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Status The unreviewed UniProtKB/TrEMBL database will be reduced in size in release 2026_02 (first half of 2026).

Entries to be retained in UniProtKB:

% Reviewed (Swiss-Prot)

(17,252)

Unreviewed (TrEMBL)
(68,647)

Popular organisms

Mouse (85,899)

Taxonomy

® Entries from reference proteomes
e Allreviewed (Swiss-Prot) entries
* Selected unreviewed (TrEMBL) entries with experimental or biologically important data
K Entries to be removed: Unreviewed (TrEMBL) entries that are not part of a reference proteome

Entries removed from unreviewed UniProtKB/TrEMBL will remain accessible in the UniParc sequence archive.
Please read our help page, view affected entries and proteomes [4, or contact us with any questions.

U n i P I'Ot K B 85 ,899 results.. expand search to taxon [D *10090" to include lower taxonomic rai

inks or restrict search to reference proteome UP000000589
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1)UniProt ¥4 72 8 =5B - 4 il ?

UniProt B3 =/ 3256453, BRI A K137 ZE(UniProt Knowledgebase,  UniProtKB). 5
U HARSEE (UniProt Sequence Archive, UniPace) #1%5 H Jii /75115 £ (UniProt Reference
Clusters,UniRef). &N 85 HH W 775 2L, UniProt 2088 ¥ 1 55 A 4(Proteome) f1 2
7% HHHE .

BEAh, UniProt %#i 28 18 6945 3Ciik 51 H (Literature Citations). #)F 43227 K JF (Taxonomy)
WAL E AL (Subcellular Locations). #4538 X 4% (Crossreference Databases) AH <5
(Diseases) <4 18] (Keywords ) 55 4 B A4

. ey
Uanro.t.,' BLAST Align Peptide search ID mapping SPARQL  UniProtkB - JGIE:ChINnETRTIED)]

UniProtkKB

Status The unreviewed UniProtKB reduced in size in release 2026_02 (first half of 2026).

B Erirics to b retained i UniRef
: N v
% Reviewed (Swiss-Prot) E ne§ of s z;me " Uit
(17,252) . n‘metc, rom re e.rence b
) ® All reviewed (Swiss-Prot p 400 moc
Unreviewed (TrEMBL) e Selected unreviewed (Tr 1ental or biologically important data
(68,647) ¥ Entries to be removed: Ur Taxonomy that are not part of a reference proteome
. . . Keywords ! . . . . <
Popular organisms Entries removed from unrevi ill remain accessible in the UniParc sequence archive.
Mouse (85,399) Please read our help page, vi Literature citations roteomes 3, or contact us with any questions.
. Human diseases
Taxonomy U n I P rot K B 85,! Cross-referenced databases and search to taxon 1D "10090" to include lower taxonomic ranks or restrict search to reference prot
10090 x .
: £ Tools + & Download (86k) Subcellular locations 2® £ Customize columns <« Share -
Filter by taxonomy
B Entry a Entry NagiULIRITS Gene Names a Organism a
Group b = : 5
P2y (0 AOA5F8MPU3 = CTSRT_M! ARBA erm-associated targeting Catspert, Als2cr11l,C2cd6  Mus musculus

B AR AR UniProtKB 44 Swiss-Prot 1 TTEMBL 4™ 1 o

H A BT SIS B UniPace:  H AT EGE S8 55 2 AR S A B3 5080 2 . XA [ e 91
IR —Md g, HR T RRE R IRAF UPL. ANRix 275156 HIR A fhb, BA F—hr i
HIFTE 26 H P9 e MRl . 5 VRE0E e C A A7 AR S8l 2 h iz Fe 91 ok H C 2 A AFAE,
WIAREN TR H -

E AT HIZHELE UniRef: 7N = EE4E (Sequence Cluster) , 435124 UniRef100
UniRef90 Il UniRef50. #— L&A FE YR K EEA/NT 11 AR A [F) 7 50807 51 B
HIAE—i, £33 UniRefl00 i, 550 RAGM FIAL BT 5 7 514K LU 90 % i fE
¥ UniRef100 44 b i FEAH AT 51 & IR E—2, 74 UniRefo0 HdE4E. 55 = DN 2 HAH
R A5 HT A 81 4K L A8 5096 M BRIAEL K UniRefo0 ¥t 4 i B — s AR K 8 1) & R AE— 2,
Fr S8 d5 200 UniRef50.



2)UniProtKB HI1R & B R 3 #8754 B ?

UniProtKB 73 &y Swiss-Prot 1 TIEMBL P > 1 FE . N 25 60 45 82 B 51 Zf fg &= B A 4R
(Geneontology, GO) JEF:. MFi4 K omrds. WANMEA . AN TBM. REFEE. It
4b, UniProtKB iC#R it SRR A ZRFA. EHERSH . EERKKE. EEREEA A &
o R B A A e e P 1) 5 S R o TR BT 2, TrEMBL 1 e vp (P PR & T L #E
WARZ NT#H [ (UnReviewed) , RIFEEIA K Swiss-Prot T FEH I FH, N FiEHE.

it
: s
Uﬂlpfo.t..' BLAST Align Peptide search ID mapping SPARQL  UniProtkB I organism_id:10090) Advance B secarch & @ & Help

Status The unreviewed UniProtKB/TrEMBL database will be reduced in size in release 2026_02 (first half of 2026).
Entries to be retained in UniProtKB:

% Reviewed (Swiss-Prot)
* Entries from reference proteomes

(17,252)
o All reviewed (Swiss-Prot) entries
Unreviewed (TrEMBL) o Selected unreviewed (TrEMBL) entries with experimental or biologically important data
(68,647) ¥ Entries to be removed: Unreviewed (TrEMBL) entries that are not part of a reference proteome
Popular organisms Entries removed from unreviewed UniProtKB/TrEMBL will remain accessible in the UniParc sequence archive.

i 7
Mouse (85,899) Please read our help page, view affected entries and proteomes [7, or contact us with any questions.
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3)UniProt 43R # (Statistics) AIEHFLL FEEZE?

UniProtKB M5 2 I8 43 VU & B A AT — Ko BRRRRATHT RIS, RN & A Swiss-Prot A1l
TrEMBL P07 EERIGETHREE, BREdE B E. EHIEL. BRI, VR AmE A5 24t
AP ATERAS SO, ARE IERAE B PP ORI RS A e 2 58 SRR
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4)UniProt & FyFERAS B

ST RPN E I AL,

UniProtKB statistics

Introduction

This is release 2026_01 of UniProtKB, published on Wed Jan 28 2026.
Previous release statistics are available from the UniProt FTP server.

Throughout this document, whenever a statistic has a corresponding query, a link has been provided. In some in
no query link is possible.

Total number of entries in this release of UniProtKB

. Number of entries Number of entries Number of entries
Section . . A s
in total with an annotation update with a sequence update
UniProtkB 203,130,941 130,556,322 23,502
% Reviewed (Swiss-Prot) 574,627 380,278 180
Unreviewed (TrEMBL) 202,556,314 130,176,044 23,322
Total number of new entries in this release of UniProtKB
Section Number of new entries Number of new sequences
UniProtKB 3,594,411 3,594,320
= T 1
Taxonomic distribution of the sequences across kingdoms
i Reviewed (Swiss- B Unreviewed
Taxonomy  UniProtKB Prot) (TrEMBL) .
Viruses Other
Archaea 2,544,553 19,842 2,524,711
Bacteria | 103,199,990 336,999 102,862,991
Eukaryota R
Bacteria
Eukaryota | 90,224,679 200,289 90,024,390
Other 2,427,873 0 2,427,873
Archaea
Viruses 4,733,846 17,497 4,716,349

Taxonomic distribution for UniProtkB v

Taxonomic distribution of the sequences within eukaryota

Reviewed

B Unreviewed

Taxonomy UniProtKB ;
(Swiss-Prot) (TrEMBL) Other H—.
Fungi 20,347,950 38,077 20,309,873 16% Viridiplant:
Homo 205,264 20,432 184,832
Insecta 7,509,476 10,104 7,499,372 Insecta A

(General Annotation) L5 WRLL J= AT 2

nge. Fik. WANLENE.



TFunction %AOA5F8MPU3 « CTSRT_MOUSE

Names & Taxonomy

Protein’ | Cation channel sperm-associated targeting subunit Organism* | Mus musculus (Mouse)
Subcellular Location tau Amino acids | 2282 (go to sequence)
Gene' | Catspert

Phenotypes & Variants Protein existence’ | Evidence at protein level
Status® ‘ % UniProtKB reviewed (Swiss-Prot)

PTM/Processing Annotation score’ | @

Expression
Entry Variant viewer Feature viewer Genomic coordinates Publications External links History
Interaction
Structure £ Tools ~ & Download ¢ Add Adda publication Entry feedback
Family & Domains .
Function:
Sequence &Isoform Auxiliary component of the CatSper complex, a complex involved in sperm cell hyperactivation. Sperm cell hyperactivation is needed for sperm motility
Similar Proteins which is essential late in the preparation of sperm for fertilization. Required for CatSper complex targeting and trafficking into the quadrilinear

nanodomains. Targets the preassembled CatSper complexes to elongating flagella, where it links the channel-carrying vesicles and motor proteins.
(™2 publication)

Gene Ontology:

#5 UniProtKB H1i8EE Swiss-Prot TR MEEE LGt R
Table 5 Statistics of general annotation in UniProt/ Swiss-Prot

Her ERGIR (I Folit HH %
1 FF SR 9E ( Similarity ) 507 948 503 800 91
2 % ( Function ) 466 212 445 565 83
3 WHIMIAE LY  Subcellular Location ) 349 160 341 774 62
4 AL TFHE { Catalytic Activity } 282 182 237 510 50
5 Il B 1 Subunit ) 278 /02 277 779 S0
6 LI ( Pathway ) 138 188 125 357 25
7 AT { Cofactor) 123 171 12 770 2
8 FHEE A AU ( Post-translational Modification, PTM) 56 591 41 747 10
9 HiHadd ( Domain ) 48 832 42 035 9
10 I RYE ( Tissue Specificity) 45 206 45 803 8
I FERE o ( Sequence Caution ) 44 055 44 055 8
12 He# | Miscellaneous ) 18 582 35 515 7
13 FEARNE WAL ™5 ( Allernative Produets) 25 265 25 265 5
14 %% (Induction ) 20 976 20 964 4
15 A | Interaction) 19 170 19 170 3
L6 TETEMT ( Activity Regulation ) L4 807 14 807 3
17 i #E8Y { Disruption Phenotype § 14 316 14 314 3
18 T 1 Caution ) 12 858 12 612 2
19 HHBREE { Developmental Stage ) 12 154 12 153 2

20 FE{EAFHE ( Biophysicochemical Properties ) 8 251 8 251 1

21 #edl | Disease) 7031 4716 1

2 Wi [ Mass Spectrometry ) 6 938 5229 1

23 [ S HE L ( Web Resource ) 6 749 5589 1

24 HEEFREELE ( Polymorphism) 1324 1 268 <l

25 g A ( Biotechnology ) 974 960 <l

26 JoR { Allergen) T64 64 <1

27 #EL AL ( Toxie Dose ) 668 alo <l

28 RNA S48 ( RNA Editing) 627 627 <l

29 i ( Pharmaceutical ) 117 113 <1

5)UniProt 754 EF RS B (SequenceAnnotation) A5 B4k = HLFHI 43 2



BT AR R XS ERT e AL, R RR PP SRR RS 2o PSRRI RS B 3L BN
BRK.

(1) 735 nL
(2) FF| Xk
(3) JFFINL R
(4) FERIEM
(5) RBBH
(6) LIEFER

(7)) Z2haEN

» Molecule processing
» Sequence information
» Domains

» PTM

» Variants®

» Proteomics

w
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YRR R A R T B ID WU S5 R TR 2] MR AR AIRE, o R RahFRN 25 2
ANER B RS E 7 SRR «

1. 7E UniProt P& — M EAF (0 BMPR2 HUMAN = Q13873) ik A i
i

2. [ R¥&EZ), #F"PTM / Processing" (Bl 51/ L) #B4.

3. MERER NN "Feature" (FHIE) L MILM . XAEIE 2 ITA P I RHIE R
WS, TREFERNEAS, BN T RARER RS (1 DOMAIN, TRANSMEM,
MOD _RES) . f7 B Ak

PTM/Processing:
Features

Showing features for chain?, modified residue (large scale data):.

Q @& & . pownload k-

T T T T T T T T T T T
Y] 200 400 600 800 1,000 1,200 1,400 1,600 1,800 2,000 2,200
1 30

. _________________________________________________________________|
|
L g o P Q X T E
TYPE SOURCE
+ - Al v ID POSITION(S) Al +  DESCRIPTION
Cation channel sperm- & Tooles
+ Chain PRO_0000456295 1-2282 UniProt associated targeting & Add
subunit tau
” . Phosphoserine [Silver] *
E Modified residue (large scale data) 12 PTMeXchange =
Phosphoserine [Siver *
i Modified residue (large scale data) 513 PTMeXchange SOSEOSENnE e

| combined Sources |

AT BENGERERY (EEHEEE)

APRAEAR R S R U B ID WU S5 R TR 2] MR AR SIRE, o s RehREN &5 2
ANER B RS E 7 SRR «

1. E R RS ID B as R, S EMAM "Columns” (F1) 4.

2. (EFMAE OS] "Features" (FFfk) #87r, JRITRIRSE BIPTA A EERR
Al (401 DOMAIN, TRANSMEM, MOD RES 2%) , 5 FI#m&d iR & 52 40 M .

3. AJEARIEOLERZEM (Flhn/a)i% DOMAIN #1 MOD RES) , s "Save" ({f#£17)-

4. TURFRAG 2 FIBOE RS, B RRENE AR SR ERHE B AERE R .

6)UniProt 58F JLRREHEERE L TR XEEH: (CrossReference) ?
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(1) o %d

(2) B E =YL 5 PE
(3D B BAHARH Bod 2
C4) sy 78
(5 RpRSIE A s
(6 B A i A
(7)) ZAVERMTAARE AR PE
(8 XAkl HL Ik Koot e
(9) HEEHAHEE

(1 0) RPIAFRHE
C1 1) RFPRYIFPEE

7)UniProt = {135 B SCRS B FE MR L5 6. 2

T PR A NI AR RS (text Search) , 187 5% UniProt 48 2 1) FE 4
48 (About UniProt) , B3 72 & L IA] Al i 2 (FAQ), LA & UniProtKB H J* S/ (User Manual),
HIRAE TR E B A IE R

2. EAXRG R
1) FIRHBH Swiss-Prot fl TFTEMBL FEF AR EERAREY L. P T B TREH
#EE (Taxonomy) BEF5. FHIKHEH. HAEEQIEEIFIIZEH.

Yk HL IS ¥ ox SW TrEMB
] FH7KT L AR
A Human Homo sapiens 9606 20,43 184,724
1
N R mouse Mus musculus 10090 17,25 68,647
2
p) chicken Gallus gallus 9031 2,314 49,059
| African xenopus 8355 3,514 108,387
JTCiE clawed frog laevis




oL zebrafish Danio rerio 7955 3,369 87,308
£
e Fruit fly Drosophila 7227 3,868 38,774
melanogaster
zk Roundworm caenorhabditi 6239 4,499 23,013
s elegans
R saccharomyce Baker s yeast 55929 6,733 10
[[EaS+ s cerevisiae
K W escherichia E.coli 562 739 483,596
FF coli
il arabidopsis Arabidopsis 3702 16,41 119,891
I thaliana
FAE japonica rice Oryza sativa 39947 4,197 144,676
subsp. japonica
R Pig Sus scrofa 9823 1,462 299,460
TSR
i)
3. NREAXKRRER

1) SHM UniProt HEET MR H MM AZKER (globin) FK 12 MEZERPIR.
i. 477 UniProt & J7 M3 Chttps://www.uniprot.org/) , Fiidi “Advanced” , AT
T RAY R S .
. fE NHSEHPIERE "Organism", FEHI AMEHIAS Human R42 AR H .
iii. 5 "Add a new field", ¥R — AN Ik K AF, 7E R B R iR
"Reviewed", fRFFEPEIRAEN Yes, K4l IR & /EF3hiEREN Swiss-Prot %% H .
iv.  FRAS T "Add anew field", i%£#%"Protein name" /”Protein family”, £ % AHEH
i\ globin.
v.  fiili search &4k
2) FIRUIHX 2 AKRBEANERS . BEARLRK. AFIIKE.

9



BREA A xR | H AR BZIRS
£
HBE HUMAN P02100 Hemoglobin subunit epsilon 147AA
HBD HUMAN P02042 Hemoglobin subunit delta 147AA
HBAZ HUMAN P02008 Hemoglobin subunit zeta 142AA
HBA HUMAN P69905 Hemoglobin subunit alpha 142AA
TFCP2 HUMAN Q12800 Alpha-globin transcription factor 502AA
CP2
HBB HUMAN P68871 Hemoglobin subunit beta 147AA
HBG1 _HUMAN P69891 Hemoglobin subunit gamma-1 147AA
HBG2 HUMAN P69892 Hemoglobin subunit gamma-2 147AA
NPRL3 HUMA Q12980 GATORI complex protein NPRL3 569AA
N
HBM HUMAN Q6B0OK9 Hemoglobin subunit mu 141AA
ANR49 HUMA Q8WVL7 Ankyrin repeat domain-containing 239AA
N protein 49
HBAT HUMAN P09105 Hemoglobin subunit theta-1 142AA
NGB _HUMAN QINPG2 Neuroglobin I51AA
CYGB_HUMAN Q8WWM Cytoglobin 190AA
9
MYG HUMAN P02144 Myoglobin 154AA
ADGB_HUMAN Q8N7X0 Androglobin 1,667A
A

5 (O JIR AR BT protein name 8% kK, HAEE NGB, CYGB, MYG: K {440 E
it protein family # 2 H k1), BT 12 MEk&EH, HEZH 7 —F ADGB (HELAEH)

HELLER . C i XIS A — DN A BREE B 45918 (globin domain) , REREEE S
LRMAE LSRR R4 5 MmaEE. NARANEREATSEEA. Bk, A5
2 b, EHIAANERE K.

10



3) SIMZLE [ alpha WJ: 22 5 i KPS & MRS 2 ARIRAE U 0 Ee ?

Percent Identity Matrix

O % sp|Q9NPG2|NGB_HUMAN  RGLEEZ 17.81% 21.33% 22.86% 22.14% 25.00% 24.29% 26.43% 23.53% 23.53% 22.79% 23.53%
O % sp|P02144|MYG_HUMAN 17.81% ROLKIRZ 27.92% 24.66% 25.34% 23.97% 23.97% 23.29% 25.53% 27.46% 26.76% 23.94%

O % sp|Q8WWM9|CYGB_HUMAN  21.33% 27.92% pULKLT 25.85% 25.17% 25.17% 25.17% 25.17% 26.24% 32.39% 30.28% 30.99%

O % sp|P68871|HBB_HUMAN 22.86% 24.66% 25.85% M w 35.97% 36.43% 42.86% 37.14%
(O % sp|P02042|HBD_HUMAN 22.14% 25.34% 25.17% w w M 37.41% 37.86% 42.14% 37.86%
O % sp|P69891|HBG1_HUMAN 25.00% 23.97% 25.17% M 35.25% 40.00% 40.71% 38.57%
O % sp|P69892|HBG2_HUMAN 24.29% 23.97% 25.17% w m 35.97% 40.00% 40.71% 38.57%
O % sp|P02100|HBE_HUMAN 26.43% 23.29% 25.17% M w 36.69% 40.00% 37.86% 36.43%

O % sp|Q6BOK9|HBM_HUMAN 23.53% 25.53% 26.24% 35.97% 37.41% 35.25% 35.97% 36.69% rUIMLZ 47.52% 45.39% 41.13%
O % sp|P02008|HBAZ_HUMAN 23.53% 27.46% 32.39% 36.43% 37.86% 40.00% 40.00% 40.00% 47.52% pOLAIRZ 59.86% 52.11%
O % sp|P69905|HBA_HUMAN 22.79% 26.76% 30.28% 42.86% 42.14% 40.71% 40.71% 37.86% 45.39% 59.86% pLIXILZ! {5,1.9‘795

|

100.00%)

O % sp|P09105|HBAT_HUMAN 23.53% 23.94% 30.99% 37.14% 37.86% 38.57% 38.57% 36.43% 41.13% 52.11% “m

% HER LS M4 8 alpha WA Z R K FA 2 MAEREH (NGB) , MHEMAH
43 EEN 22.79%

4) 5L H beta WHEZE T /NUFFHIRBA? 2274071 it 2 /A2

% BN LS AL A beta WAHEZE R /N FFI R ML EESTA (HBD) , 7 HA7 s
=147 x (100% - 93.20%) = 147 x 6.8% =9.996, £ 10 Z AL .

5. 7]

A.  UniProt F15E 3552 %4 UniRef 14 =N HE4, UniRef100. UniRef90 Fl
UniRef50, H# UniRef100 {54k 4E i % , UniRef50 A 1) 504 S5 i /b , B 7E SCHR( UniProt
EARBHEFERIAN) I, ARIRFF A UniRefl00_ PO1308 FAC T & 4 LS EF
%, UniRefO0__ P01308 itk 7 11 2&JF41, UniRef50__ P01308 il FILE 79 %7
Hlo EILHIAE UniRef50 K F55 %, UniRefl00__ P01308 K/, XA A%t .

(CHEf#, LU 72 deepseek FIMFERE)

1. J9ttA A UniRef50 2% H A& 1P 5 R % ?
LT = EEE ™R MRISEHE.
UniRef100 100% (5E A1 F) HREG™#s: R —BUNP A4 e RaE . miamb.
MFBER, R EERFHEEMFER LA CnmTResk B A RAME PSR i 58 4

11



FHFE PR
UniRefO0 = 90% AHXF BEtn: K AHBIEE B L 90% P A 3. MRl E. Bk
UniRef100 ) Z M %S FF. 5 P0O1308 JEFIAHLEEHE 90% 1751 (Clnsk B A EM. AOER
B, W IHNXA TR KR
UniRef50 = 50% JEH Tams: KAV 50%MF51RE. WmiiiE. EELIE
A, BETEZMESRRBRFAEKRETRERAS R, X 79 %475 0] GER bR
NEEZE LYol s Y ENE N SR
SR B UniRef50 25 HLE —A “ R, 11 UniRef100 2% H A2 % “ I
GROTI/INFEE” o AERRTERS, RAE—EM SRR ik, A% E B HCE B AR
ER
2. BB B A A2 UniRef50 /N2
X5“FHEHEAR K. TR, 5 RKEFALE UniRefl00 RS “KEE”,
e &Ik 1 B E AR 2 R K R
UniRef100: [ Jy=24% 100%AH R R, JUFEEANMEE I P 51 # 2 — MRS %
FibL, EMRELEH (X HERZ, BiEENERK.
UniRef50: P AFRMESERS, FIHEJLE /1 UniRef100 WA & 5% 7 L+ 4
UniRef50 HIi%. FTLL, BMIARKREZH (KK fEiD, S EMER /N

6. ARNMNEEL

A. GIA BERNMANEBS:

XS UniProt Hdfa i 2 Gt52 2], FAARE] Uniprot IZIREARH 98K, FHEH CRERK
WIHVYHIRZ . DU R IRAE S S R e 15 LU S 3 i &

E5E, KRILT 3 SAE Uniprot HEWM S AR /7. 4> UniProt 2% H #5H — -
—HIE xS (Accession Number) , Hl41s% FINLAHH] 2 MSTN Xf b POC670. KM ICHR
ERFA B EALILER TG, ATLLELE UniProt £ AR RHEPRMAZERS, XFEATL
BHEAWRIXAEA, XA 0T DR S E SRR .

534, Uniprot )ik R EERE 1 AL BATT R ARG . 1E B R — ML T
T FIRFER “Organism” , SRJEHIAN “Sus scrofa” Al LB R HB MK EAR, FE
B BT 9823 R MAHRE . 0T LUT 248 R, WiRAME 56 3 8,
FRIEVIFN “Organism” - “Human” , 2Ji% “Reviewed”-“True” C(XFEL Ik Swiss-Prot,
Blit N TS HE) » 24k “Protein family” - “globin” e AN BR S H FKEM 12 4>

12



WA, JEXMA G AW, W LPUEAE DA R R A R .

W] TSR T L1 “Customize columns” ZHEEW B B/R (5 B, BRIAMSE
Fohg REBRFHAIR, Fx5. EREA. WMEREMEE, il Ad “Customize columns”
PN, AT DA INFRATT 75 22 1) FL Ak T B AN 75 EE (S Bk . Hlansgn “Protein existence”.
“Length” . “Mass”s “3D structure”%s .

NN RN EBRHE, EAURPEARZIED, W “Function” . “Names &
Taxonomy ” “Subcellular Location” . “Phenotypes & Variants” “PTM/Processing” “Expression”

“Interaction” + “Structure” . “Family & Domains” . “Sequence” F1 “Similar Proteins”
AT UAR 4 7 B s A B M5 2. 7E “Names & Taxonomy” HA] AR B A A FR A1 4325, IF
HFATPAFE “Taxonomic” 14k 5| NCBI HIEEEEBE L 2] NCBI 73 25 Mul, SR J5E 25 HAh £
W A XA B N . TR P A LERTIS), PTRAZE “Sequence” H R #EE H 741 .

UniProt 45 BLAST. Align Z57£4k T. B . BLAST BRI LA PN A 7 51 3E 4745 = 5
FEEXS . Align Zhae il m] DL Sk LA R 8 A IS B RR 22 5, A T Re s PR IO L e i
AR TIER 3 R BELLAT 12 N AR WS, T LAAS 3 2 57 S RUAR (R 57 0 7 40 Ll AN 22 S Aor
Mo T4, WA LLEESE RS U EAFS, IAZIEYEE, FEEA A e B AR R 2
X L8 F 54T BLAST. Align Al Map IDs #E47#4E .

iR S DU A 1952 2T, BANIR B UniProt AMUAGE — N B TS B, B —4
ATLAEH), ik, BRI RIR R G, kIO A BB RS FME A 1 48R
PAR A2 BRANZR > rh ok T 3RAS N I R (B2«

*PRIMR T

7. PR SRS B

1) ZFR A JEX . BT SRS REERS .
% ¥, pig, Sus scrofa, P9823

2) EMIR R AL (LTI WL B B B B

%:: Metazoa (Z¥) ) > Chordata (A & s1%)1]) > Mammalia (" #L4¥) > Artiodactyla (1 &
H) > Suidae (J&%}) > Sus (J&J&) > Sus scrofa (E J&F)

3) ZWYFILE Swiss-Prot A1 TTEMBL 1% i 541 4% H %,
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% . Swiss-Prot: 1,462 4%; TrEMBL: 299.460 %%

4) ZWIFHE Swiss-Prot Al TrEMBL 1 H B A7 8 (1 JiUKCHIESE 17 41U 2% 3 2
% SR /M SE B “Protein existence” H [ “protein level " A &

Swiss-Prot: 618 %&; TrEMBL: 15,076 %%

5) WAL Swiss-Prot AT = 4E7S [ S5 M 1) 1 5% H 3.

% JeikFEreviewed (swiss-prot) ”, Ff mili 22 IS EAS “Protein with” — “3D structural

BE: A 214 K AA =Y R AR P8

6) B ZYIFIFE NCBI 70 2857 Wl b 5 H e M e R 22 Xk, IR UL HAEA(S .

Protein

Entrez Publie Nucleotids Ganome

Search for | as complele name ~  lock | search | Clear

Sus scrofa Entrez records

Taxonomy 1D: 9823 ifor references in articles please use nebitaxon:9823) Database name Direct links | Subtree links | Links from type

—current name

BioProject 3467 3,186
Sus scrofa Linnaeus, 1758 3 s e
type material of Sus scrofa: USNM : 83518 s = i e
= Conserved Domains 1 L
Genbank common name: pig
NCBI BLAST name: even-toed ungulates & whales GEQ DataSets

Rank: species
Genetic code: Translation table 1 (Standard)

Gene

Mitochondrial genetic code: Translation table 2 (Vertebrate Mitochondrial) Identical Protein Groups
Other names: Nucleotide
rinclude:

. " PubChem BioAssay
Sus scrofa Pietrain

PMC
—includ
Sus scrofa LW ‘ Protein 118,078 120440
SRA 103,967| 115,560
—common name(s)
wild boar, swine, pigs ‘ Structure 1,593 1,618
Direct
Database Information
links

R SRR TR QEEHT)
R 7 T I H BB, BRI AL Fr A2 2
BioProject e, AERA. IR RISMHIEIH . 7] 3,467
DL 2 21 NCBI 297 Al SCHR U 32 5 T H AR Ok
FR P A 4

A E 7E HAL NCBI 43+ %04 FE (4 Nucleotide
BioSample HISRAD HA s (AT 78 rh A FH 1) A= 0ok U ) 88,272
MR .

e EE RS EEIEE, FENEEF
FIH Ay TR IR ST B SR B LSS R iR B IR
Conserved Domains | H.457E MMDB ¥ A 6 250 = 4 5 1 i 45 1 1
B EERT o PR ST IR VR HHE R A4S Pfam. Smart
1 COG.
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GEO DataSets

4% T NCBI \F[KFIE Omnibus  (GEO)
Tl % 271 B34 e A 1 356 DR 3k RN 431 =F R s
£,

37,659

Gene

ARSI E, TETOax
SRR AL, IF HAT— NSRRI FUAk DOK
DRI DR R S A

76,719

Identical Protein

Groups

ALE NCBI 2 AN K5 A B3 Fh 8 15 F 136 17 HR
N2k H , H.3E GenBank fll RefSeq H IV ERESm D X,
P SwissProt #1 PDB 1103 .

345,305

Nucleotide

ALK E E B % R Fr 51 B0 P A 2 B
GenBank . EMBL FI DDBJ i) it J7 51 £ 45
Nucleotide & £ #& ncbi 3 % 1) = % 7 ¥

(RefSeqs) » KHEZH =T (TPA) HdEH
R TFEANER, UANEAFHEE (PDB)
&S it kPSR R B R T 51

3,404,751

PubChem BioAssay

41,4 PubChem Substance 7 ##fiid (K144 54 i
FIAEYIEYETRIE . EHRat T SR Y e rrT 4
KR, CFEREE T IR IEFE 7 2 A 20

5,282

PMC

PMC (PubMed Central) &3 [F [F 5 & 22 & 45
TEA AR T SCRR I B A %R . PMC B 5B
R H i e B AR 1) SC I A4 S Fo R

11,713

Protein

05 I E BRZE IR 17 41 808 PE Wi (INSDC)
B 53 ) GenBank. EMBL il DDBJ 4% R ic 5%
H AR A R 2 0 DX R IR B 2 I IR P A, DA
NCBI ZF P4 =J7 R (TPA) 4 PEid %
Hh ) g 5 DX R ) R IR P A1

118,078

SRA

SRA (Sequence Read Archive) G &RH T
— A1 & P . SRA 22 R R R H
iR I L T N AW DS e e = =0 &8

103,967

Structure

L5 SR B A S RN A B R I 465 ) S P S 56
4 . MMDB 1) 3 Sk J7 T Protein data Bank
(PDB

1,593

Taxonomy

05 78 NCBI 4l 2 b A 43 1 s i AR P ik
I RAKEIE R N o A 5 s
B, el Es 2] Taxonomy H(dE .
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7) %[5 Ensembl B{ Phytozome 55 R PRZHE 5, A ixFh D& e R RN 7, A

SERAFEARAZ S YR RN,

Summary

Assembly
Base Pairs
Golden Path Length
Annotation provider

5

Sscrofal1.1, INSDC Assembly GCA_000003025.6, Feb 2017

2,501,912,388
2,501,912,388
Ensembl

Annotation method Full genebuild
Genebuild started Sep 2021
Genebuild released Jul 2017
Genebuild last updated/patched Aug 2024
Database version 115.111
Gene counts

Coding genes

Non coding genes 13,159

Small non coding genes. 2,165
Long non coding genes 10,977 (excl
Misc non coding genes 17

Pseudogenes 482

Gene transcripts 60,440
Other

Short Variants 70,614,359
Structural variants 224,038

22,041 (excl 1 readthrough)

13 readthrough)

8) 1% Database Common, X H WA <R E,

Advanced Search

LRE R AL DR,

ﬁ}f&?&;ﬁ\:ﬁji’fm ;%\ o

“W

BN R E L P B AE BT E R

Select
Countri
Database Full
Name Name

Ensemy
]

Institutions

z
=g
aQ
@

nnnnnnnn

PAR e

ClRCpedia  databass

Datahase Gategories

B. G4B REFNMALL:

Data
Object

Data
Type

oge
i

g%
FE
ig
<

i

Unitzd

z it

H

H

China

I B

Keyword Location

Kingdam

Show 10~ entres

Host Founded ..z N
Institution Year T index
Europ:
Bioinformatics 2002 15483 645,54
Instituts
Mc
2017 1759 195,40
M
Fudan
2016 248 8480
Uriversity

WA, FEAR T UniProt B4 e (A AE FHURE, BB 1 LE TR ARBTE 78 dn o]

FIH Swiss-Prot 3k HU s J7i &

UniProt B = KAZ O3B 43 41 ik -
"UniRef (JFHIZHE) ", HH, UniProtKB 43 NP AT

"Swiss-Prot":

"UniProtKB CHIPHZE) ",

16

ERGEE, FHEFIRHMERER M IRZRIIRE X8k, FIHAE X6
B Ra i A EAERE R . PR 2 BRI A
— . UniProt (3 = 4514 Je AR 5T H (1N A B

"UniParc (JFHERSZE) " Al

L NTHH, ERELEAem. i, W, WaEn . Rk, &



Wisso XHFHURRAT T, wl R Z 7 R sk e Ba b iR SR e 1) S LT BT
- "TrEMBL": B IR P51 H Bl AR, R N Do B, A I /5 12 TR
UniProt $& 1" P FIRHEERE" (WHE Sk, BEIEX . BIRE S 1B RIRERSE) Xt
T BRIRI Z544 5 ThRe 70 A JC OV B2, A B Wk BUR I 1k DX sk A RS B AR A AL o

N S ST S EEPSY v
MBI LN (*Mus musculus®) 91, R 1 W ERYIRIK I, FRA

F AL EAFUKFIEE L =S E S X TR AR, w5 81207 R R H Ay

AR T T R SRR A
B4k, UniProt 552 Rl e i 7. 1 28 SR, A4
-"EERGHEHEE" (1 PDB) . HTAE PRI =445
- "R IAE e TR R S R ERIR AL . R B 1
- "BV RACHAE " s 3T R IRAL SN PR i P AR o

= WRANERS:
PR AN AE 2.«

1) SRR SCA S JECH S BT A RS
a4 NG
WL mouse;
P T304 Mus musculus;
BREEFS: 10090 (NCBD) )
2) R AL (R 1T NS B B B B .

Metazoa (3h#)5t) > Chordata (F&zh#171) > Mammalia (i##.4) > Rodentia

(W15 H) > Muridae (f#l) > Mus (/MiJ&) > Mus musculus (X F#)

3) ZYFhfE Swiss-Prot Al TrEMBL 1%t 741 4% H #.
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https://www.uniprot.org/taxonomy/10090
https://www.uniprot.org/taxonomy/10090
https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=10090

BLAST Align Peptide search 1D mapping SPARQL  UniProtks - [

Search

£ @& & Help

Status
Entries to be retained in UniProtkB:

* Entries from reference proteomes

o All reviewed (Swiss-Prot) entries

® Selected unreviewed (TrEMBL) entries with experimental or biologically important data

% Reviewed (Swiss-Prot)
(17,252)

Unreviewed (TrEMBL)
(68,647)

K Entries to be removed: Unreviewed (TrEMBL) entries that are not part of a reference proteome

Entries removed from unreviewed UniProtKB/TrEMBL will remain accessible in the UniParc sequence archive.
Please read our help page, view affected entries and proteomes [Z, or contact us with any questions.

Popular organisms
Mouse (85,899)

[l PO YO N V4 QPR .

The unreviewed UniProtKB/TrEMBL database will be reduced in size in release 2026_02 (first half of 2026).

4) ZWYFE Swiss-Prot 1 TrEMBL 1 & 1 B A & A /K -FUEdE 7 51145 B 21

Swiss-Prot: 13,322 %; TrEMBL: 26,514 %

5) iZ¥IFE Swiss-Prot 1 BT =i (A Z5 R ) 7 51 2% H 2

Taxonomy
10090 X

The unreviewed UniProtKB/TrEMB
Entries to be retained in UniProtl
Filter by taxonomy e Entries from reference proteom

e All reviewed (Swiss-Prot) entrie

Group by e Selected unreviewed (TrEMBL)
Taxonomy 3¢ Entries to be removed: Unreview
Keywords Entries removed from unreviewed U

Please read our help page, view affe

UniProtKB 2,619 r

Gene Ontology

Enzyme Class

& Tools ~ & Download (3k) Vir
3D structure (2,619) X
Entry a try Name 4o Protein
Active site (342)
O A2AIPO  CMI2B_MOUSE Ciliaryr

Activity regulation (299)

6) EHZYIFILE NCBI 79 2857 Wl v 5 HE A eI A2 Xk, IR UL HAEAAS

Entrez PubMed Nucleotide: Protein Genome Structure PMC Taxonomy BioCollections

Search for as | complete name v lock

Mus musculus

Taxonomy ID: 10090 (for references in articles please use ncbitaxon:10090)

current name
Mus musculus Linnaeus, 1758
includes: B LK3 transgenic mice
Mus sp. 1295V
nude mice
transgenic mice
Balb/c mouse

Genbank common name: house mouse

NCBI BLAST name: rodents

Rank: species

Genetic code: Translation table 1 (Standard),

Mitochondrial genetic code: Translation table 2 (Vertebrate Mitochondrial),
Other names:

common name(s)
(mouse

Lineage(full)

Entrez records

Database name Direct links | Subtree links | Links from type
BioProject 104,824 105,291 -
Bic
Conserved Domains 22 79 z
GEO DataSets 2,648 711| 2,649,811
Gene 251,762| 251,857
Identical Protein Groups 266,880 269,787
Nucleotide 10,586,709 11,197,788 |
PubChem BioAssay 233494| 233498 9
PMC 42,241 42,648 &
Protein 388,562 398,378 -
SRA 3,024,937 3,039,995 =
Structure 10,413 10,420 3

Dipnotetrapodomorpha; Tetrapoda; Amniota; Mammalia; Theria; Eutheria; Boreoeutheria; Euarchontoglires; Glires; Rodentia; Myomorpha; Muroidea; Muridae; Murinae; Mus; Mus

Comments and References:
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Database

Information

Direct
links

BioProject

e N AHERK EBRMA R (EET)
R 5T H B AR, A 5L PRI N P A 2H 2%
Pl RN, R, RIAMFEIH . AT
LLBESE 2] NCBI 731 F1SCHRECHE P -5 100 H AR %
IR Hd -

104,824

BioSample

A5 7 HAh NCBI 4372 2 (41 Nucleotide
1 SRAD HAE s B 7T A8 I A= sk TR A R
MR .

3,010,333

Conserved Domains

e~ MEERS B E, FTEANERF
H LS A3 T AL R 51 ) R B B G R IR L
£ 45 7E MMDB 045 22 ot O 0 = 4k 85 [ i 4544
R EE X o PR S 3k ) R B0 E AL FE Pfam. Smart
1 COG.

22

GEO DataSets

i 7 NCBI M\FE[FZRIA Omnibus  (GEO)
Tkt B2 1) i 2w AL 14 2 DR 3R A A 43 1 =F B 8
£,

2,648,711

Gene

AR SEE, LETOa%
AP AL, IF HAT— NS BRI FUAk DOR
DRI PR R S A

251,762

Identical Protein

Groups

L8 NCBI 24> R & Fh 8 (A o B3 1 5
Nk H, B35 GenBank 1 RefSeq H [V ERE 4utd X,
P SwissProt 1 PDB 1103 .

266,880

Nucleotide

05 K B E PR B 7 51 B e R 4R 5
GenBank . EMBL F1 DDBJ ] it 5 J7° 51 5 4
Nucleotide & £ #& ncbi 3 % 1] = % 7 ¥

(RefSeqs) , KRHEH =T (TPA) Hdl R
PR, AN EE P EHEE (PDB)
&5 g s PSR B R R P 51

3,024,937

PubChem BioAssay

41,4 PubChem Substance 7 i [ 4k 41 i
FIAEYIEEIRIE . ERAE T A Y e i T
R, OHEEE T IERE R 044 F S8

10,413

PMC

PMC (PubMed Central) 72 3 [H [H 5 = 22K
TEA mRE T SCER B RS R . PMC B E1EH

42214
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R ES SR B AR 10 S 28 1 4 S TR

B85 M Rz 5 1R P 51 50 PE M (INSDC)
B 53 i) GenBank. EMBL #11 DDBJ (4% FER 10 3%
Protein PR iS X BRI IR ER T H], LK 388,562
NCBI 2% 74 FI 55 =J7 718 (TPA) ¥ PEid %
HH R 2 R DX R 28 1 S IR T 1

SRA (Sequence Read Archive) & KH T
SRA —RAWFF S HMFEdE. SRA #32IFHRHMERE 3,024,937
FIA 2410~ — A0 & s .

BE R B SRS AR IR R T 5E (1 S 5

Structure ¥ 485 . MMDB % E K V5 T Protein data Bank 10,413
(PDB
5 E NCBI Hu¥fs 5 A 20 7 5l ) A= ik
Taxonomy B ARG KB IE R A5 BRAEEE 18

i, e U N2 Taxonomy HdE & A .

C. G4C KRB NIBL:

Uniprot 35 FEFEKRBEYIM R BR T H RN N B E B4
UniProt fENEERBUEER A A, DR KR i SR 22 it seaR it 1A% O B B B S,
ERIEN P SRR R R AL, AR DIREMAT D057 2 D230 5 70 7 8 B 4
FERN R BHIR DI EFERE T 1, UniProt Wor 7RIS . RERS A B 2R R i) v ot B A1 PP 471 5 T g
TERE . AR A AR N 26 H AT PR IR O A0 E A7 a3 #0510
B, AT A FKRE R 0 PR ZE S SR A2 T KT

FEOL R FP 2R 298 . A BLAST LEXS /KRR )8 H P85 UniProt 25741, fig
FEHEE LTI s PSR ER A A A o, T AR S X DI RE RIS o R I P A 4 ]
HH, WK ZIEE, KUESETHR 5 B b DS S5 2 A R TR 25

FEM T 5 ZREERT T, 2 IR UniProt A FEZKRER S PR T R E, FIHY
ERGREW, HUAEE SE ARG R, MRS R IEOEE 32 e

VE AR R BRI FE A% 0 T H, BWRIZH UniProt, fig RGESHKRERL T 5 2 Zh 81
AR S A .

&
=
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	1.时间：2026年4月1日 18：00
	2.方式：线上（腾讯会议，微信）
	3.主题：深入了解UniProt蛋白质数据库网站，完成课外练习等。
	4.内容：
	5.问题:
	A.UniProt中蛋白质序列参考集UniRef中有三个数据集，UniRef100、UniRef90和U

