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(1) BLAST %3 E# A%

@ JeMELHRY LR FFIHE T EFTVABRF TR R
4 2| € 3, 2 blast P K ENZF P60 40 %45 &, A0 K 234TH0% 09K B 5 7] £ NCBI BLAST

m National Library of Medicine Login
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NCBI Home Welcome to NCBI Popular Resources
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BLAST finds regiorff of milarity between biological sequences. The Here are a few highlights in our latest BLAST+ release:
Igbtide or protein to

S

prog!

and I the

Learn more Download BLAST+ 2.17.0 now! B More BLAST news.
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Web BLAST

BLAST Genomes
Human Mouse Rat Microbes
Standalone and API BLAST
‘ Download BLAST B Use BLAST API Use BLAST in the cloud

L—J Get BLAST databases and executables Call BLAST from your application Start an instance at a cloud provider




# ENTER W A5 3] (3T A 4F) -
CTGATGAATCCCCTAATGATTTTGGTAAAAATCATTAAGTTAAGGTGGATACACATCTTGTC
ATATGATCAAATGGTTTCGCGAAAAATCAATAATCAGACAACAAGATGTGCGAACTCGATATTTT
ACACGACTCTCTTTACCAATTCTGCCCCGAATTACACTTAAAACGACTCAACAGCTTAACGTTG
GCTTGCCACGCATTACTTGACTGTAAAACTCTCACTCTTACCGAACTTGGCCGTAACCTGCCAA
CCAAAGCGAGAACAAAACATAACATCAAACGAATCGACCGATTGTTAGGTAATCGTCACCTCC
ACAAAGAGCGACTCGCTGTATACCGTTGGCATGCTAGCTTTATCTGTTCGGGCAATACGATGCCC
ATTGTACTTGTTGACTGGTCTGATATTCGTGAGCAAAAACGACTTATGGTATTGCGAGCTTCAGT
CGCACTACACGGTCGTTCTGTTACTCTTTATGAGAAAGCGTTCCCGCTTTCAGAGCAATGTTCA
AAGAAAGCTCATGACCAATTTCTAGCCGACCTTGCGAGCATTCTACCGAGTAACACCACACCGC
TCATTGTCAGTGATGCTGGCTTTAAAGTGCCATGGTATAAATCCGTTGAGAAGCTGGGTTGGTAC
TGGTTAAGTCGAGTAAGAGGAAAAGTACAATATGCAGACCTAGGAGCGGAAAACTGGAAACCT
ATCAGCAACTTACATGATATGTCATCTAGTCACTCAAAGACTTTAGGCTATAAGAGGCTGACTAA
AAGCAATCCAATCTCATGCCAAATTCTATTGTATAAATCTCGCTCTAAAGGCCGAAAAAATCAGC
GCTCGACACGGACTCATTGTCACCACCCGTCACCTAAAATCTACTCAGCGTCGGCAAAGGAGC
CATGGGTTCTAGCAACTAACTTACCTGTTGAAATTCGAACACCCAAACAACTTGTTAATATCTAT
TCGAAGCGAATGCAGATTGAAGAAACCTTCCGAGACTTGAAAAGTCCTGCCTACGGACTAGGC
CTACGCCATAGCCGAACGAGCAGCTCAGAGCGTTTTGATATCATGCTGCTAATCGCCCTGATGCT
TCAACTAACATGTTGGCTTGCGGGCGTTCATGCTCAGAAACAAGGTTGGGACAAGCACTTCCA
GGCTAACACAGTCAGAAATCGAAACGTACTCTCAACAGTTCGCTTAGGCATGGAAGTTTTGCG
GCATTCTGGCTACACAATAACAAGGGAAGACTTACTCGTGGCTGCAACCCTACTAGCTCAAAAT

TTATTCACACATGGTTACGCTTTGGGGAAATTATGAGGGGATCTCTCAGCGCTCAGTG



National Library of Medicine

National Center for Biotechnology Information

BLAST ® » blastn suite Home RecentResults St

m blastp blastx tblastn tblastx

Standard Nucleotide BLAST

BLASTN programs search nucleotide databases using a nucleatide query. more.

Enter i gi(s), or FASTA © clexr Quenfubrange @

TCCAGGCTAACACAGTCAGAAATCGAAACGTACTCTCAACAGTTCGCTTA &
GGCATGGAAGT TTTGCGGCATTCTGGCTACACAATAACAAGGGAAGACT
TACTCGTGGCTGCAACCCTACTAGCTCAAAATTTATTCACACATGGTTAC

| GCTTTGGGGAAATTATGAGGGGATCTCTCAGCGCTCAGTY 4 To

From

Onuphac e BREXS | FERXE )

Enter a descriptive title for your BLAST search @

Align two or more sequences

Choose Search Set

Bisadacdaih TINT NS SN + transcript databases () Betacoronavirus () Experimental databases

Core nucleotide database (core_nt) v e
Orqanlsm

...... | exclude ((Add Organism

Enter organism common name, binomial, of tax id. Only 20 top taxa will bo shown

Exclude Models (XM/XP) L sample
Optio

Limit to Sequences from type material
,,,,,,,

Enluz‘ Query Youlll) Create custom database
Enter an Entrez query fo il search @

Program Selection
Optimize for @ Highly similar sequences (megablast)
More dissimilar sequences (discontiguous megablast)
Somewhat similar sequences (blastn)
e a BLAST aigarithm

BLAST Searfh database core_nt using Megablast (Optimize for highly similar sequences)

slbw results in 3 new window

T

Q HRBEARXESRIFHT

#& choose search set ' #AT X 4 SR

HRRE XA : £ nr #IEEL R, ZE Entrez Query FTHMAHER N, Hlde, R 57|60
WA 1E £8 (d= Escherichia coli) #9775 % R/ B, *T#iA: NOT Escherichia[orgn],iX it [ 1k 2&

R KE E coli $EKFFIEL, LREFETREHRA G ERA,

#7214 (Expect threshold) : PRAFERIN (10) BP*T . de Ribxt 28 RAEF 42 H E-value 4L 0.001,

FEBHAEG AT,

I B e B R 3%T 8 . 3 URIE 4 “Filter low complexity regions” o AP oL LXK (0%

SLEAE B TEFT)) TRALER, FERTEXELT,

Z &M BLAST W A AR &, 2iddf & B4R 42 A Blastn) :

TH LN A& ikt £ (ANYEe

blastn MR MR x H5 B ANLES DNA A7)
blastp Ea Ea x KRR REG. DR
blastx A &8 W NALER HT A3 P TR G G A

ERERFI P REZES

tblastn 9 A b & Y2 A .
o g

tblastp &8 &8 x Fl blastp, & &-%&% &bt




BERGRIPAL T XBEARA
A. FiHFEE%E (Query Cover) : 4o R B ZFIKT 70%, HAMRG AR 7| F RAH —H5 5H%EE
TEL, HARIThARIG KR, RERRGBHE, k8 LERRGHEK.
B. #4a#4& (Percent Identity)
a. >99%: MATRAR —MA, RIZMALAERR T
b, 95% - 99%: THRER R, B4EKERTRE S HKE EF,
c. <90% ({12 BLASTx EER¥F) : WHAMAFRIR, 2t AR (mitt, #5448)
= AR, R ARAE SR R IR
C. EE&FF/ A AR
B %/ tophits A EHZEE (4= Lactococcus) , W kAR T AR Q%
R hits RAEARE A Mt b, BERPRAGER T THH A GERT ESRELSTH),
F R IR 38 37X H AT S ARG AR T AL,

Je AT AT 8 —F ik, T ABIE A M R EAEZR N 49 filter #E4T 7L, organism F BT L. A

WA FE N KIATH G 0945 F 3t bk,

m GuphcSummary  Alghments  Taxonomy

Sequences producing significant alignments Downlosd v Selectcolumns ~ Show [ 100v | @

selectall 0 sequences seiocies

@ How to read this report? B BLAST Help Videos.

Filter Results

Organism

Algnments  Taxonomy

Sequences producing significant alignments bowmioafl ©  selectcolumns ~ show [ 100v | @

LIRS Graphic Summary  Algnments  Taxonomy

Sequences producing significant alignments Download Select columns ~ Show ®

o Recont Results Saved Strategies  Help

= Your results are filtered 16 match records that include: Eseherichia coli
o3 DBack o Traditionsl Resuls Pay

Selectall 20 sequences sefected

exclude

IellQuery_772145%
None Percent Identity Evalue Query Coverage

eooo

1338

2
200 2612008 0% 00

Graphic Summary  Alignments  Texonom, y Mo o 0w 00
w ems wes 00
Sequences producing significant alignments Download ~  Select calumns < Show _100¥ | & s wm o 00

'ageQoO00OO00



(2) Uniprot 4 71 £ 3. NCBI-EBI. CNCB 1% fl 4% 3

@ Uniprot 3 &% F
A A&
ZEMARN (https://www.uniprot.org/) #i% RAEP AN K423, EFHLZH T,
RS PN P
a. AR %, 4= tp53 A ACE2
b. & %A%, %= insulin receptor
c. 4# 4%, 4= human. mouse & 4:T % Homo sapiens
d.  UniProt A %%, 4= P04637 (TP53 &%)
e. Xx4%13, 4= kinase. apoptosis
B. %%t % (Advanced Search)
TR PHEAGR TR, EEHEELME Advanced HANFHBEE RN G
BFEAE: ATEEEPEBEH £ FH (32 Organism. Gene name. Function. Disease %) ,
R LINE L o
WA S 8L “Add field” FeEAK4, A AND. OR. NOT #ATEHME,
C. ERETETH
WwREZ—ARABEBRENEONEELE, TUERAAT H X
BB E + FH MERELSHFRLEEIEE, &+ Download, #£4F TSV 3 Excel # X,
BPST F# &4 UniProt ID. A B & 4t 53K EFFHEEA . TEATT&F Customize columns
BEXEZFHOFHE
@ EBI # A
EBI #9 A% Ensembl (Z[E#%] %) #= EMBL-EBI s Loy THF%,
A. ZGURE»H (UniProt)
Rk HEZFAOLHIARL o #AFBE, ANFAETELESR, Bmegiz, %4
MR, FIHE 8, AR FH: HELERNE
# A Excelo

TARNLY (kR E, Wit, 5FT2), —#T

B. 257kt 5 4 Bkt
a. Clustal Omega: EBI #4680 % 5okt TA I H#H T E2H T 557, 2 R TR,
X Hrir i % A& Ko



b. EMBOSS Needle: #8574 Byt st 69 B it TR, f6 =AM — 35 2] 5 — bt i 5 5 71,
AR A A AL

C. Fae &M=+ (InterProScan)

Rik: MNEAFF, T—kMES Pfam. PRINTS. PROSITE % # +A 4448 & 69 7| 45
R FEAQEHR. Kk, AL EF/E 8, X2 NCBI 49 CDD (BRFLEMBEKIMEE) IR
(e N

& B MM (AlphaFold DB)

#A UniProtID XA HE%, THEEA EBl 5 DeepMind 41549 AlphaFold M &9%& & i =
MR, L HFT#H PDB Lt

@ M UniProt ##EAE FRBA, PR KA L4%K G alpha TEEARFF], #

T3 & Ry et
A Rk

Advanced Search! x

Searching in

Release 2026_01 | Statistics & @

UniProtKB i

Protein Name [DE] +
Orgdhism [05]
AND * Keyword [KW] Q  Remove

All
AND ~ Remove
Add Field quence and functional information. Cite UniProt **

Type * in the search box to search for all values for the selected field.

Remove

Q  Remove

Advanced | List [RTEIE]

2ase read our help page, view affected

.' BLAST Align Peptide search ID mapping SPARQL  UniProtkB - Search & iy
LD %P01942 - HBA_MOUSE

Names & Taxonomy

Protein’ ‘ Hemoglobin subunit alpha Amine acids| ‘ 142 (go to sequence)

Subcellular Location Gene' | Hba Proteinfl Evidence at protein level

2 1 q existence'
Phenotypes & Variants Status’ ‘ 3 UniProtKB reviewed (Swiss-Prot)

. Annotation @
PTM/Processing Organism’ ‘ Mus musculus (Mouse) e
Expression
. Entry  Variantviewer §  Feature viewer Publications  Externallinks  History

Interaction
Structure & Tools - . Download @ Add Addapublication Entry feedback

Family & Domains .
Function

Involved in oxygen transport from the lung to the various peripheral tissues.

Sequence

Similar Proteins
Hemopressin

Hemapressin acts as an antagonist peptide of the ¢ binoid receptor CNR1. b in-binding efficiently blocks cannabinoid
receptor CNR1 and subsequent signaling. (™ gy similarity

Features

Showing features for binding site’.

Q @ & .+ Download )



UniPro.t.. BLAST Align Peptide search ID mapping SPARQL  UniProtks -

Advanced | List ST

|Funccion

% P69905 + HBA_HUMAN

Names & Taxonomy Protein’ | Hemoglobin

Subcellular Location Gene'

Disease & Variants Status’ | 2

existence’

I 142 (goto sequence)

L Annotation @

PTM/Processing Organism' score’
Expression

Entry Feature viewer Genomic coordinates Publications External links History
Interaction
Structure & Tools ~ load € Add d& Community curated (3) Add a publication Entry feedback
Family & Domains .

Funcjiog

Sequence

Involved iffoxygfin transport from the lung to the various peripheral tissues.
Similar Proteins
Hemopregsin

Hemopresflin ac

Hemop

Miscellandous
Gives bloofl its rdd color.

Featunes

UniProt
[ 1)

Function rianfjviewer Feature viewer
Names & Taxonomy
Subcellular Location
Phenotypes & Variants

PTM/Processing

‘ " . or sequence clusters in UniRef
Expression

Thols - & Download @ Adfl Highlight - Copy sequence
Interaction v
Structure Mass (Da) 15,085

m q 10 20 30 40 50

Family & Domains MVLSGEDKSN IKAAWGKIGG HGAEYGAEAL ERMFASFPTT KTYFPHFDVS
|Sequence 100 118 120 130 148

KLRVDPVNFK LLSHCLLVTL ASHHPADFTP AVHASLDKFL ASVSTVLTSK YR

Similar Proteins

BLAST Align Peptide search ID mapj ing SPARQL  UniProtkB -+ Search & @y B

Publications

as an antagonist peptide of the cannabinoid receptor CNR1 (PubMed:18077343).
biflding efficiently blocks cannabinoid receptor CNR1 and subsequent signaling (PubMed:18077343). (™ 1publication

External links History

Last updated 2007-01-23v2
MD5 Checksum' DOTA65D16C2DBET322015943CBI8IAAE

60 70 80 98
HGSAQVKGHG KKVADALASA AGHLDDLPGA LSALSDLHAH

Computationally mapped potential isoform sequences’

There is 1 potential isoform mapped to this entry

View all

B Entry

[J Qoives Q91VE8_MOUSE

BT 7 4 Bt st .
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=it s ~
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IR bt Ul S Rl S e
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Gene name

Length

Hba-al 142
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https://ngdc.cncb.ac.cn/bit/needle
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b. BLAST: NCBI=*BLAST(blastn / blastp) (& % A, &3 baf) 2i&£ 4% Align two or more sequences 1%

K= EEH O RZIAFIAF 7] (Wik: Nucleotide BLAST: Align two or more sequences using BLAST)
M FmPAZT AE B T RE

(44 M 1k C:\Users\tao\AppData\Local\Temp\1\mso6BC3.tmp)

National Library of Medicine

National Center for Biotechnology Information

BLAST © » blastn suite

Align Sequences Nucleotide BLAST
m blastp blastx tblastn thlastx

BLASTN search

Home RecentResults Saved Strategies Help

ide subjects using a ide query. more...
Enter Query Sequence

Enter accession numberis), gi(s), or FASTA sequence(s) @ ciear

Query subrange @
From ]
p To

OrUpicaatiS S | R (>}
Job Title ‘

Align two or more sequences (23

Enter accession number(s), gi(s), or FASTA sequence(s) @

Clear Subject subrange @
Fom [
E el ]
Or, upload file %‘ SpEE )

c. Expasy SIM (#3305 7| b3t -F &)


https://blast.ncbi.nlm.nih.gov/Blast.cgi?PAGE=MegaBlast&PROGRAM=blastn&BLAST_PROGRAMS=megaBlast&PAGE_TYPE=BlastSearch&BLAST_SPEC=blast2seq&DATABASE=n/a&QUERY=&SUBJECTS=
https://ftp.ncbi.nlm.nih.gov/pub/factsheets/HowTo_BLASTGuide.pdf

SIM
Expasy®

A Home &2 Contact

SIM - Alignment Tool for Protein Sequences

SIM s a program which finds a user-defined number of best non-i ting ali between two protein sequences or within a sequence
[more].

Once the alignment is computed, you can view it using LALNVIEW, a graphical viewer program for pairwise alignments [reference to LANVIEW].
Note: You can use the PBIL server to align nucleic acid sequences with a similar tool.

Enter two sequences:

In each box, please enter one UniProtKB AC/ID (e.g. P05130or KPCI_DROME) OR one protein sequence in single letter code.

Sequence 1: Sequence 2:

Parameters:

Number of alignments to be computed: 20
Gap open penalty: 12

Gap extension penalty: 4 [documentation] ]
Comparison Matrix|BLOSUM6E2 v/

T B
EEFI: AP, RETEFE XFNFI LS K, 4o BLAST £ 45 FASTA, #
PV AR PIARIR A (B A4 N\ Accession & Gl %) .
B.A-K S5 5 & By 3t bt
a. AFPNKE: 142aa (RIEFF) C 374 . KYR--, RE=A#%)
b. KRAFFIKE: 147aa (C %A H I AHKYHS ANFRA)
et B KE: 147 aa CEAFTIFH 3 N4t XA/ 2 A4z, 2448 5)
score: 587, XEFAXARAKXFIGERR, FE Al nicrkEd a BAGHLRT M,
B AR F K
a. dmirEsbs{z& (% 58 12 His, % 87 1= His ¥) ¥ rLKY.
b. 5 B BEAMIMERHRXER (v alp2 #HikdE) L& K.
c. N 3#A7 50 NERAEILFRLHE, R BLEARTHSE QA Ala XK Asp H
#) o mirF G a BEAFILSNY T HEEKT, AfKRGFIH0E >80%, &
T ARG (GA. HRM) 9k,
EMFE L

s

a. VREFSZLETERBEERBR C i3, TR SUAHRFFOEZAT G pH HEMK,
SR M m L) ¥,
b. C s5xf (KR % 5 AKRE) T LR T, AhHh i Efh R wEK

AR, RARFL—ANBHLEXIER.

(A
AN
o}

a. ZHWHERFWMET T AFRKRALLZEES a ZAWFIAMERA @K EF. &—B %

1



(75.5%) FemAafatt (81.6%) EETHAZRRRAEZ:;
b. C #KEEFRFVHIERTFHEEIARIUFARG T LR E,

ChE vs K& 4 Ed a T4 (HBA) Needle £ &bt

Moo gt 254 (R XA
PeAF KB 142 MNaAB (BEFIIKERE—E)
a. —Z M (Identity): 120/142 = 84.5%,84.5% &9 R A& % 2 4R
b.  AAfAtE (Similarity): 127/142 = 89.4%, 8, 2t FiAR A8 K ER (e KA, -
W), EARDRRTHARS
c. =% (Gaps): 0/142=0%, XA 4N / % (Indel) , BRI KET L EE, ZH5ERK
F
d.  text#F4 (Score): 632.0,0ERZ, WAL R T i, FIRMEMRE
D. J& vs A &2 &¥E a A (HBA) Needle 2 &bt
AT KB 142 BE R B0 R KA (R242)
a. — M (Identity) 122/142 (85.9%)% 4 48R &9 £ & #% 7% & b5 bt
b. AafAtE (Similarity) 131/142 (92.3%)3ZAL MR ARl R A BR AL Bk (AT 4 —F)
c. ={z (Gaps) 0/142 (0.0%)b3f F TAEATHEN / % (gap)
d. ratiF4 (Score) 648.0 £ F EBLOSUMG62 %E [ 45 5t 69 4150, MMEM S, 3
B Yo T 2 AR AT
MR B BT A F)
AEFINAERA R, RKEARE—HK, ERHART. REZMELRTLER () RAFHAE
A 1), RED HAz A A EF (e AF 74 SPADKTNV vs (&89 SGEDKSNIK X3#%) .
BRS AT, HFERRKOQAERRMABGARKTE (a- KEORBAKZSEEG, #ILET
X, B3 &EARTF) o



[
Paramators —
Sme P~ s

# Program: needle

# Rundate: wed 25 Mar 2026 23:35:59

# Commandline: needle

# -asequence /blastdisk2/blastdata/tooclkitv3/task/S8GONPDXTQVF/sequence_a.faa

# -bsequence /blastdisk2/blastdata/toolkitv3/task/3GONPDXTQVF/sequence_b.faa

# -gapopen 18.48

# -gapextend 8.5

# -endweight false

# -endopen 18.8

# -endextend .5

# -datafile EBLOSUMEZ

# -aformat pair

# -outfile cutput_protein.needle

# Align_format: pair

# Repert_file: output protein.nesdle

&

# aligned_sequences: 2

# 1: hba_human

# 2: hba_rat

# Matrix: EBLOSUMG2

# Gap_penalty: 18.8

# Extend_penalty: 9.5

&

# Length: 147

# Identity: 111/147 (75.5%)

# similarity:  128/147 (81.6%)

# Gaps: 5/147 ( 2.4%)

# Score: 587.8

#

&

hba_human 1 MVLSPADKTNVKAAHGKVGAHAGEYGAEALERMFLSFPTTKTYFPHFDLS 58
PR TR e L e T TR DT LR D T2

hba_rat 1 MVLSADDKTNIKNCHGK IGGHGGEYGEEALQRMFAAFPTTETYFSHIDWS se

hba_human 51 HESAQVKGHGKKVADALTNAVAHYDDMPNALS ALSDLHAHKLRVDPYNFK 1ee
B R e P R A R R AR RN

hba_rat 51 PESAQVKAHGKKVADALAKAADHVEDLPGALSTLSDLHAHKLRVDPVNFK lee

hba_human 181 LLSHCLLVTLAAHLPAEFTPAVHASLDKFLASVSTVLTSKYR- - --- 142
R RN Y e R R RN AR RN R R AR RN

hba_rat 181 FLSHCLLVTLACHHPGDF TRPAMHASLDKFLASVSTVLTSKYRAHKYH 127

B

B e

|: TAEAE AR

o AR R AR 69 £ R

o AP B 55 AR 6 RL R
g I N KD S N Y. T
- PR A

- 1 PSR RALAIE SFPTTXTYAS 5 A8
1 dekte e el b e |

- 1 PMLTTECSTALNGNY. WOEGEA ALV FESFD 46

- 5 15 RO MDA SIRE  5:
TR T 11.-11

- 5 LSTIOARANWAKE G SORLMINGTFATISELADR 96

1111 111 J-.I1
- 5 VPNV AT 161

Program: nesdle
Rundate: Wed 25 Mar 2026 23:38:3@
Commandline: needle
-asequence /blastdisk2/blastdata/toolkitv3/task/WBL7TSDXKBI/sequence_a.faa
-bsequence /blastdisk2/blastdata/toolkitv3/task/WBL7T5DXKB]/sequence_b.faa
-gapopen 10.8
-gapextend 8.5
—endweight false
-endopen 10.8
-endextend 8.5
-datafile EBLOSUMG2
-aformat pair
—outfile output_protein.needle
Align_format: pair
Report_file: output_protein.needle

A R I

Aligned_sequences: 2
1: HBA_MOUSE

2: HBA_RAT

Matrix: EBLOSUME2
Gap_penalty: 10.8
Extend_penalty: @.5

Length: 142
Identity: 120/142 (84.5%)
similarity: 127/142 (89.4%)
Gaps: 0/142 ( 0.6%)
Score: 632.8

R I T

HBA_MOUSE ERY cansonuercstacionaonTanziz s p o - —
[l B e R R T e
HBA_RAT 1 mvif5ADDK TNIKNCIWGK I6GHGGEYGEEAL QRMFAAFPTTKTYFSHIDVS se
HBA_MOUSE 51 HGPQVKGHGKKVADALASAAGHLDDLPGALSALSDLHAHKLRVDPVNFK 108
Al NS R TR N R S RN AR AR
HBA_RAT 51 PGIRQVKAHGKKVADALAKAADHVEDL PGALSTLSDLHAHKLRVDPVNFK 108
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ol N RN AR AR AN AN
HBA_RAT 101 FLYHCLLVTLACHHPGDFTPAMHASLDKFLASYSTVLTSKYR 142
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HeatMap
Set Input ID list
# Drag Input Expression Matrix
# With Column Names and Row Names
# For Example:
#
MH1 MH2 MH3 MH4
Lucuminic acid 3.025063682E7 3.732006021E7 3.379866562E7 3.74B494632E7
Linalool oxide primeveroside 3.679532571E7 4.007048712E7 4.200997275E7 4.682236517E7
Jasmonicacid 397499043 4180907.88 420291821 4686693.1
Pipecolic acid 3.645574582E7 4.017624227E7 4.100532282E7 4.883142162E7
Isovitexin 9634676.27  1.288954805E7 1.466759402E7 1.208404319E7

["] o1d version

Kl Il

(Opticnal) Set Input Row Group File (GrpID\tSubGrpID\tRowName)

Drag and Drop a Tab-delimited File Here ‘

(Opticnal) Set input Col Group File (GrpID\tSubGrpID\tColName)

Drag and Drop a Tab-deliminted File Here \

(Opticnal) Preset Newick for Row (Optional) Preset Newick for Column

Bil

DefineRowColor

DefineColColor
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[ |
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Show Control Dialog
I L ucuminic acid
I N | inalool oxide primeveroside 8000000000.00

I Nicotinic acid

Glycerophosphocholine

Guanine 0.00

Luteolin-8-C-glucoside
(N I N N Hydiroxyjasmonic acid glucoside
[ I N inalool primeveroside

Glutamic acid

Kaempferol-3-(6"-galloylglucoside)
[ N N Kaempferol-3-arabinoside
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[ N N I sucrose
N U ) >
P

I Jasmonicacid 7000000000.00
[ N N I Pipecolic acid 6000000000.00
I I I (sovitexin 5000000000.00

Quercetin 4000000000.00
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2000000000.00

[ N N N K aempferol-3-(6-acetylgalactosid gl 1000000000.00
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(DUniProt 48 E#X
UniProt 2 B R4 & & O R IEE, &6, UniProtKB %718 &, UniParc V245 E 4= UniRef &% 5

1



7% =35 . UniProtKB #4rif &£ UniProt 8945, R& QMG 7B, LOIERZERE L,
UniProtKB 47iR & % Swiss-Prot /= TIEMBL A~ &, Swiss-Prot T & 50 277 & 571 A TH
[ feiz 8, @ TIEMBL T E¥ 14 10% 5571 % ®MB A 7|53 & EMBL 8 & & K %4 5 7 &
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1) UniProt # 3% B & R =3 9 48 5%, ?

UniProtKB ##iR . UniParc V24% &A= UniRef &% 5 7% =35,

2) UniProtKB %ni% B &g R %5 3R 5 48 2%, ?

UniProtKB %riR &% Swiss-Prot = TrEMBL #A~F 2,

3) UniProt %748 % (Statistics) &L3ETR & + 243 8.2

Introduction——H& 2 fa] A~

Taxonomic origin——% £ A2 R
Sequence size VPN
Journal citations #1351 R

Statistics for some line types X il 8 KA B Gt RO

Amino acid composition F AR 28 A%,

Miscellaneous statistics 2 I #HE it
L ATHR A A UniProtKB 2026-01 fa A&, X # F 2026 5 1 A 28 A ZH#1 =, YA4E T /& UniProt FTP &
1% ( 2 Hk

https://ftp.uniprot.org/pub/databases/uniprot/previous_releases/release-YYYY_ NN/knowledgebase/)
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Iimroduction UniProtKB statistics |
Taxonomic origin
Sequence size |ntl’0ducti0n

P This is release 2026 01 of UniProtKB, published on Wed Jan 28 2026.
Journal citations

Statistics for some line types Previous release statistics are available from the UniProt FTP server.

Amino acid composition . - .
Throughout this document, whenever a statistic has a corresponding query, a link has been provided. In some instances, due to the nature of

Miscellaneous statistics the statistic, no query link is possible.

Total number of entries in this release of UniProtKB

Section Number of entries Number of entries Number of entries
in total with an annotation update with a sequence update
UniProtKB 203,130,941 130,556,322 23,502 E
% 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
% Reviewed (Swiss-Prot) 987 896
Unreviewed (TrEMBL) 3,593,424 3,593,424

4) UniProt % #M72#42 & (General Annotation) & 3EHR 23457
ZARETHELZFINEIRELE, oAtk KA, Bmidgiis,
5) UniProt A 74§ 4£ 2 %1% & (Sequence Annotation) &3 £ 23457
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#77/E # A B Non-standard residue % .

X X & # Natural Variations
B8 RARRTAZ 5. TEHHE >4 Alternative splicing 5.
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» EZOR=FLEMEIEE 3D Structure Databases
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Protein Model Portal, 3444713 &4F 7L P B R # 4L & SMR (Swiss Model Repository).

= E AR EVEHIEE Protein-protein Interaction Databases

#,% :BioGRID ZEAF# 4% & . EBl K% T EAF4 4% % IntAct. &4 % % E Complex Portal. STRING
SRS EIEE. LA R 64 % CORUM. DIP EAF#4E /%,
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#,%4: ChEMBL A4 & )4 F B, DrugBank #h4h¥e kB, %35 15@ Guide to Pharmacology .
BindingDB 7T £ & 438 &,
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88 mERGEIKE Swiss-2DPAGE. A7 % 2D ®iKkE Reproduction-2DPAGE. #f#4k K 52
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©.4: EBl A4 % 2 /& PRIDE. CTDB &G4, 44345 a4t EPD. A+ & & PaxDB.
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#,4: Ensembl A RAEH-F&, UCSC £ R4 X K % . NCBI Gene #(#% /% . KEGG @ 5 4 [ 4
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8,4 : Kl Reactome. B4% 4% % BRENDA. 135 H% SIGNOR. 447 % SABIO-RK.
KEGG Rifti@ s %,

= K BHZZAHIEE Gene Expression Databases

8,4 : EBI ExpressionAtlas &% B, /842%k k& Bgee.
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8.4 ¥LERFSE InterPro. KT Pfam/SMART/CDD. ##% % PANTHER/PIRSF. #4355
*
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https://www.uniprot.org/uniprotkb?query=(organism_id:3702)
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1) X8 ABEE & PPF1_PEA A1), #BAZAF 74 B isMEL 2843 6

PPF-1 - Inner membrane protein PPF-1. chloroplastic - Pisum sativum

(Garden pea) | Variants viewer | UniProtKB | UniProt

2) BRERFLERSHEALK, EEMEAFTTE PPFI_PEA & TR—R%HA

REH.

Inner membrane protein PPF-1, chloroplastic (Q9FY06) - protein -

InterPro

InterPro

Classification of protein families

Home *» Search » Browse » Results Release notes Download Help

#/ Browse / By Protein / UniProt / Q9FY06 / Entry / Pfam

Q9FY06 Inner membrane protein PPF-1, chloroplastic

UniProtKB/Swiss-Prot protein hig

This protein matches this entry:

Overview
Entries 1 1-1of1entry matchingPlam® = v @
AlphaFold 1
Sequence
Sirilar Freteins E256 PrO2096 60KD_IMP 60Kd inner membrane protein

Rows per page:| 20 ¥

Function

Names & Taxonomy
Subcellular Location
Phenotypes & Variants
PTM/Processing

Expression

Structure
|Family & Domains
Sequence

Similar Proteins

5 [somos -]

200 400

Pfam

3) BAEFERELFS FI, Kb dIF+ PPF1_PEA & H % Fl/R& & ALB3_ARATH.

UniProtkB »

BLAST Align Peptide search ID mapping SPARQL

d | List

Search

2 a0

Function Entry Variant viewer Feature viewer

Names & Taxonomy

100% identity 90% identity 50% identity

Subcellular Location

Phenotypes & Variants Q9FY06
UniRef50_Q9FY06
PTM/Processing ol R
Expression Inner membrane protein ALBINO3, chloroplastic
1t Inner membrane protein PPF-1 chloroplastic-like
Structure Membrane insertase YidC/Oxa/ALB C-terminal domain-containing protein

Family & Domains Inner membrane protein PPF-1, chloroplastic

Membrane insertase YIdC/Oxa/ALB C-terminal domain-containing protein
Sequence

N Membrane insertase YidC/Oxa/ALB C-terminal domain-containing protein
Similar Proteins
Inner membrane protein
Inner membrane protein PPF-1, chloroplastic
Membrane insertase YidC/ALB3/OXA1/COX18, membrane insertase YidC/Oxal

Membrane insertase YidC/Oxa/ALB C-terminal domain-containing protein
View all 75 entries in UniProtKB

Publications External links History

Organism
Apostasia shenzhenica

Trifolium pratense (Red clover)

Trifolium subterraneum (Subterranean clover)

Ci f.

Mikania micrantha (bitter vine)
Papaver nudicaule (Iceland poppy)
Genlisea aurea

Cicer arietinum (Chickpea) (Garbanzo)

annuus (Common )

Aquilegia coerulea (Rocky mountain columbine)

Length
447
445

443


https://www.uniprot.org/uniprotkb/Q9FY06/entry#function
https://www.uniprot.org/uniprotkb/Q9FY06/entry#function
https://www.ebi.ac.uk/interpro/protein/UniProt/Q9FY06/entry/pfam/#table
https://www.ebi.ac.uk/interpro/protein/UniProt/Q9FY06/entry/pfam/#table

Function Entry Variant viewer @ Feature viewer Publications External links History

Names & Taxonom:
4 100% identity ~ 90%identity  50%identity

Subcellular Location

Phenctypes & Variants Q9FY06
UniRefo0_QaFYos
PTM/Processing Proteln nam ganism Length
Expression Inner membrane protein PPF-1, chloraplastic Cicer arletinum (Chickpea) (Garbanza) 439
Inner PPF-1 ik Trifolium pratense (Red clover) 245
Structure Membrane insertase ¥idC/Oxa/ALB C-terminal domain-containing protein Trifolium subterraneum (Subterranean clover) 243
Family & Domains 60 kDa Inner membrane protein Medicago truncatula (Barrel medic) (Medicago tribuloides) 244
Inner membrane protein PPF-1 Pisum sativum (Garden pea) (Lathyrus oleraceus) 42
Sequence
. Inner PPF-1 ik Trifolium pratense (Red clover) 189
Similar Proteins
Inner membrane protein ALBINO3 Trifolium medium 99
Uncharacterized protein Trifolium pratense (Red clover) aa5

View these 8 entries in UniProtKB

Orthologs & paralogs'

No Qrthology or Paralogy data is available from the Alliance of Genome Resources.

Q8LBP4 - ALB3_ARATH

Protein’ | Inner membrane protein ALBINO3, chloroplastic Amino acids | 462 (gota sequence]
Gene' | ALB3 Protein existence’ | Evidence at protein level
Status' | 5 UniProtKB reviewed (Swiss-Prot) Annotation score! \ @
Organism‘ | Arabidopsis thaliana (Mouse-ear cress)
Entry Feature viewer Genomic coordinates Publications External links History

External Links

Enzyme and pathway databases

BioCyc | ARA:AT2G28800-MONOMER (3
MetaCyc:AT2G28800-MONOMER 3

Protein family/group databases

TCDB ‘ 2.A.9.2.104 the membrane protein insertase (yidc/alb3/oxal) family

Family and domain databases

cop ‘ €d20070 3 5TM_YidC_Alb3 1 hit PANTHER | PTHR12428:SF47 2 INNER MEMBRANE PROTEIN ALBINO3,
DisProt ‘ DPO0GE2 (1 CHLOROPLASTIC 1 hit
PTHR12428 1 OXA1 1 hit

InterPro | View protein in InterProi

1DDART TG P2 Vidr AL B3OVATICOYIE

Pfam | View protein in Pfam 2 (ORI

4) &4 ALB3_ARATH #2813 &, HARMEFE1HEE AraPort &= TAIR, 5 PPF1_PEA
B ERAE L BATIER, AT XADFARERATIERXAES.

g 5 ThaleMine vs.1.020250704 bata mining on Arabidopsis thatans

Home | Templates | Lists | QueryBuilder | Regions | Data Sources Contact Us | Log in

i Qops!  Error: Gould not parse response lo GET jai.doa. fields: ™ (0; 2 end of JSON input) Hide

Gene : ALB3 A. thaliana
AT2G28300

DB idertifier Secondary Identfier ® locus:2063230

Name © ALBING 3 Briet Descripton 63 kDa Inner membrane family protein

TAIR Computational Description: 63 kDa Inner membrane family protein;(source-Araport1)

TAIR Curator Summary member of Chioroplast membrane protein ALBINGS fanily. Similar to pea PRF1 and may play a role in plant senescence,
TAIR Short Description 63 kDa Inner membrane family protein

TAIR Aliases ALB3

23SHARE

EIMAEN Genomics Proteins Function Interactions Expression Homology Other

9 Gene Rifs Lists
M Manage Columns | ¥ Manage Filters This Gene is in one list:
Genes with a Loss-of-Function
=5 Manage Relationships @saveaslist~  [BGenerate Pythoncode = [F Export Mutant Phenatype: Morphological

Vegetative (640}

External Links.
Showing 1to 8 of 8 rows Aracyc
Aceview
Flant Prolearne D
JBAS

XY
$xe-Tlad ExeT “’”F'\::“‘L*""' "
3% Tl GeneRifs Ll Gene
Gene Rifs last GeneRifs  Rifs .
Annotation updated  Organism  Gene
ALBS3 conributes to e proc olein inselion ino th Ihylaksids ia the ALB3-<hioraptast signal recognilon garticle patfiay 20160730 A thalina  ALB3 | 206285777 P2 b o, & @ Es i




Home | Help | Contact | About Us | Subscribe | Logout | & Profile  institution: Chinese Academy of Agricultural Sciences (not subscribed)
]

v tair Enter search text Gene $

Advanced Search ~ Browse ~ Tools ~ Portals = Download ~ Submit ~ News ~ Stocks

Summary

Locus: AT2G28800 (ALB3) ~ Premium Page |

T cripts
Summary

Wae and Magping Gene Model Type protein_coding
Data

Symbols ALB3 (ALBINO 3) {Primary Symbol}
Sequences

Description member of Chloroplast membrane protein ALBINGS family, Similar to pea PPF1 and may play a role in plant senescence
Protein Data

Gommunity Comments
Expression
Gene Ontolog:
Heomolegy

2017-10-19
Germplasm and
Clo Locus:2053230
Polymerphisms
Transcripts
Publieat
Gene AT2G28800.1

Extemnal Link @=E%ea

(1) BETE R RRX R AT e BT

7 % : A1 UniProt. OrthoDB % TAIR REH69E 7 FlRBAT, H@ It b €409 ALB3 it B
HA5% 584 PPFl.

RIE: PRFO LM (Plam) MBI ML /L, AR TIRIENMEERN MWL (vl cpSRP #
BAE) REBET 3R /) 69T AL B R IEE

2) AARXEDOREARXB AN R XL DGR

M# I albd REKRELAA AL, HEHEL. £HIT, BINFFLTRERRERFN PPFl &
At Bk Kk R AR R I R et AR R R BT,

R BAEX A (ks 2K) FAIALE ALB3 A ZGA RN, TN LAk s K F et
FRRFFF, AmdsFERBRE ARt

(3) AKX EWNZE G RALER AL

M#EIF ALB3 5 cpSRP43. cpSRP54 # B AF i@t 4P 3 daiE (Co-IP, BEHWZER) .
fw e, TEIRRAMN, BiX PPFl B L cpSRP ZAE, A 4E4E A 4hd IR 69 ik s AR %
5o 7 FHATIE,

(4) A AR LS REM L ik EE X

@BiE TAIR K AraPort 89k E W%, TTARIL ALB3 R AXMGER (GertfhLd L L4
XAER) o M TIBEXAY, THAAZRREARGEEZHIE (o RNA-seq) HMdIay kR Az
KT b, i LA 5o A4,

(5) H B XEHALEHE &

M@t ALB3 BRAMAKA MkEHN, BARKREES (@B YidC. BH Oxal) #&H e @i,
AR R, TAMMAEE X A4 F PPF1 a9 =444, AR A4 E ML 5,



(6) RAAaXMHAT1E &

Dind a1z &

-

1) ZHFGPLL, EXLL BTXFL, 2EFERT,
A IR
2) EMAPH S EFRE (R 1. R B, & &, &) .

Organism names

Taxonomic | 3702 (NCBI[Z )
identifier’

-Arabidopsis Arabidopsis thaliana 3702

Organism’ | Arabidopsis thaliana (Mouse-ear cress)

Strains | cv. Columbia
cv. Bla-10

cv. Chi-1

cv. Co-1

cv. Cvi-0

7 more strains

Taxonomic | cellular organisms > Eukaryota (eukaryotes) > Viridiplantae > Streptophyta > Streptophytina > Embryophyta (land plants) >
lineage’ | Tracheophyta > Euphyllophyta > Spermatophyta > Magnoliopsida (flowering plants) > Mesangiospermae > eudicotyledons >
Gunneridae > Pentapetalae > rosids > malvids > Brassicales > Brassicaceae (mustard family) > Camelineae > Arabidopsis

BL T A% 55 & B .
& Z 2026.04—

AR I Swiss-Prot PAA L EHF 75 B 16484 4

% # M £ TEMBL ¥ +#+ X # 2 % F 7 & B 126337

’
7

N0

3)

Swiss-
Prot

Fa

TrEM
%

o
UmPro.t.'- BLAST Align Peptide search ID mapping SPARQL UniProtkB v E¥(i] Advanced | List RIS

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

% Reviewed (Swiss-Prot)

(16,484) N N .
= Allreviewed (Swiss-Prot) entries
Unreviewed (TrEMBL) * Selected unreviewed (TrEMBL) entries with experimental or biclogically important data
(126,337)

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

4) iEM#PE Swiss-Prot A2 TTEMBL T & LA & & R K-FiE4E 60 57 7] 4 B .
#E 2026.04—
%At A Swiss-Prot F B B A & & R K-FIEE G F 5 5 B A 7766 %
%A FFfE TIEMBL F & & B4 & & fUK-THE3E69 5 7 & B $ 15824 % ;



5)

6)

" %
Uml'-'ro.t'. BLAST Align Peptidesearch ID mapping SPARQL

UniProtkB Advanced | List

(isoforms) (3,232)

More items

Protein

Entries to be retained in UniProtKB:

The unreviewed UniProtKB/TrEMBL database will be reduced in size in release 2026_02 (first half of 2026). |
» Entries from reference proteomes

* All reviewed (Swiss-Prot) entries

Protein level (7,766

Transcript level (6,477)

® Selected unreviewed [TrEMBL) entries with experimental or biologically important data
¥ 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.

Homology (1,642)
Predicted (482)

Uncertain (117)

Annotation score
5(5,402)
43,320)
3(3,881)

2 (3,050)

Please read our help page, view affected entries and proteomes[4, or contact us with any questions.

UniProtKB 16,484 results

& Download (16k) View: Cards O Table ® £ Customize columns « Share =

£ Tools ~

Entry Name 4 Protein Names a Gene Names & Organism 4 Length » Active site Bi
O Qosssl S ITK_HUMAN Tyrosine-protein  ITK, EMT, LYK Homo 620 AA _ I
kinase ITK/TSK]...] sapiens Active 252 Proton
(Human)

site acceptor

Binary interaction (219)

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

I Binding site (7,715)

I Entries to be retained in UniProtKB:
* Entries from reference proteomes

More items.

Protein existence
Predicted (58,637)
Homology (42,738)
Protein level (15,824)
Transcript level (9,138)

Annotation score
5(12)
4(183)

22 089

* Allreviewed (Swiss-Prot) entries
* Selected unreviewed (TrEMBL) entries with experimental or biologically important data
¥ 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 7, or contact us with any questions.

UniProtKB 126,337 results

& Tools ~ L Download (126k) View: Cards O Table ® £ Customize columns <& Share -
&
® Entry a Entry Name 4 Protein Names a Gene Names a Organism 4 Length o  Active site
O Q8L742 Q8L742_ARATH Amine oxidasel...] CUAO, At4g12290, Arabidopsis 741 AA _
T4€9.130,T4C9_130  thaliana :
Active 3718 Proton acce

A Swiss-Prot T &R LA = 7 B M6 /-5 & B .
A E 2026.04—

%A At A Swiss-Prot F B F A =4 M LM 89 71 A B #1127 &

BLAST Align Peptidesearch IDmapping SPARQL

Status
* Reviewed (Swiss-Prot)
(16,484) X
Popular organisms
A.thaliana (16,418)

Human (3]
Bovine [2)
Rat (2]

Mause (1)

Taxonomy
Filter by taxonomy
Group by
Taxanomy
Keywords

Gene Ontalogy

Enzyme Class

Active site (2,967)
Activity regulation (730)
Allergen (1}

Alternative products
(isoforms) (2,232)

Altemative splicing {1,906)

UniPre 3702 naanced | List [

2 i O Help

The unreviewed UniProtKB/TrEMBL database will be reduced in si
Entries to be retained in UniProtK;

+ Entries from reference proteomes.

o Allreviewed (Swiss-Prat] entries

« Selected unreviewed {TrEMBL] entries with experimental or biologically important data
3 Entries ta be removed: Unreviewed (TrEMBL) entries that are not part of a reference prateome

in release 2026_02 (first half of 2026).

Entries remaved from unreviewed UniProti8(TrEMBL will remain accessible in the UniParc sequence archive.
Please read our help page, view affected entries and proteomes [, or contact us with any questions.

UniProtKB 16,484 results

View: Cards O Table ® £ Custemize columns

& Tools + & Download {16K)

< Share

EntryName & Protein Names o Gene Names &

Hnese TS ::::n-:q Active 482 Protan Binding 121 o
s site acceptor site {UniProt
ChEBIH

Binding 132

site

Binding 133
site (UniProt
chepict
Binding 113 Znit
site (UniProt
CheRIE
ginding 369-377 ATP
site (UniProt
ChERIG
ginding 301 ATP
site (UniProt
ChEBI T

T iEMA A NCBI 2 £ F b+ 5L CHBEGI Lk, FIRHAALELE L,

P ¥ 477F NCBI — ,%i& Resource list T #) Taxonomy — M AF % /| 64 — &&8KFLE —

% Lineage #= TaxID — —43t/77] / AR / X



Taxonomy
Browser

Try the New NCBI Taxonomy Pages!
Explore our redesigned taxonomy browser and taxonomy record pages with faster, more intuitive search, taxonomy images, and links to NCBI Datasets and other data available at
NCBI.

Protein Genome

~| B lock | search || Clear

Structure

Search for as complete name

Taxonomy

BioGoliections

Arabidopsis thaliana Entrezrecords
Taxonomy ID: 3702 (for references in articles please use ncbitaxon:3702} Database name Direct links | Subtree links | Links from type
current name BioProject 10,638 10,638 -
Arabjdopsis thaliana (L.) Heynh., 1842 N S
BioSample
|basi0ﬂym‘Arabis hali L., 1753 Hlo>ampe
Conserved Domains 33 53 -l
Genbank commaon name: thale cress 2]
NCBI BLAST name: eudicots GEO DataSets 119817) 119817 s
Rank: species Gene 44,112 44,112
Genetic code: Translation table 1 (Standard) "
Mitochondrial genetic code: Translation table 1 {Standard) Identical Protein Groups | 165,831 160,831 -
Other names: Nucleotide 2,703,943| 2,703,943 -
common names) PubChem BioAssay 213 213 -
thale-cress, mouse-ear cress
PMC 100,046| 100,046 -
Protein 470,063 470,063
Lineagefull) ) o ) SRA 236,661| 2368661 -
cellular organisms; Eukaryota; Viridiplantae; Streptophyta; Streptophytina; Embryophyta; Tracheophyta;
Euphyllophyta; Spermatophyta; Magnoliopsida; Mesangiospermae; eudicotyledons; Gunneridae; Pentapetalae; Structure 2863 2863 -
rosids; malvids; Brassicales; Brassicaceae; Camelineae; Arabidopsis

4o BB, Pk T @ IR E 13 4 NCBI F# (Nucleotide. Protein. Gene. GEO. SRA. PMC %)
#9 % B 4, Directlinks 5 Subtree links #/A—%, HAKBEHAES ZMEIFAE, LHASPTH /
TAERIE, b, MBRFIN270 A5, EAFI~4T 5, AREB=44 F 5, REHE

GEO/SRA &3tif 36 77 4. %X LAK~10 7 fh:

7) % Ensembl 3 Phytozome ¥ X FHaKEE, ZTZHHLTREARANE, RAAXRELLR

128&; FEMHHAMNEF, RELAFLEXZRLAGHN, REAELLEL.

Phytozome ¥ & T dhd I #7692 B 28448, Araportl] #& 5 TAIR10 M A —2;

1JGI§

THE PLANT GEWOLAICS RESOUACE.

Welcome to  Phytozome v

Overview Release Notes News
Organism Information:

Arabidopsis thaliana Araport11

part of the GeneAllas project

PRyt gencme ID: 447 - NCBI taxenomy ID: 3

Data Source

ARAPORT: ARABIDOPSIS INFORMATION PORTAL

Genome Ovarviaw

Percentage of B

JGI Data Portal

JBrowse | Synteny | Downlos

Embryophyte (OrtheDE vy &
Eukaryota (OrthaDB v3): 98.7

JGI Data Policy  Tools v | Projects v | Genomes v Cart Contact  Subscribe = Hi, Weihui Chen v

1.

Arabidopsis thaliana v

Arabidopsis thaliana TAIR10 — 1

Arabidopsis thaliana Araport11 —t

Organism Information

Arabidopsis thaliana TAIR10

part of the GeneAtlas project

nome 10 167 + NCBI Laxonomy 10: 3702

Data Source

TAIR: The A

Genome Overview

important advant

ormation Resource).

Version;

Annotatios
ffold Length (bp)
) Scaffald

Tor
7 Mumber of §
Min. Number of

ining half of assembly (L50)
NsD)

19482012
69
5 aining half of assembly (L50)-

10,898,021

Embryaphyta (Orthe
Eukeryota (OrthaDB v

Ensembl P44 F T 4l 7% 2 B 48 TAIR10 #&



Search

Search Thaie-cess (o ]

2.0. AT1GO7820 or 1:2421089-2422066 or Carboxy”

About Arabidopsis thaliana

Avabidopsis thaliana Is & small flowering plant that is widely used as & model organism in plant biology. Arabidopsis is & member of the mustard (Brassicaceae) family, which includes cultivated species suich as cabbage and radish
Arabidapsis is not of major agronomic significance, but its small genome size and ease of culfivation offer impertant advantages for basic research in genetics and molecular biology. Arabidopsis thaliana has a gename size of ~135 Mb, and a
haploid chromasome number of five

Taxonemy |D 3702
Data source The Arabidopsis Information Resourcer?

€) ore information and statistics

Genome assembly: TAIR10= Gene annotation

E g a Carboxy* CAB

o More informatien and statistics E é E E What can | find? Protein-coding and non-coding genes, splice variants, cONA and pratein F-box
sequences, non-coding RNAS.

l) Download DNA sequence (FASTA)

e — €@ More sboutthis genebuild [
9, Gonvertyour data to TAIR10 coordnates —_—— ) Download ganes, cDNAS, ncRNA, protains - FASTA - GFF3 -——
n Display your data in Ensembl Plants \\ Update your old Ensembl IDs " 4

- -

Example region Example transcript

Comparative genomics Variation
R m ATCGAGCT

What can | find? Homologues, gene trees, and whole genome alignments across multiple L = What can | find? Short sequence variants. ATCCAGCT
species.

= @ Vore about variation in Ensemb Plants ATCGAGAT

o More about comparative analyses Example gene trea

Exampla variant

) 83 Download all variants - GVF - VCF - VEP

o Phylogenetic overview of gene families Pan-taxonomic tree
Varlant Effect Predictor

= v
Download alignments (EMF)
nments (ENF) €.

8) & & Database Common, RBZHWMHAXKEE, REMXKZBENEIZ LT R AR,
DA IR BUREAE . TAIR. Araport,

@Kt

1) HWHETLLE, XL, BTXFLE, S XAFEERT.

KAt GERL) . K% KHE (5 4) ——Escherichia coli——Escherichia coli (E.coli) ——

83333
2) % MM > 2 F R (K. T, WM., B,

Organism names

Taxonomic identifier' | 83333 (NCBICZ )

Organism | Escherichia coli (strain K12)

Strains | K12/W3110/ATCC 27325/ DSM 5911
K12 / MG1655 / ATCC 47076

K12 LEMGD

Taxonomic lineage' | cellular organisms > Bacteria (bacteria) > Pseud dati > Pseud dota (proteobacteria) > Gammaproteobacteria (g-proteobacteria) >

L " . [ b i2) = Eccharichia = E<charichia coli

3) % % M A& Swiss-Prot # TrEMBL F %2 % A& » 4% 8B % .

BLAST Align Peptide search IDmapping SPARQL UniProtks - [CSESTSNENEEEEE) sdvanced | Lis

Status

The database will iin size in release 2026_02 (first half of 2026).
Entries to be retained in UniProtke:

« Entries from reference proteames

« All reviewed [Swiss-Prot] entries

% Reviewed (Swiss-Prot]
(4,531)

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

3¢ Entries to be removed: Unreviewed (TTEMBL) entries that are not part of a refarence prateome.
Popular organisms Entries removed from unreviewed UniProtkB/TrEMBL will remain accessible in the UniPare sequence archive.

. coliK12 (4253} Please read our help page, view affected entries and proteomes [, o contact us with any questions.

Taxonomy U ni P rot KB 4,598 @S ULLS crexsans searcho mion 10783353 <o nclude lower aramamic ranks o estict sereh o reference proseome UPOOG00625

83333 x

£ Tools + & Download (5k) View: Cards C Table ® £ Customize columns = Share «

Filter by taxonomy

Entry & Entry Name &

GeneNames » Organism » Length o Act

Groupby

O PO0SOS % AAT_ECOLI Aspartate aspC, b0a2s, Escherichia 396 AA
Taxonomy aminotransferase...] Jwoatl coli {strain Binding u
Keywords K12 site
Gene Ontology Binding, 130
Enzvme Class site

4) Z Y%A E Swiss-Prot #2= TYEMBL T+ AT R A Z AR K FIEHGF I F B XK.



BLAST Align Peptide search ID mapping SPARQL  UniProtke » JGIEERIEY MIR:EEXEN Ade search & f & Help

Proteins with The /TrEMBL database will in size in release 2026_02 (first half of 2026).
3D structure (1,780} Entries to be retained in UniProtB:
* Entries from reference proteomes

Active site (727) « Al reviewed (Swiss-Prat] entries

Activity regulation (646) « Selected unreviewed [TEEMBL) entries with experimental or biolagically important data

3¢ Entries ta be removed: Unreviewed [TrEMBL) entries that are not part of a reference proteome
Alternative products

(isoforms) (13} Entries removed from unreviewed UniProtkB/TEMBL will remain accessible in the UniParc sequence archive.
- i i o ith 3
Atternative splicing (13] Please read our help page, view affected entries and proteomes [4, or contact us with any questions.
More items .
UniProtKB 4,598 results i e
& Tools + & Download (k) View: Cards © Table ® £ Customize columns ¢ Share «

EntryName & Protein Names & Gene Names »  Organism & Length 4 Active site Binding site
Homalagy (672)

) O POOSOS 5 AAT ECOLI Aspartate aspC.b0s28,  Escherichia 28648

Predicted (468) aminotransferase[.]  JW0S11 coli (strain Binding "

Transcript level (166) K12) site

Uncertain {103) Binding 130
site

5) % % A & Swiss-Prot F E ¥ L F = % £ B & M F P £ 8B .

B (orpanism_id:n3333) bcvanced | List TGt R S T

T . . .

Axonomy The unreviewed UniProtKB/TrEMBL database will be reduced in sizein release 2026_02 (first half of 2026).
83333 x Entries to be retained in UniProtiE:

Filter by taxonomy « Entries from reference proteames.

« All reviewed (Swiss-Prot) entries

Group by + Selected unreviewed (TFEMBL) entries with experimental or biologically important data

Taxonomy 3 Entries to be removed: Unreviewed [TEEMBL) entries that are not part of a reference proteame

Keywords Entries remaved from unreviewed UniPratKBTrEMBL will remain accessible in the UniParc sequence archive

Please read our help page, view affected entries and proteomes 7, or cantact us with any questions.
Gene Ontology

UNiProtKB 4,598 reSults..comnormons s windue e L —

Proteins with

& Tools + & Download (sk) View: Cards O Table @ £ Customize columns o2 Share »

m Entry . Entry Name 4  Protein Names GeneNames » Organism + Length «  Active site Binding site

Active site (727)

[ PODSO 3 AAT_ECOLI Aspartate aspC, boozs, Escherichia 396 AA _
Activity regulation (646)

aminotransferasel...] Jwog1l coli (strain

Binding 34
Alternative products K1z) site
isoforms} (13) Binding 130
Altemarive splicing (13) site

6) R iZHAHLENCBI - EAFRET H5ACHIBEN I &4, FNXAALERE L,

R 2

Try the New NCBI Taxonomy Pages!
® Explore our redesigned taxonomy browser and taxonomy record pages with faster, more intuitive search, taxonomy images, and links to NCBI Datasets and other data available at
NCBI.

Taxonomy
D Browser

]

lock | search || Clear ]

Search for |as[compiete name ]|

Escherichia coli

Entrez records

Taxonomy ID: 562 (for references in articles please use nchitaxon:562) Database name Direct links | Subtree links | Links from type
[current name:

BioProject 11815 16285

Escherichia coli (Migula 1895) Castellani and Chalmers 1919 (Approved Lists 1980) in [Skerman VBD et al. (1980)]

neotype strain of Escherichia coli: ATCC : 11775, CCUG : 24 , CCUG : 29300 , CIP : 54.8 , DSM : 30083, JCM : BioSample . =
1649, BCCM/LMG : 2092, NBRC : 102203, NCCB : 54008 , NCTC : 9001, IAM : 12119, personal : US/41 Conserved Domains 34 50 g
includes: @ bacterium 10a GEO DataSets 17723 30337 A
bacterium E3 — —
Escherichia sp. 3_2_53FAA Gene 08,
Escherichia sp. MAR GTR 5 7
Acl sp. ATCC 35328 — —
- " Identical Protein Groups | 24,195,880 | 24,595,357 -
homotypic synonym: [ Enterococcus coli
"Bacterium coli” (Migula 1885) Lehmann and Neumann 1896, effective name 1! Nucleotide 14,584,069 15,907,669 109
"Bacillus coli" Migula 1895 , effective name 2! PubChem BioAssay 23,898 24,963 -
equivalent: Escherichia/Shigella coli PMC 475,199 475,209
NCBI BLAST name: enterobacteria Protein 6,203,586 | 89,740,011
Rank: species —
Genetic code: Translation table 11 (Bacterial, Archaeal and Plant Plastid) SRA 241,908 292,801 -
Other names: Structure 8,212 13,918 -
’*heterotypic synonym ‘
My it o B o Mo balik 100 Bkl e 3

EREETT KWAFHE A NCBI & 3358 & b 6934 5 B 2, Dieect links R4+ & T [ KMAFH

(Escherichia coli) | XA 69 A48 4% % B Subtree links 4t K AT A A LT A ZAF, Bk (o

K-12, BL21. O157:H7 %) #9434k, CE R, AIAKMAE®IL Direct links X, HIEHEARAK

NT KRHEEAFARR S ZHERXEMWZ —, WA BZOFI]. e, LdkfeBFHIE TR
MBRFI]. BRAFIIHFEZMKR, SAAR 1458 1A 7620 77 5
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AR (Gene) . HRF LM, KHaLH. 224 (GEO/SRA) LE 4|,
7) % Ensembl & Phytozome ¥ X RAKEE, FHHHCERAFANS, REAALARALR
28 FEHMHHRNEF, RELSLFZXZARLODN, RELELEEL
4n &, Phytozome ##% & &4 1~ 8| K MATH 49 L B 4813 &

select one o moi

e gancrmss
Welcome to  Phytozome v 1. (Escher\chla coli | v

2.
Overview Release Notes News

Ensembl Bacteria

¥  BLAST | Tools | Downloads | Help & Docs | Blog {&)~ Search Ensembl Bacteria.

Escherichia coli st K-12 substr. MG1655 str. K12 (GCA_000005845)

Escherichia coli str. K-12 substr. MG1655 str. K12

(GCA_000005845)
Provider EMBL Nucleotide Sequance Database | Taxonomy ID 5111458
e.g. hybE or 140311-3140798 or

About Escherichia coli str. K-12 substr. MG1655 str. K12 (GCA_000005845)

@ iormation and statistcs

Genome assembly: ASM584v2 7

@ 1ore information and statistcs @ P What can | find? Protein-coding and non-coding genes, splice variants, cDNA and protein hpt
(o] sequences, non-coding RNAS. lacZ acgl

‘Gene annotation

)y Dovnload DNAsequene (FASTA) [T — @ Vore bout s genebuild Eample e
.ﬂ (Bl i e (2T 2t ¥ Downioad genes, cDNAS, neRNA, proteins - FASTA - GFF3 ——
— ol
= \\ Update your old Ensembl IDs ’
Example region Example transcript
Comparative genomics ) Variation
What can |find? Gene families based on HAMAP and PANTHER classilcation. J\_—(_C > This spesies curently has no variation database. However you can process your own variants using the Variant
Homologues and gene trees Including species across the pan-taxonomic range. = Effect Predictor:

Variant Effect Pradictor
€ Mors 2bout comparativa analyses Pan-taxonomic tree \/ e’u
.

o Phylogenetic overview of gene families

8) %% Database Common, X iZFrAXKEE, RAMAKBEEGERFERT R AL,
X B HF B + A x K / % B B — — EcoGene ( K-12 # i £ )
http://bmb.med.miami.edu/EcoGene/EcoWeb/

RIDAT & & Rft

EcoCyc (E.coli B#t4&#)

https://ecocyc.org/

KWATH + /&8 3%——KEGG (eco: E. coli K-12)
https://www.genome.jp/kegg-bin/show_organism?org=eco

RIGATH & & iA4Z

RegulonDB (# % if#, #4T)

https://regulondb.ccg.unam.mx/

PATRIC (HRE X R M)
https://www.patricbrc.org/view/Genome/511145.12

EnteroBase (FHATEHATAMRSE)

https://enterobase.warwick.ac.uk/species/ecoli



http://bmb.med.miami.edu/EcoGene/EcoWeb/
https://ecocyc.org/
https://www.genome.jp/kegg-bin/show_organism?org=eco
https://regulondb.ccg.unam.mx/
https://www.patricbrc.org/view/Genome/511145.12
https://enterobase.warwick.ac.uk/species/ecoli

OLT:

) ¥ &: &

¥ L %: Sorghum

BT %4 Sorghum bicolor (L.) Moench
4 £ %% %5 (NCBI Taxonomy ID) : 4558

2)5 R HA

cellular organisms > Eukaryota (eukaryotes) > Viridiplantae > Streptophyta > Streptophytina >
Embryophyta (land plants) > Tracheophyta > Euphyllophyta > Spermatophyta > Magnoliopsida (flowering
plants) > Mesangiospermae > Liliopsida (monocots) > Petrosaviidae > commelinids > Poales > Poaceae >

PACMAD clade > Panicoideae > Andropogonodae > Andropogoneae > Sorghinae > Sorghum

3)iz 4 #7 £ Swiss-Prot #= TTEMBL T & ¥ 5 7] 4 B 4.

(taxonomy 1d:4558) in UniProtKB search (82122) | UniProt
ey g =

4)i% 4 A f£ Swiss-Prot /= TTEMBL F &+ B A & G B K -FiEH# 89 5 7] 5 B K.

(taxonomy 1d:4558) AND (existence:1) in UniProtKB search (40) | UniProt

defpdrogenase [NADP] 1. chiorostasti

ABQWS3 % OMIZSORB  5pentadecatrienylrescrciont O-methyltrandtorasei | OMT3, 504000820

QEaPL % TCMOSORBI  Traew-cinamst 4-monocaypenase] CYPTIA3 CAH C4H1, SORBL3002G126600 (Sorghurm) Sorghum  S01AA

PS2708 % HNISSORSI  P(Shdroxymandelontril yase(

I Tyronine N-moncosygenase: | CYPTOALCT

wigare]

aa

5)iZ AP f£ Swiss-Prot T & B = 4 = ] L5 M) 84 55 7 55 B &K

(taxonomy_1d:4558) AND (existence:1) AND (structure 3d:true) in UniProtKB search (21) |

UniProt


https://www.uniprot.org/uniprotkb?query=(taxonomy_id:4558)
https://www.uniprot.org/uniprotkb?query=(taxonomy_id:4558)+AND+(existence:1)
https://www.uniprot.org/uniprotkb?query=(taxonomy_id:4558)+AND+(existence:1)+AND+(structure_3d:true)
https://www.uniprot.org/uniprotkb?query=(taxonomy_id:4558)+AND+(existence:1)+AND+(structure_3d:true)

UnIPros, & uast e petesewch oo s v - [T —— =

Taxoeomy x

EMBL
Prease read ur help page,

UniProtKB 21 results

View: €

o
s
i R _— i
S
e e ey
s e
T Atacssill s e
et
PS2708 & HNLS_SORSI P-{Sh-hydroxymandelonitrile lyase ‘Sorghum bicolor (Sorghum) S10AA
e
I —— RO e
-
e T T
ot
T — s S—_——T
s

6)& [ iZ AP £ NCBI 5 £ 5 R 5 ¢ K IB R g4, IR L L AZ L,

Taxonomy browser Taxonomy Browser (Sorghum bicolor)

7)% ] Ensembl 3 Phytozome % A B 4, FizmH 22w A RBANf, RALKREELR
128 ZzrrmAN g, RESAFLXZREGDH, REALLRE L.

S.bicolor v5.1: Phytozome

JGI § Ermr—

Sorghum bicolor v5.1

8) %% Database Common, X iZAp#P4a k8 IEE, RBMARIBEGEREZ AT R ER L,

Search - Database Commons



https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=4558
https://phytozome-next.jgi.doe.gov/info/Sbicolor_v5_1
https://ngdc.cncb.ac.cn/databasecommons/search?term=Sorghum%20bicolor

# Home © Q Search

~ Search

S m

» Advanced Search

Results

Show allve databases @

‘Setect Columns Show | 10 v | entries.
Database Full Data Data Database Host Founded 2
Name Name  Object Type Category <OYWOrd Locaton . iedon  Year Cliatlon, = | inex © | Pubtication

published papers

Chation of a certain database Is
2-index Is calculated by dividin

Processing.

O &

1) ¥ & 424

3% XL % : Japanese rice

$T % 4% : Oryza sativa subsp. japonica Kato

» k%% F% (NCBI Taxonomy ID) : 39947

) F Hu Az

cellular organisms > Eukaryota (eukaryotes) > Viridiplantae > Streptophyta > Streptophytina >
Embryophyta (land plants) > Tracheophyta > Euphyllophyta > Spermatophyta > Magnoliopsida (flowering
plants) > Mesangiospermae > Liliopsida (monocots) > Petrosaviidae > commelinids > Poales > Poaceae >
BOP clade > Oryzoideae > Oryzeae > Oryzinae > Oryza

3) %A £ Swiss-Prot A= TTEMBL F & % 57| 4 B 4.

(taxonomy_1d:39947) in UniProtKB search (149117) | UniProt

umwo.x.} BUAST Align Peptide search 1D mupping SPARGL  Unvo

Status

14197

Unveviewed (HEMEL
1144.920)

e (TFEMBL) entries with experimental ce bissogicallyimpartant data

wilemain e inthe UniPec seq

Tuonony UniProtKB 149,117 results.......... s "
mar %
P— 7o + 4 Dowona 140 View: Cas 0 T £

AQAGROXZT % CWZFT_ORYS) i W7V, LOC.0%07447360 o

160044

PR e O RPUONU—. oo NS
s
e e e (e oy ey N : |
o iy
e T —
004226 5 P5CS1.0RYS) PSCS1, PSCS. | 0505¢38150,0J1651 D069 T16AA
e R T B -

L0C.O2§13340, OJ1175C115, 0s1_10047

4) %A # £ Swiss-Prot #= TIEMBL F & ¥ B4 & & JUK-FiE4E69 5 7] 5 B #.

(taxonomy _1d:39947) AND (existence:1) in UniProtKB search (15188) | UniProt



https://www.uniprot.org/uniprotkb?query=(taxonomy_id:39947)
https://www.uniprot.org/uniprotkb?query=(taxonomy_id:39947)+AND+(existence:1)

Popeide search 1D mapping SPARQL anonomy_ 439547 ANO fxtence) Wb

Status .
S e Nl 5 Entres 1o be retainedin UniProtke:
{925) « Entrles from reference proteomes
« Al reviewed {Swiss-Prot} entres
B TEMEL
114263) & \
Popular organisms AKB/TEMBL wil b
Please rea cur help page. i o cuestion,
romits lease read our help page., aest
Taxonomy UniProtKB 15,188 results o mer
30847 x
& Tools + & Downlosd [15k) View: Cards © Table ® £ Costomizecolomns < Share +
iter by tronomy
Entry Entry Name +_ Protein Name: Gene Names [
Groupby ADAOPOXOZT 3 CWZFT_ORYS) eWzFT, WG, 0 800, LOC_Os07g4T360 Oryza sative sibops:
Taxcacmy finger protein 7 japonica (Rice)
Heyseords A3V35 % BCLLORSI  Basichelixoop helix proteinsol. BCLL BHLIHOS0, LOC_Os0842470, 0s0850536800, 0= 26096, Orymasativasubsp. 29174
Gene Ontology (OSINBa0011024.39, OSHPB_080536800, POEESCON 20 joponica (Rice)
pes S — T |
Japonica (Rice)
Proteins with
S 004386 % NSHEL ORYS)  Anserobic itrite reductase NSHBI .| NSHBL, GLELA, HB1, Hb1.1, Ppb1 1, 050350233900, Orymsatiasubsp. 16640
0 Wyctwe (1) LOC_ 030313140, OJL17SC1L5, 0a)_1008T japonica (Rice)
Actve it (834)
PODOGZ % DIATE.ORYS) Chaperone protein dnaJ ATB, chioroplastici..| DJATS, DIAT, 0s0550334000, LOC_OsDSG26926, 0J1005 DOA1T,  Oryzasstivasubsp. 44744
Actsity regulation (77) OSINBAOB0133 joponica (Rice)
Alergea (19 PATBIA % 4CLLORYS)  4-coumarate-CoAligase 1l..| 4CL1, 4CL, 05090245200, 0C_OS0Sg14T60, 01033 BO916 Oryza sativasubsp. 564 A%
Altermative products Japonica (Rice}
fsoforms) 72
PISIS % COKALORYSS Cyclin-dependentkinase A-..] COKA-1,COC2-1, 030340118400, LOC_0S03g02680 Oryrasativasubsp. 2944
Moce tems japonica (Rice)
Protein existence. P42 % GBLPAORYS)  Smallribosomal subunit protein RACKIZ(..|  RACKIA, OS01g0686500, LOC_ 050149290 Oryasatasubsp.  334AA
japonica (Rice} D
188

5) %A AP f2 Swiss-Prot T B B = 4 2 1A 45 A 69 7 5] & B AL
(taxonomy_1d:39947) AND (existence:1) AND (structure_3d:true) in UniProtKB search (146)

UniProt

BUAST Align Peptide search 10 mapping SPARQL ence:1) AND (structure_3d:true)
o i B 3 Enties to e retsined in UniProtkE:
e + Entries from reference protcomes
« Al reviewsd (Swiss-Prot) entries
Unreviewed (TrEMBL) . ) bilogially
(36) X Entries to be removed: Unreviewed (TrEMBL) entries that are not part of a reference proteome
Popular organisms entre oL
Rice (146)
Taxonomy UniProtKB 146 results -
39047 x
8 Tools + & Downlosd 146) View: Cards ( Table % £ Customize columns € Share
Fltr by tasanomy
Entry + EntryName 4 _ Protein Names + [ Length »
Sroup by 004986 & NSHEL ORYS Anaerobic nitrite reductase NSHBL[..| NSHBL, GLBIA, HBL, Hb1-1, Pgbl.1, 0s03g0233900, Oryza sativa subsp. 166AA
Tasonomy LOC_ 050313140, QJL17SC115, 05)_10047 japonica (Rice)
Keywords: Q0401 % GLGB ORYS)  1,4-alpha-glucan-branching enzyme, SBEL, RBEL, OsD650726400, LOC_OsD6gS1084,PO0ITGI0S ],  Oryza sativa subsp. 820M
Gene Ontology chloroptastic/amyloplasticl...| PODITGI0,5.2, POSASED428.1, POSABENS 282 japonica (Rice)
. N Tt e Rt (e s, B
0J1710_H11.110,0sJ 023992, 0sJ_24963 Japonica (Rice)
Proteins with
e QUDIS3 % HKTZLORYS! Cationtransporter HKT2;1(..| HKTZ;1, HKT1, OSO6GOTOITO0, LOC_OS06G48810, PUSIGHI0S  Oryza sativasubsp.  SI0AA
e Japonica (Rice)
Actve sito (31)
QUISAS 3 GIPCLORYS) Glyceraldehyde-3-phosphate dehydrogenase 1, GAPCI GAPC, GAPDH, GPC, Os0BgD126300, LOC_Os08g03290,  Oryza sativasubsp. 337 4A
Activity regulation (4) eytoselic]...| 0J1163_608.15, 0s) 024858 japonica (Rice)
Alergen 2)
s QOIFUZ % CPSA ORYS)  Syn-copalyl diphosphate synthase, CPS4, CYC1, Os04g0178300, LOC_Os04g09%00, Oryza sativa subsp. 761
Alternative products. chloroplastic|...| OSINBaDOYFO1.12 Japonica (Rice)
{isoorms) (7
i Q526 % MDARI.ORYS) Monodehydroascorbate reductase 3, cytosolic  MDAR, MDHAR3, 050950567300, LOC_ 00939380, Oryrasativasubsp.  435AA
g =] 0J1155_H10.27 japonica (Rice)
Protein existence Q6F6AZ % PHR.ORYSJ 3 PHR, LOC_0510g08580, 1 506 48
japonica (Rice) -

()
G
o

6) &8zt /£ NCBI 4 K5 M sb b 5 ¢ IR Lekdz, FIRALAHLELRRE L

Taxonomy browser Taxonomy Browser (Oryza sativa Japonica Group)

Ty

MEARE, Hizhit &Rk

7) 1% Ensembl 2% Phytozome % %
& FMAFHANF, RbSLFLXRARLGHMY, RELLARE L,

Oryza sativa Japonic... - Search - Homo_sapiens - Ensembl genome browser 115

3


https://www.uniprot.org/uniprotkb?query=(taxonomy_id:39947)+AND+(existence:1)+AND+(structure_3d:true)
https://www.uniprot.org/uniprotkb?query=(taxonomy_id:39947)+AND+(existence:1)+AND+(structure_3d:true)
https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?command=show&mode=node&id=39947&lvl=
https://www.ensembl.org/Multi/Search/Results?q=Oryza%20sativa%20Japonica%20Group;site=ensembl;page=1

agin/Hegrsier

&) - Search all spacies. Q|

BLAST/BLAT | VEP | Tools | BioMart | Downloads | Help & Doc

- Oryza sativa Japonica Group “

E— - 446537 results match Oryza sativa Japonica Group

Did you mean... ¥

8) 44 % Database Common, X & iZAAr48 X3 4EE, B ARIEEGELAEZ EFC KK Lo

Search - Database Commons

[ Rt B SHT TR Q EmeR S

Q  Search biological databases

- Search

[ S———

* Advanced Search

Results

@ showaive databases @

e Show 10 - enlries
Database  Full Data  Data Database Host Founded =

rd  Location Citatic Publicati
Mame Name  Object Type Category /™ Institution  Year " index on

No data avaitable in table

by Eurcpe PMC) of all its published papers.

Showing 0 10 0 of 0 entries

O%

1) AP LG, L L, BTXFLE, 2 EAFEXT.

%%, Chinese tea, Camellia sinensis var. sinensis , Taxon ID: 542762

2) mA AP ey KA R, 1. WL B AL B A

cellular organisms > Eukaryota (eukaryotes) > Viridiplantae > Streptophyta > Streptophytina >
Embryophyta (land plants) > Tracheophyta > Euphyllophyta > Spermatophyta > Magnoliopsida (flowering
plants) > Mesangiospermae > eudicotyledons > Gunneridae > Pentapetalaec > asterids > Ericales >
Theaceae > Camellia > Camellia sinensis (Tea plant) (Thea sinensis)

3) Z AP 4E Swiss-Prot #= TTEMBL ¥ & ¥ 5 7| & B #.


https://ngdc.cncb.ac.cn/databasecommons/search?term=Oryza%20sativa%20subsp.%20japonica

BLAST Align Peptidesearch IDmapping SPARQL  Un B (organism _id:542762) PN .0 & @ O Hep

Status The unreviewed UniProtKB/TrEMBL database will be reduced in size in release 2026_02 (first half of 2026).
# Reviewed (Swiss-Prot) (2) [} Enlr.ef to beretained in UniProtkB:
+ Entries from reference proteomes

Unreviewed (TrEMBL) * All reviewed (Swiss-Prot) entries
(30,216} + Selected unreviewed (TrEMBL) entries with experimental or biclogically important data
¢ Entries to be removed: Unreviewed (TrEMBL) entries that are not part of a reference proteame
Taxonomy
542762 x Entries removed from unreviewed UniPratkKB/TrEMBL will remain accessible in the UniParc sequence archive.

Please read our help page, view affected entries and proteomes [3, ar contact us with any questions.

Filter by taxonomy

s UnNiProtKB 30,218 results. .o motone veoosseso
:

Ltd & Toals = & Downlosd (30K) View: Cards O Table £ Customize columns «§ Share +

Keywords
Entry Name Gene Names 4 Organism &

Gene Ontalogy

| ADASIESS1 § ALADC.CAMSN Alanine decarboxylasel. | AlaDC TEA 005062 Camelliasinensisvar., 478 AA
Enzyme Class sinensis (China tea) E
Proteins with {1 AOAASDBEI & SERDC_CAMSN Serine decarbaxylasel..| SerDC,TEA019109  Camelliasinensisvar. 484 AA
— sinensis (China tea)
) 1 AOAOTSTQM6 &  AGAO7STQM6.CAMSN Photosystem i pratein D1l-] psbA Camelliasinensisvar. 353 AA

sinensis (China tea)

Activity regulation (10}

- | ADA4SAD5I0 AOA4S4D5I0.CAMSN  DNA replication licensing factor MCMZ(.. TEA 015704 Camelliasinensisvar.  1481AA
Binding site (2,103) sinensis (China tea)
Biophysicochemical
properties (2) [ ADA4S4DEV1 AOAASADEVI_CAMSN  Adenylyltransferase and sulfurtransferase MOCS3, CNX5, UBA4, Camellia sinensis var, 448 AA

MOCS3L.] TEA 004619 sinensis (China tea)
More items
(] AOAASAEZWS ©  AQA4SHE2WS_CAMSN proenzyme  PSD2,TEA 005211 Camellssin o
- o~ IR L N

4) %4 At f£ Swiss-Prot A= TTEMBL § & & B & & K -FIE48 69 5 7] & B £

BLAST Align Peptidesearch IDmapping SPARQL  UniProtii - (SR ERb /S PN s IR e et Advanced | List
Status IniProtkB/TrEMBL be reduced In size In release 2026_02 (first half of 2026).
3 Reviewed (Swiss-Prot) (2] [ Entries to be retained in UniProtk:
» Entries from reference proteomes
Taxonomy « Allreviewed (Swiss-Prot) entries
o - » Selected unreviewed (TrEMBL) entries with experimental or biologically important data
% Entriesto be removed: Unreviewed (TrEMBL) entries that are not part of a reference proteome
Filter by taxanomy
Entries removed from unreviewed UniProtKB/TrEMBL will remain accessible in the UniParc sequence archive.
Group by Please read our help page, view affected entries and proteomes 3, or contact us with any questions.
Taxgnomy .
R UniProtKB 2 PESULES o1 restic search toorgsnismwith 10 10 "542762" 0 exclude lower tawonomie ranks
Gene Ontology & Tools + 4. Download (2) View: Cards O Table® £ Customizecolumns =3 Share -
Enzyme Class Entry Name & h 4 Protein exi
Protelns with ) AOA4SSESS1 & ALADC CAMSN Alaninedecarboxylase  AlaDC, Camellia sinensis var. sinensis 478AA  L:Evidence at protein
1] TEA_D05062 (China tea) level
3D structure (1)
Binding skel2) | AOA4SADBB3 % SERDC CAMSN  Serinedecarboxylase  SerDC, Camellia sinensis var. sinensis 484AA  1:Evidence at protein
J [ TEA 019109 (China tea) level
Biophysicochemical
properties (2)

Catalytic activity (2)

Chain (2)

Moreitems
Protein existence

Protein level (2)

. (ORI

5) %At & Swiss-Prot T B LA = 4 2 1A L) 09 7 5] & B HK

Uﬂipﬂ:ﬁi & BLAST Align Peptidesearch IDmapping SPARQL  UniProtkB +

Status /TrEMBL be reduced in size in release 2026_02 (first half of 2026).

% Reviewed (Swiss-Prot) (2) X [ Entries to be retained in UniProtKB:
« Entrles from reference proteomes
Taxonomy « Allreviewed (Swiss-Prot) entries
542762 x

Filter by taxonomy

+ Selected unreviewed (TrEMBL) entries with experimental or biologically important data
X 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.

Groupby Please read our help page, view affected entries and proteomes [, or contact us with any questions.

Taxonomy .

Kemvorts UniProtKB 2 results

Gene Ontology & Tools + & Download (2) View: Cards O Table® £ Customizecolumns & Share +

Enzyme Class Entry Entry Name Protein Names & Gene Names 4 Organism & Length o 3D structures
Proteins with [ ADA4S4ESS1 % ALADC_CAMSN Alanine decarboxylase[..] AlaDC, TEA 005062 Camellia sinensis var. sinensis (Chinatea) 478 AA X-ray: 2

3D structure (1) () ADA4S4DBB3 % SERDC_CAMSN Serine decarboxylasel..| SerDC, TEA 019109 Camellia sinensis var. sinensis (Chinatea) 484 AA E
Binding site (2)

Biophysicochemical

properties (2)

Catalytic activity (2)

Chain (2)
More items

6) & 174 A /£ NCBI 2 £ R b 5w 3038 09 R sk, 7RG LA R Z
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&7 D= Browser

Try. y Pages!
Explore our redesigned taxonomy browser and taxonomy record pages with faster, more intuitive search, taxonomy images, and links to NCBI Datasets and other data available at NCBI.

Huceotide Protein

Search for as complete name v lock | search | Clear

Camellia sinensis var. sinensis Entrez records

Taxonomy |D: 542762 (for references in articles please use ncbitaxon:542762) Database name Direct links | Subtree links | Links from type
current name BioProject 13 73

Camellia sinensis var. sinensis, nominotypical infraspecies 1!

NCEI BLAST name: eudicots
Rank: varietas

Genetic code: Translation table 1 {Standard) Nucleotide
Mitochondrial genetic code: Translation table 1 (Standard)

Identical Protein Groups

PMC
Qther names:
—heterotypic synonym Protein
Camellia longlingensis ‘ SRA

Lineage (full)
cellular organisms; Eukaryota; Viridiplantae; Streptophyta; Streptophytina; Embryophyta; Tracheophyta; Euphyllophyta; yta; Magnoliopsida; Mesangiospermae; eudicotyledons;
Gunneridae; Pentapetalae; asterids; Ericales; Theaceae; Camellia; Camellia sinensis

Notes:

1) This nominotypical infraspecies name or autonym shares type material with its parent species.

External Information Resources (NCBI LinkOut)

LinkQut Subject LinkOut Provider
WebScipio: Camellia sinensis var, sinensis cultivar Fudingdabaicha organism-specific WebScipio - eukaryotic gene identification
WebScipio: Camellia sinensis var, sinensis organism-specific WebS(\p\c-eukanycn(gemel@ IR H] -

7) &% Ensembl 3 Phytozome ¥ A R85 &, Lt 2 mARAN 5, AELAREEKR

Fiitm RN F, Kb BELFLEXRARAGMN, RELEAREE,

C.sativa Acsn-226 v1.1: Phytozome

Organism Information:

Camelina sativa Acsn-226 v1.1
part of the BAP project
Phytozome genome ID: 805 + NCBI taxonomy 1D: 906

ST, a0 a6

Project Overview

m project

Another key use of al and SNP variation in the

evolution of different n primary metabolism and the

equencing approact

thin ge

es of adapti

8) 4% % Database Common, Xz 48 X IEE, REMARKEEGEALE L KR Lo

Search - Database Commons

1) ZAP L, XL, BT LFL P ERFEX

:An

% M 24, Populus, Populus deltoides, 3696
2) m A R xAE (R, 1. R, B AL B ) .
cellular organisms > Eukaryota (eukaryotes) > Viridiplantae > Streptophyta > Streptophytina >

Embryophyta (land plants) > Tracheophyta > Euphyllophyta > Spermatophyta > Magnoliopsida (flowering


https://webvpn.zju.edu.cn/https/77726476706e69737468656265737421e0ff5888282a675d7b4587a980416d3f9c250f55af9e8cfaf622/info/CsativaAcsn_226_v1_1
https://ngdc.cncb.ac.cn/databasecommons/search?term=Camellia%20sinensis%20var.%20sinensis
https://www.uniprot.org/taxonomy/3696

plants) > Mesangiospermae > eudicotyledons > Gunneridae > Pentapetalae > rosids > fabids
Malpighiales > Salicaceae > Saliceae > Populus (poplars)

3)i% 4 #F £ Swiss-Prot #= TIEMBL F & ¥+ /5 71 % B 2.

(taxonamy_id:3656) Advanced | List

Status The unreviewed UniProtkB/TrEMBL database will be reduced In size In release 2026_02 (first half of 2026).
1% Entries to be retained in UniProtkB:

+ Entries from reference proteomes
Unreviewed (TrEMBL) « Allrevievied (Swiss-Prot) entries

 Reviewed (Swiss-Prot) (16)

139,994} + Selected unreviewed (TrEMBL) entries with experimental or biologically important data
X Entries to he removed: Unreviewed (TrEMBLI entries that are not part of areference proteome
Taxonomy
3696 x Entries removed: [TrEMBL! inthe U L archive,

Please read our help page. view affected ent

s and proteomes I3, or contact us with any questions
Filter by taxenomy

Groupby UniProtKB 40,010 results
Taxono & Tools + & Download (40K) View: Cards O Table ® £ Customizecolumns o Share -
Keywiords
Protein Names & Length
Gene Ontology
Pas491 5 PSBA POPDE Photasystem Il protein D1L.] psbA Populus deltoides 353AA  3:lnferred from
Enzyme Class (Eastern poplar) hamology
{Eastern cottonwood)
Prateins with
5 :
T Qo9117 BSPB_POPDE Bark storage protein B BSP Populus deltoides 312AA 1Evidenceat
(Eastern poplar) protein level
Activity regulation (25) (Eastern cottonwood)
Binding site (2,342) O pa79Ls %  METK_POPDE S-adenosylmethionine synthase[.] METK Populus deltoides 395AA  2:Evidenceat
Catalytic activity (5.369) (Eastern poplar) transcript level
(Eastern cottanwood)
Chain (3,348)
More ltems Pa16s7 s Probable cinnamyl alcohol Populus deltoldes 357AA  2:Evidenceat
dehydrogenasel..] (Eastern poplar] transeript level
Pratein existence [Eastern cottormood)

3) %4 At f£ Swiss-Prot A= TTEMBL F & ¥ B & & K -FiE 4869 5 7] & B 4.

Advanced | Li

Status TrEM inrelease 2026_0; 2026).
[ Entries to be retained in UniProtKB:
« Entries from reference proteomes

A Reviewed (Swiss-Prot) (1)

Taxonomy « Allreviewed {Swiss-Prot) entries

3696 x

Filter by taxonomy

« Selected unreviewed (TrEMBL) entries with experimental or biologically important data
X 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.

Groupby Please read our help page, view affected entrl ,or contact us with

" UniProtkB

Hayyt NiProtKB 1 resulte .. — —

Gene Ontology £ Tools + & Download (1) View: Cards O Table ® £ Customize columns <& Share *

Enzyme Class Entry a EntryName 4 Protein Names 4 GeneNames 4  Organism a Length 4  Protein existence

Protelns with o Qo917 BSPB_POPDE  Barksstorage protein  BSP Populus deltoides (Eastern poplar) (Eastern 312 AA : Evidence at protein
B cottonwood) level

Chain(1)

Function (1)

Glycosylation (1)

Induction (1)

Signal peptide (1)

Moreitems

Protein existence

Protein level (1)

4) ZAnFt & Swiss-Prot F B A =4 7 W] L5 69 7 5 & B AL

BLAST Align Peptidesearch IDmapping SPARQL  UniP 696) AND (structure. Serch & @ ) Help

Sorry, no results were found!

It you can't find what you are looking for, please contact us.

|
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Taxonomy
Browser

Try the New NCBI Taxonomy Pages!
® Explore our redesigned taxanomy browser and taxanomy record pages with faster, more intuitive search, taxonomy images, and links to NCBI Datasets and other data available at NCBI.

Search for 88| compets name ~ | € lock

search | Ciear

Populus deltoides

Entrez records
Taxonormy ID In articles 3606) Database name Direct links | Subtree links | Links from type
[~current nam BioPraject 1091, .
Populus deltoides W Bartram ex Marshall, 1785 Biosamp .,
|includes: Populus sp. YRR-2025a
GEO DataSets
NCBI BLAST name: eudicots - -
Rank: species Gans il
Genetic code: Translation table 1 (Standard) Identical Protein Groups| 40266 40,266
de: Translation table 1 (Standard)
B ranslation table 1 (Standard) Hucleotide 15584 15584 -

Lineage full) PMC 1178 1119

cellular organisms; Eukaryota; Virl 1 it Embryophyta; ta; Euphyllop

Spermatophyta; Mag: dac; b : rosids; fabids; Froten 15628 45628 §

Salicaceae; Saliceae; Populus 3,339 3,339

Comments and References:

image:Populus deltoides

Image by Laurent Balanger from Wikimedia Commans under a CC
BY.SAlicense.

* Image may not have been verified for accuracy by NCBI
Taxonomy.

ENA- Populus
Eckenwalder JE. 2009. Populus Linnaeus, Sp. PL. 2: 1034, 1753; Gen, Pl. ed. 5,456, 1754. In
North of Mexico. Vol. T: Magnclioohvta:

alicaceae to Brassicaceae, New York and Oxford, On-line version.

6) &% Ensembl 3 Phytozome ¥ A N85 &, LAt 2 mARAN 5, AELAREEKR

128 FizdhAr s A,

P.deltoidesWV94 v2.1: Phytozome
1JGI X

Gl Data Portal  JGI Dat:

Phytozomeds 14 g

Organism Information:

Populus deltoides WV94 v2.1

Phytozome genome ID: 445 « NCBI taxonomy ID: 3696

st

Download

Genome Overview

Policy ~ Tools

ra of North America Editorial Committee (Eds.} Flora of Nerth America

WV94 s a Populus deltoides (Marsh.) clone from Issaquena Co,, Mississippi. it was first identified by the U.S.

Forest Service for its rapid growth under field condition:

oyle et al. 2006]. ArborGen LLC
use in its transformation program because of WV947s ability to regenera

The Center (BESC) at Oak Ridge National Laboratory has
ines of WV4 as part of the U.S. Depariment of Energy

this clone

ro conditior Energy Sc

biofuels program.

Genome Information

Assembly Source:

Assembly Ver

sion
Annotation Source:
Annotation Version
ffold Length (bp)

Length (bp)
Number of Contigs

n Cnntine cantainion half.of accembi /1 80!

8) 44 % Database Common, 4% HiiZ 4% 48 X #4382,

d

equently selected

wle plants under in

transgenic

Jal
v2.0

Jl

V21
446,783,942

@b

AEMXRIBEEGEFE BT ALK L,

Oata Tyoe Databans Category Oata Obiect: [r—
=Popuis dahoides
ren * Clear
Results
Show alive databases @
Saact Cons + - larkt
Countries Show 10 onties
os
1 Database Full Data  Data  Database Host Founded -
Keyword  Locat Citation . Publi
Name Name Object Type  Category 0 O instwwon  vear N ndex .
wat
Universty of
Promomics (3 ety 2015 48 436
Toulouse
Database
More.
Institutions Shami
T e ) China Normal 2020 ) 333
B University

Cilation of a certain dalabase is the iofal ciations (indexed by Europe PM
zindex s calculsted by dividing totsl citations by database age

il -

) of all Its published papers.


https://webvpn.zju.edu.cn/https/77726476706e69737468656265737421e0ff5888282a675d7b4587a980416d3f9c250f55af9e8cfaf622/info/PdeltoidesWV94_v2_1

# Signin

A He

& Database

i Database Profile

[#" WallProtDB

© General information © Ranking

All databases:

URL hitp:/iwww.polebio irsv.ups-tise.frWallProtDB 243206932 (64.931%) 2 4 3 2

Full name: Wall Proteomics Database
Genotype phenotype and variation TOTAL RANK
WallProtDB (http:/iwww. polebio.Jrsv.ups-tise.fr/WallProtDB/) presently contains 3401 proteins and ESTs identified
experimentally in about 50 cell wall proteomics studies performed on 13 different plant species. Two criteria have to -
be met for entering WallProtDB. First one is related to the identification of proteins. Only proteins identified in plant W CITATIONS ©
with available genomic or ESTs data dered to ensure Second criterion is
related to the difficulty to obtain clean cell wall fractions. Indeed, since cell walls constitute an open compartment oo 4.364
difficult to isolate, numerous proteins predicted 1o be intracellular and/or having functions inside the cell have been 2270577 (60.832%) .
Description: identified in cell wall extracts. Then, except proteins predicted to be plasma membrane proteins, only proteins having Z-INDEX @

a predicted signal peptide and no known intracellular retention signal are inciuded in the database. In addition,
WallProtDB contains information about the strategies used to obtain cell wal protein extracts and to identify proteins

by mass. and Mass. data are included when available. All the proteins of ® Community reviews
WallProtDB are linked o ProtAnnDB, another database, which contains structural and functional bioinformatics
annotations of proteins as well as links to other databases (Aramemnon, CAZy, Planet, Phytozome, UniProt). A list Not Ratad

of references in the cell wall proteomics field is also provided
Data quality & quantity:

Year founded: 2015 Content organization & presentation

System accessibility & reliability
Last update 2017

Version:

(7) REAMAXZ AR L

(DCKX5-ARATH

D) AP EBHEa L. LB LAY G
S Q67YUO - CKX5_ARATH

Function

Names & Taxonomy

Protein’ | Cytokinin dehydrogenase 5 Amino acids | 540 (gotosequence)
Gene! ‘ CKX5 Protein existence | Evidence at transcript level Subcellular Location
Status’ ‘ 5 UniProtKB reviewed (Swiss-Prot) Annctation score' | @
Organism' | Arabidopsis thaliana (Mouse-ear cress)
PTM/Processing
s a 3 o ¥ o> PR
) ZAINEBRGZAAIFNE, QEFLKEIBREE: Expression

Interaction
Structure

AP FRBKRRT 50 RAXUK, EoLRE:

Family & Domains

Source

Q67YUO - CKX5_ARATH Sequence

% UniProtKB reviewed (Swiss-

Prot) (7} Protein’ | Cytokinin dehydrogenase 5 Aminoacids | 540 (o to sequencel Similar Proteins
omputationally mapped Gene' | cixs Protein existence’ | Evidence at transcript level

(20 Status’ | 5 UniProtKB reviewed (Swiss-Prot) Annatationscore! | (;7)

Categary ganism' | Arabidopsis thaliana (Mouse-ear cress)

Function (13}

Expression (12 Entry Genomi i i External links  History

Sequences (5) Add a publication

Names (2) L
] Publications for Q67YUO
Study type Molecular and biochemical characterization of a cytokinin oxidase from maize.
Small scale (15 » I
a b I Bilyeu K., Cole LL. Laskey J.G., Riekhof W.R. Esparza T.J,, Kramer M.D., Morrls R.O. PubMed a
Large scale (12) Europe PMCEZ
View abstract 2

Plant Physiol. 125:378-388 (2001)
Cited for NUCLEOTIDE SEQUENCE [MRNA]

Category Sequences Citedin  Mappedto

Source 3 UniProtKB reviewed (Swiss-Prot] P2 OE
Sequence and analysis of chromosome 1 of the plant Arabidopsis thaliana.
PubMed [

Theologls A. Ecker JR., Palm C.)., Federsplel N.A. Kaul 5. White O., Alonso J., Altafi H., Araujo R. [..] . Davis RW.

EuropePM ) = 4y a

4) 1Z 73 & B QIR AR LA A7 87



Sequence caution’

The sequence AAG13068.107 differs from that shown. Reason: Erroneous gene model prediction ™ curated

Features
Showing features for sequence conflict’.

Q, ® @& .+ Download

50 100 150 200 250
180
|
1 s o« Bell 4 e e Bl oo B o B s OE
+ + TYPE [} POSITION(S)
+ Sequence conflict 185
Keywords'
Coding sequence | #Alternative splicing

diversity

Technical term ‘ #Reference proteome

Sequence databases

PIR | B96785 (2 B96785

5) %57 A B AL R AR R R kA,

External Links

Enzyme and pathway databases

Bl | ARAATIGISASOMONOMERTS

Family and domain databases

FunFam | 3.30,465.10:FF:000021 €7 Cytokinin dehydrogenase 11 hit
3.40.462.10FF-DODODL & Cytokinin dehydragenase 2 1 hit

GenedD | 3.30465.10¢ 1hit
34046210 18 FAD-inked cxidases, Germinal comain 1 nit
3.3043.100F Uridine Diphospha-n-acetylenclgyruvyiglucosaming Reductase,
domain2 1 hit
InterPra | View proteinin InterPro £
IPRO16170EZ Cytok DH_C_5f
IPRO15345 €2 Cytokinin OH FAD/cytokin bd
IPRO16166 1 FAD-bd_PCMH
IPRO36318 ¢ FAD-bd_PCMH-fike st
Mare InterPro links

Gene expression databases
| asrvuoe:

Protein-protein i jon datal

STRING | 3702067vU0 8

Organism-specific databases

-

Proteomic databases

PaxDb | 3702-AT1G75450.10F

PTM databases

GlyCosmos | Q&7YLOE 2sites, Ho reported ghycans

Sequence databases

Y pr—

HUCLEGTIDE SEQUENCE

300 350 400 450 500
] i (] v v T (] ® ¢ E v " R
DESCRIPTION

inRef. 1; AAG30909 | M curated

RefSeq | NP_177678.2[2 NM_106199.5[2 [Q67YUO-1]

Hoop AR SRR S ARG A RS A 7

ENZYME | Search..s

PANTHER | PTHR13878:5F102 14 CYTOKININ DEHYDROGENASE 5 1 it

PTHR13878 &5 GULONOUACTONE OXIDASE 1hit

PROSITE | View protein in PROSITE ¢4
PS51367 0 FAD_PCMH 1 it

PS00862 [ OX2_ COVAL FAD 1hit

Plam | Wiew protein in Plam £f
PFO¥265 2 Cytokin-bind 1 hit

PFO1565CE FAD, binding 4 1 hit

SUPFAM | SSF58176 [ FAD-binding/transporter-assoclated doman-like 1hit

S5F55103 1 FAD-linked xidases, C-terminal domain 1 hit

MobiDB | search...

TAIR | ATIGZ5450 17 CKXS

ProteomicsDB | 2220941 [Q67YU0-1]

GiyGen | qe7vuOTE 2sites

RefSeq | NP_177678212 NM_106199.5€2 (Q67VUO-1]

AF303962
EMBL (% - GenBank (2 - DDBJ
ACD23754

EMBL [ - GenBank (2 - DDBJ 2

Similar Proteins’

UniRef clusters’
100% identity 0% identity 50% identity
Q6TYUD-1

UniRef100_Q67YUD

Protein name.
cytokinin dehydrogenase
extokinin dehydrogenase
cytokinin dehydrogenase
extokinin dehydrogenase

cytokinin dehydrogenase

View these 5 entries in UniProtKB

6) Swiss-Prot T & ¥ 51i% 5 7] 4 B 48 Fl 12

PROTEIN SEQUENCE MOLECULE TYPE s1aTUS.
AAGIH091 -
EMBLIY - GenBank [ - DDBICH "
AAGLIEE
Genomic DHA Sequence problems.

EMBLIZ - GenBank [£ - DDBICE

Orgar

Arabidopsis thaliana (Mouse-ear cress)
Arabidopeis thaliana (Mouse-ear cress)
Arabidopsis thaliana (Mouse-ear cress)
Arabidopsis thaliana x Arabidopsis arencsa

thale-cress) ( iinopsis suecica)

Length

536

a17

b 100%, 90%F= 50%89 5 5] 4 B 4



Similar Proteins’
UniRef clusters'

100% identity 0% identity  50% identity

QBTYUO-1
UniRef50_Q67YUD

ytoiinin dabpacogenase

cytosinin debyiragenase
‘rtokinin debicogenase.
ytoiinin dabpacogenass
‘ertoinin dabiragonase
ytoiinin dabpacogenase
‘cytokinin debyirogenase.
‘crtokinin detirogenase
crtoinin dabiragonase

View all 40 entries in UniPratKB

Similar Proteins
UniRef clusters’

100% identity U identity  SO% identity

Q67YU0-1
UniRef50 GE7VUO

Arabidopes thallana (Mouse-gar eress)
Arabigopais thaliana (Mouss-sar eress)

‘Arabidopsis thaliana (Mouse-sar eress)

Asabidopsis thaliana (Mouss-ear sress)

Arabigopsis thaiana (Mouss-sar eress)

Arabidopsis thallana (Mouse-oar cress)

Maceasa casrulescars (Alping panny-cress) (Taspi casrscens)
Brassica campestrs {Feld mustard)

Micrathiassi erraticum

Camalia saiva (False flax) (Myagrum sativam)

e ——
Lrp—
crtokinindahydrogsnaze
cokinin dehyirogerase
R R——
P ——
pokinin dehyrogerase
rtokinindeydrogenase
EraSR——

vtohinin dubyiregerase.

View all 401 entries in UniProtk@

@Q9IMo41
1) ZFPFBNE

Protein names'

Acabidopuis thallana ouse-sa cras)
heabidopisthllans Mossa-ear eres]
Arabidonsis thallana (Monse-sa cres)
Arabidopsi thallana o ear eres]
Acabidopsi thllana IMouse-sarcras)
Reabidopis thallans Mousa-varcraa)
Fualypeusgrandis Floosed gum)

Theobrom caca (Cacao) (Cocoal

arasa

cas vis, claeaces

Brassica napas (Rape}

At AR LI L

Recommended name | Transcription factor bHLH140

Alternative names | Basic helix-loop-helix protein 140 (AtbHLH140; bHLH 140}
Transcription factor EN 122
bHLH transcription factor bHLH140

Gene names’
Name | BHLH140
Synonyms | EN122
ORF names | T1008.20

Ordered locus names | At5g01310

Organism names

Taxonomic identifiert | 3702 (NCBICT )

Organism* |

is thaliana (M cress)

Strain | cv. Columbia

Taxonomic lineage! | cellular organisms > Eukaryota (eukaryotes) > Viridiplantae > Streptophyta > Streptophytina > Embryophyta (land plants) > Tracheophyta > Euphyllophyta
> Spermatophyta > Magnoliopsida (flowering plants) > Mesangiospermae > eudicotyledons > Gunneridae > Pentapetalae > rosids > malvids > Brassicales >
Brassicaceae (mustard family) > Camelineae > Arabidopsis

Fat: #FE-T bHLH140;

A B .%: BHLHI40

’

2) HEIIABRTBIIALFE, GIHILKLEREE

HAINCBEA T, 2R L0 LHE KPR,

K BVABARIAE B ;
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nonical sequence

eptidesearch |D mapping SPARQL  UniPro

Function %Q9M041 - BH140_ARATH

Names & Taxonomy

Protein’ | Transcription factor BHLH140 Amino acids | 912 {go ta sequence)
Subcellular Location Gene' | BHLH140 Protein existence! | Inferred from homology
Status' | 5 UniProtkEB reviewed (Swiss-Prot) Annotation score’ | (%)
PTM/Processing Organism’ | Arabidopsis thaliana (Mouse-ear cress)
Expression
Entry Feature viewer Publications  External links  History
Interaction
Cror @ Tools + .t Download b Add Addapublication Entry feedback
Family & Domains =
Function
Sequence
Features
Similar Proteins Showing features for binding site’
@ & @& & Download =2
i ED 1 = B3 ED £ E] ES
B 58

schanced | s TN

eptidesearch IDmapping SPARQL  uniPro

Source %Q9M041 - BH140_ARATH

5 UniProtKB reviewed

(S Prot] (4] Protein' | Transcription factor bHLH140 Amino acids | 912 (go o sequence)
amputationally mapped Gene' | BHLH140 Protein existence* | Inferred from homology
& status’ | 3 UniProtkB reviewed (Swiss-Frot) Annotation score’ | 3
Category Organism' | Arabidopsis thaliana (Mouse-ear cress)
Function (7)
Entry Feature viewer Publications  Externallinks  History

Names (4)

(
sequences (1) Add a publication

Expression (1) L.
T e Publications for Q9M041:

Study type Sequence and analysis of chromosome 5 of the plant Arabidopsis thaliana.

Large scale (9] PubMed s

Tabata ., Kaneko T., Nakamura Y., Kotani H., Kato T., Asamizu E., Miyajima N_, Sasamoto S., Kimura T. [..] , Fransz PF.

Small scale (1) Europe PHCLS
View abstract Nature 408:823-826(2000) 7
Cited for NUCLEOTIDE SEQUENCE [LARGE SCALE GENOMIC DNA] .
itedin
Strain cv. Columbia ‘ 5
PR

Category Sequences
Source % UniProtKE reviewed (Swiss-Prot)

BE 2026 F 4 A, ZFIEERT 13 Bk

4) %P B Qs A AR B AT 87
Featurés

Showing features for region’, compositional bias’, domain:, zinc finger.

Q & & & pownload 2

100 200 0o @0 sto “o o sto %0

CRE S S W v o BB B - BN - N - N - N BN BN BN -
TYPE

ER] v ID  POSITION(S) DESCRIPTION

+  Region 157 Disordered [ Automatic Annotation & Tools - & Add
v Compositional bias 13-23 Low complexity  Automatic Annotation & Tools - & Add
+  Domain 4392 bHLH (¥ PROSITE-Profule Annotation & Tools - @ Add
+  Domain 511-690 Macro M prOSITE ProRule Annotation & Tools * & Add
+ Compositional bias 657-666 Polar residues (7 Automatic Annetation & Tools + @ Add
+ Region 657-706 Disordered | Automatic Annotation & Tools * @ Add
+ Domain 720-829 HIT (W PROSITE ProRule Annotation & Tools - @ Add
+  Zincfinger 870-893 C2H2type & Tools - @ Add

Automatic Annotation: UniProt B )M eGLER, TREEFHF, THEALE,
PROSITE-ProRule Annotation: 5 # PROSITE ##EEMHATL /| FATER, THEES, NN
R EHIRIER
VA bHLH transcription factor ZF % A%, ZF 7 F B T AKX E 43-92 K3k, wREHML ERTIRIEY

A, Mot H A KA X B4 =




5) ZA P B QL AEIRIU R B Lk, Hb AR RS AR A A IR R IR BT A FT AR AR e AR

RS ARAYAZ 87
External Links

Enzyme and pathway databases
BioCyc | ARAATSGO1310 MONOMER ¢

Family and domain databases

€00 | caruasacs bHLH_A PROSITE | vie

FunFam | 3,30.428.10:7F:00
3.40.220.10:FF:00
3.40.50.300:FF:002: Lhi
4.10.260.10:FF:00 ICLE 1 hit

PSS108415 HIT 21 hit
PSS115412 MACRO 1 hit

Gene3d

SMART | Viey

| 'SMoo353 2 HLK 1 hit

SUPFAM | ssFsare7c
SsFaTaser

! SSF52049 (2 Macy
PANTHER | PTHRI2486:5F4 (£ APRATAXIN 1 hit SSF52540 2 Plox leoside triphosphate hydrolases 1
PYHR12486 7% APRATAXIN. RELATED 1 hit hit

MobiOB | Search...ct

Gene expression databases

ExpressionAtias | QIMOA1 (2 baseline and differentia

Protein-protein interaction databases
STRING | 3702.QoM041 18

Organism-specific databases
Araport | ATSGO1310C3 TAIR | ATSGO1310 3 APTX

Proteomic databases
PaxDb | 3702-AT5G01310.1¢5

LB G R5%& G a6 A48 A EFF STRING :

GLO_‘ STRI NG Search Download Help My Data

T1F9.10

# £ Settings > X Analysis > EHExports > (W Clusters > @ More @ Less

st
iR BEEQTASRARE, £ FIEFHL:

- AR A A X & G HISN6B. HISN4. HISN6A

* DNA 1% Z/#if5"m 8% & & : TDP1. POLL. LIG4. XRCC4., XRCC1. NTHI. T1F9.10
BHLH140 ¥ EAFM BT T CTRERDEANXEAE:

Ol 54 AR SRAR% I | B, BB @i AB ARG SR, #miAdsfhe LK

KA A Rifte A bHLH £4& G, CHRSEMHRFE TR T, XH5 EERTREACH A

BRI AR A X AR R,

@BHLH140 5JUF AR 4 DNA 145 238 % 09 X4 & G #f 4 4&£ 24 (NHEJ. BER. TDP1 i#§%)
XHACTRARARRZ-ANEEGHERE T, LAESLLS DNA Hifheois Lidf:

4



L BB (e bk, ALMiE, £ #HE24T) ¥ DNA #4586, BHLHI140 *T
ReaE, BT ERXEBE RO, RRBANE IS, HARAGEZTNE,
CTREMNEA%ZET, LA DNA S 2t AR kA, SHEABOEHET, L4
L2 A 6MaE, H& HTRE + AR HREREEX,

(3)C79A1-SORBI

D ZFIEBNEEL. AR LTS [l

Q43135 - C79A1_SORBI Names & Taxonomy

Protein® | Tyrosine N-monooxygenase Amino acids | 558 (goto sequence) .
) | ) | Subcellular Location
Gene! | CYPT9A1 Protein existence® | Evidence at protein level
Status® | % UniProtKB reviewed (Swiss-Prot) Annotation score® | 6@

Organism? | Sorghum bicolor (Sorghum) (Sorghum vulgare)

)L EARZIAIFN, QLIERILKELEHRREL:

PTM/Processing

Expression

3) Z A BIET Uk R UK, EHo7LK£:

Structure

-

Family & Domains

Sequence

Similar Proteins

4) %P7 5 B @ AETIR A AR s BT 87

Q43135 + CT9A1_SORBI
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% Q43135 - C79A1_SORBI

External Links

! | yronine u-monsarygeasss
«

| crerans
P P ——
ormanism* | Sorghum bicolor (Sarghum) (Serghum
veigare)

Faature viewer Publications  Externallinks.

Enzyme and pathway databases

sRenoA |
Biocye |

samio-aK. |

Family and domain databases
<oo |

Funfam |

Gensao |

PANTHER

Gene expression databases
Expressionatias |
Sequence databases
o |
nucLeaTIoE sequEnce

EMBLr - GenBankr: - DDBAM

Genome annotation databases
Geneio |
3D structure databases

aipnaroiaos |
swm |

6) Swiss-Prot T & ¥ 5% 5 7| % B ARz & & 100%, 90%F= 50%49 -7 5 B 4

Similar Proteins'
UniRef clusters’

100% identity

Q43135
UniRef100_Q43135
Prot

name
Tyrosine N-moncaxygenase
Cytochrome P-450

View these 2 entries in UniProtka

Orthologs & paralogs'

No Orthology or Paralogy datais available f

Phylogenomic databases

HOGENOM | €LU_001570_4_0_102

OMA | KWKLAGG TS

Similar Proteins'
UniRef clusters:

18183601 5768

Qauase:

1.10.630.10:FF1000037 [ Cytochrame P4509 & it
140,630,102 Cyiochieme P450 1 hit

o —— ot
iPRoB1128 o
IPROLTOT2 14 Cyt_Pas €S
IPROB24OL I Cyt 450 E_ grart
IPRO3E3E T Cyt_Pasa st

PTHRATIAL 14 CYTOCHROME P50 98A9 § it
PTHRATIASFALE O509G0441700 PROTEIN 1 it

Qa3135 £ aselin and d feransia

sasz0313 seazas
PROTEIN SEQuUENCE

EMBLE? - GenBankrt - DOBIE

EER93097 14 SORBI 30016012300 12

o613

Qanase

Qanases

0% identity  50% identity

Organism
Sarghum bicolor (Sorghum) (Sarghum vulgare)

Sarghum bicolor (Sorghum) (Sarghum vulgare)

rom the Alliance of Genome Resaurces.

Amine acids | 558 go o coneence
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