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UniProt #%C» FH = KEHE 22 44 i -

UniProtKB (UniProt Knowledgebase, UniProt £MiREE): #Z.OFHEE, WM RN ReE:
BREARTISER.

UniRef (UniProt Reference Clusters, UniProt %7445 ): %75 —E (100%. 90%-
50%) XEEBFIIESE, WOTIR. THERER.

UniParc (UniProt Archive, UniProt HA%ZE): ETURMIEERAFE AR F I TR E, W
ST RIE ) 58 5 7 81 ] 5210 5%
(2) UniProtKB K115 2 Fh WIE 4 36 73 2HL i 2

UniProtKB 43 AP A~ AN 73 UniProt:

UniProtKB/Swiss-Prot (Reviewed, TR [E): N TLARE. mE. ENREIESE, GEL
LRI %, SATIIRE. 4. EAFSER.

UniProtKB/TrEMBL (Unreviewed, A [): BHANERE. mEmEdRE, HZXRRLDT 5
BRI R, RENTHZ, HTPOE I H A .
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FEHi 1A% UniProt:
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(4) UniProt #MyFER(5 S (General Annotation) FF5MFLL 3= F K4y 2
IR A O G R
SRR A4, R4, UniProt x5, Al
MIMER: SRIEDM. 2R%HE (OC 7). ¥R 733E 1D (0X).
DIRethidR: AV Iiae. ALEME. 7T IR S5k
WA EAL: KO / Mg / B, AL R tERIA.
MHEAEN: &ak - &Eak. i, ZREAE.
PRI OREK: BRAG 1 SARFH S . R
RS UEYE: 51 SR JERSEERNS (ECO).
(5) UniProt FFRFHIEVER(S E (Sequence Annotation) FJ$5MFLL 3= F R 432
REFI S5 21RAE UniProt:
FAMEE: [ERTFY. KE. T8, FHA. FAMNR / R
I TAREE: SR, ArfRIE ik X 45
SERIRHIE: SRR, BSRRIX . BB / rE. . SEafis (ATP/ &E%).
BIIEEEM (PTMD: BEIRIG. BEIEL. ZMifb. 2 SN A
IS SRME: BRI EEFY. REREX.
(6) UniProt 58 JLRFEE R e v 7 22 X BEH: (Cross Reference) ?
5 180 MM X 51 H, FE ) UniProt:
A %4 2. ENA/GenBank/DDBJ. RefSeq. PIR
3D ZE¥J¥dEE: PDB. PDBe. PDBj. SWISS-MODEL
K G858 Pfam. SMART. InterPro. PROSITE
i 5i@EH: KEGG. ENZYME. Reactome
F[KFik: GEO. ArrayExpress
AF R 5P : OMIM. ClinVar, HGMD
HAEHEE: IntAct. STRING. DIP
AR 4375 GO (Gene Ontology)
YI#r 5 P FlyBase. SGD. WormBase. TAIR
(7) UniProt 91 # B SCRY AL FEMELEEAE .2
HEISCR (Help) 78 258 5 248 #13E UniProt:
ANIHEM: R W%, T, m%E=R.
FRANE: N/ BalEREHN. dmbeiE. iEHEAD.
gt FBREHE X FEHEW. X5 HEH.
THAfH: BLAST. #tEfZ. APl JfEiiinl.
WO B FRRAT. PR E SR
RATULIH: RORTE R, HEN . R,

B. WRENER 5 HB)



Uniprot & F it 204 FE AL R

(1) BERfS 2= A R g R

EEME U Chitps://www.uniprot.org/) IR ZRME A SCHE], MR, LU AR N2
R4, A4, WA ERT 4, x5, REWSE. mAaR: A REHEL N Advanced,
A LGE R BRI A S AT R, WA 5B (Field): Protein name, Gene, Organism.
Z %A BT A, B AND/OR/NOT, sifi Add field 3402 fF.

(2) &RIESFH

JEMFRL AR (Filters):

Reviewed: 4Ji% Yes HEEFiE Swiss-Prot

Organism: PRk N, /N BEEESE

Sequence. Annotation. Taxonomy %5

A7 5 T

H7: ok, KE. HIHE

Download 3Z#f: FASTA (J¥%1), TSV/Excel (F#%: ID. H:F. #Ff. IhAESE), XML/RDF
CTEREERE)

L T a: XFFRaRauEH%H.

(3) HERLER

Protein

AN

T2 =Reviewed (Swiss-Prot, A TJFFE, mfiE)

TEFr = Unreviewed (TrEMBL, HzhiEE)

% —17: Entry name (55H%), #%W INS HUMAN

2 "4T: Protein name (KAL)

Organism

KIEYIF, U0 Homo sapiens (N)< Mus musculus (/M)
@.  Status

Reviewed: .8 (Swiss-Prot)
Unreviewed: A& (TrEMBL)
@.  Gene
XFRIEER 44, 40 INS. BRCAL
3.  Length
QIR 7 A
(4) 2BV (Entry Page)
MIHEREA (W P69905), T 4» N M
(D. Entry Information (2% H#&EA(EE)
Entry name: 2k H %, FREH0 58
Primary accession number: F &35 (Accession), Z&EHAAE, & HARN
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Secondary accession: I|H / &FFEHERS
Status: Reviewed / Unreviewed
Taxonomic ID: #JFf5rK5
Created / Last modified: 1% 5 & /5 5 ¥ H
(2. Names & Taxonomy (4 #K59F)
Protein names: fE# 4. 4. Thie
Gene names: FEF TS [F] A
Organism: )44
Taxonomic lineage: F*1 144 H &LEFh
(3. Function (ZhHEEVFFRE)
TR EAENE. S 5@
7 Evidence code FHRACHS (5256 / FllD
@. Subcellular location (V.41 ffi 5 fi7.)
EOEMBR A E: IR, iR, LRtk s
Al AEARTE: “Secreted”“Membrane”“Nucleus”
®). Pathology & Biotech (-5 HEMH A
55 R 9275 AH 5%
RAZGE A
YR . NS
®. Sequence (JFFIfEHE)D
Length: ZIEFREH
Mass: 7> F &
Sequence: 5SERERILIL T Y]
" E#% S| FASTA
(@. Features (JFHIFFIED
AL EARVEF 5 BRI D RE X I
Signal peptide 155 Ik
Transmembrane 5 i [X
Domain %5435,
Site WEPERI AL SiADLAT
Helix / Strand / Turn 2 4514
Glycosylation / Phosphorylation #1581 &
Disulfide bond i
Variant AR /| R
®). Cross-references (%2 X 5| H)
B2 31 H AR E R -
PDB: HH T =4E45H1



Pfam / InterPro: 4% #4315,
GO: FERIAMR (Theg / Aoy / kD
KEGG / Reactome: Qi / 155 1@
OMIM / ClinVar: J5J5 A5
Ensembl / RefSeq: [ 1D
STRING / IntAct: & HAE

©. Literature (3CHR)
SCREEREI R ARHT 7818 30
PMID =~ A BBk PubMed
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J& T WA A AR
PRy 25 K i85 B
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QLB ALEHHE B TR AT — DA i) 4 2k R AH 29



