npumep pe3ynbTat
& AND n phosphorylase & | 6enku, obnagatowme
@ methyltransferas | 06euMn dyHKuMAMN
e 0AHOBpPEMEHHO
| OR nnn @ rat | mouse MbiLLIb /7 Kpbica
! BUTNOT | Ho nitrogenase ! HWUTPOreHasbl, He
He reductase ABARIOLUNECA
peayktasamm

(mammalialaves)!chicken - 3Bepu 1 nTULbI, HO He Kypu1La
*-3aMeHa 1tob0oro YmMcna cMMBOJIOB: tr*psin = trypsin
B KOoHUe KaxXkaoro 3anpoca no ymosdaHmio ctont * (Use wildcards
BKJIHOUYEHO)

s
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Crpakmua nomcka : Query Form

n —
o
CTpaHuua noncka : Query Form 3
EMBL-EBI s‘#x All Databases Enter TextHere So Tf,s.irfsfw feddnien "H I_CTpaHMLla NMOUCKa : Query FOI'm
Databases | Tools EBIGoups | Training Industry AboutUs Help ste index B & S
- - e N e e -
=3  search UniprotkB/Swiss-Prot Wusens: TpAncu y mesm

In a single field, you can separate multiple values by: &, | or !

Combine search terms

with: |&(AND) &4 @ _Description. v Crpsid
Use wildcards [ @ _Oganism Name . v s D
O Alext
O Alext

Get results of type:
Entry

Result Display Options Create a view

Select the fields you want displayed in your view and choose the format

O View results using:

UniprotView ] Choose 1 or more fields: Display As: © Table O List
or
tryNa =1 .
Sequence Format:
® Create a view Data Class o swiss [v]
show 30 Primary Accession Number

Sequence Version
Creation Date ]

o

To do more advanced
queries, use the Extended

results per page

Query Form.
Terms of Use - Feedback & Support * SRS Release 7.1.3:2 Copwright © 1997-2003 LION bioscience AG. AIRights Reserved.

Nuwem: TPUNCUH Y MbiLUN

oBMHA.B. (M
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Pazpgen Crpannua pesynbTaTos : Query Results

CTpaHuua pe3ynbTaToB : Query Results
L CrpaHuua pesynbTaTos : Query Results

2013-09-25

& <——— 3anpoc
found 3 entries

Apply Options to:

o
O selected resuts only o
1) only

o

s SPITI_NOUSE | SPITA_MOUSE

Kunitz-type pre Tnhibior 4

990"
TRY2MOUSE TRY2MOUSE 07146  Anionic trypsin-2;

Peroxisomal leader peptide-processing protease;

Launch analysis tool:

[CEEVS N Y Louch | 3armcu B html 3arnmcu B bt
Show tools relevant to these
resuts:

Link to related information:

<

View resuls using:
SWISSPROT2

j O6paGorka pegyrsraros

Sort resuts by:
unsoned
© ascendng > Tk

O descending

show (30 (2 resuks
per page
Printer friendly view [

Apply Display Options.

TemsofUse  Feschack & Sconi  SRSReease 7132 Conuech| © 1997-2000LION boscence 4G, AIRGHS Reserve.

i
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OnucaHue nonen (fields)

Onvcame noneii (Fields)

L_Onucanve nonei (fields)

2013-09-25

%<«—————————3zanpoc

found 3 entries

Apply Options to:

o SPIT4_MOUSE |SPIT4_MOUSE 030253 Kunitz-type protease mibitor 4
g selectad results only o TRY2_MOUSE TRY2.MOUSE [p071d6  Anionictrypsin2;
E o

TYSD1_MOUSE TYSD1_MOUSE |QapaA Peroxisomal leader peptide-processing protease;

Launch analysis tool:
[CEEVS N Y Louch | 3armcu B html 3arnmcu B bt

Show tools relevant to these

resuts:

Link to related information:

View resuls using:
SWISSPROT2

Sort results by:
unsorted

@® ascending > Tk

O descending

show (30 (2 resuks
per page
Printer friendly view [

Apply Display Options.

TemsofUse  Feschack & Sconi  SRSReease 7132 Conuech| © 1997-2000LION boscence 4G, AIRGHS Reserve.
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Paspen: Onvcanue nonef (fields)

OnwucaHue nonen (fields
( ) L_Onucanve nonei (fields)

2013-09-25
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Pazpen: MpoeT GO (Gene Ontology)

MpoekT GO (Gene Ontolo
p ( gy ) |—|'|poe|(T GO (Gene Ontology )

2013-09-25

* Uenb: Co3aaHne yHndbUUMpoBaHHOM TEPMUHOIOTMN ANSA
QHHOTALUMWN reHOB
* b GO BkntoyaeT Tpu HE3ABMCMMBbIX C/I0BApS
* MonekynapHble ¢pyHKumnm (molecular Function) (Kak? C yem?)
Hanpwumep, carbohydrate binding nnm ATPase activity
+ Buonornyeckne npoueccol (biological Process) (3auem?)
HaanMep, MWUTO3 NN 6VIOCVIHT€3 nypnHoB
¢ KneTtouyHble koMnoHeHThI (cellular Component) (FTae?) Hanpumep,
Aapo unu xonopepmeHT PHK-nonmmepasa i
* B koHcopuunym GO BxoauT EBI (B Uniprot, Interpro) n MHoro
Apyrmnx opraHnsaunim GOA — npoekT onMcaHua 3anmcen Uniprot
TepMuHamMn GO 94% 3anucen Swissprot n 65% Trembl nmetor
XoTs 6bl oAnH TepMuH GO

e

FonosuH A.B.  (MIY) OceHb, 2013 31/39



Pazpen: 3anuce GO HasvisaeTch "repmn GO"

3anuncb GO Ha3biBaeTca "tepmuH GO"

L_3anucb GO HasbiBaeTcs "TepMmuH GO"

2013-09-25

* TepMMHbI UMeIOT onpejiesieHne 1 nepeyeHb CUHOHNMOB.

* TepMUHbI B Npeaesiax 0aHOM OHTOJ10rMm (CNoBaps) CBA3aHbI
oTHoweHuAMK "is_a “is_part_of”

* TepMUHbI UMEIOT CTaHAAPTHbIe naeHTUdunKaTopbl: GO:0000093
(npnmep)
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tricarboxylic acid cycle

|—tricarboxylic acid cycle

2013-09-25

Accession: GO:0006099
Ontology: biological_process
Synonyms:

exact: citric acid cycle

exact: Krebs cycle

exact: TCA cycle

Definition: A nearly universal metabolic pathway in which the acetyl group of acetyl coenzyme A is effectively oxidized to two
C02 and four pairs of electrons are transferred to coenzymes. The acetyl group combines with oxaloacetate to form citrate,
which undergoes successive transformations to isocitrate, 2-oxoglutarate, succinyl-CoA, succinate, fumarate, malate, and
oxaloacetate again, thus completing the cycle. In eukaryotes the tricarboxylic acid is confined to the mitochondria. See also
glyoxylate cycle.
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* OTHolleHue "_is_a": "A is B"03HayaeT, 4To A — YaCTHbIN C/ly4yan B;

* OoTHoleHwue "is_part_of": "Ais part of B"o3HayaeT, 4To A — YacTb
B, HO B He 06a3aTe/ibHO comepXuT A.

an of
ursor
tes and

generat
precu
metahal
tion by yme
wrganic metabolism
nds

carbphydrate
metabolisn

cellular enery,
carbolydrate oxida
metabolism

‘ cofactor metabolism ‘ ‘ cellular catabolism ‘
coenzyme

‘ ‘ cofactar carahatim ‘
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AHHoTaumna GO 3anucen Uniprot

L AHHoTaums GO 3anucen Uniprot

2013-09-25

« [1Ba npuHuMna:
* Ka>aad aHHOTauuA A0J1>)KHA CCbIJ1aTbCA HA UCTOYHUK:

* IUTepaTypHas cCblnKa
+ npyras 6a3a AaHHbIX
* KOMMbIOTEPHOE NpecKa3aHmne

* aHHOTAUMA AO0/1IKHA YKa3blBaTb Ha 4OCTOBEPHOCTb MPMMEHNUMOCTH
TepMunHa GO k saHHoMy 6enky B uctoyHuke (kind of evidence)
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Pazpen: Evidence Codes

Evidence Codes
L_Evidence Codes

2013-09-25

* IDA Inferred from Direct Assay

* TAS - Traceable Author Statement

* IMP - Inferred from Mutant Phenotype

* IGI - Inferred from Genetic Interaction

* IPI - Inferred from Physical Interaction

* RCA - Inferred from Reviewed Computational Analysis
+ ISS - Inferred from Sequence Similarity

* IEP - Inferred from Expression Pattern

* NAS - Non-traceable Author Statement
 IEA - Inferred from Electronic Annotation
* IC- Inferred by Curator

* ND - No biological Data available
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MpenocTtepexeHune:

L MpepocrepexeHue: s

2013-09-25

GO He ABNAETCA HOMEHKNATYpPOW reHOB UK UX NPOAYKTOB (6esiKoB).
CnoBapw onncbIBalOT 6uosiornyeckme deHoMeHbl (Hanpmumep,
NPOrpamMMmnpyemMyto KJ1€TOUYHYHO CMEPTb), @ HE KOHKPETHbIe
6uonornyeckne ob6beKTbI

s

FonosuH A.B.  (MIY) OceHb, 2013 37/39



Pasgen: Bonpoce!

Bonpocsl
I—BOHDOCbI

2013-09-25
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