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Confirmation of the pleiotropic control of leaflet shape and number of seeds per pod by the
1. =i=Ln</i= gene in induced soybean mutants.

sayama T, Tanabata T, Saruta M, Yamada T, Anai T, Kaga A, Ishimoto M.

Breed Sci. 2017 Sep;67(4):363-369. doi: 10.1270/jsbbs.16201. Epub 2017 Jul 28.

FMID: 29085246  Free PMC Article
Similar articles

Genetic analysis of the Lf1 gene that controls leaflet number in soybean.

2. Jeong SC, Kim JH, Bae DN.
Thear Appl Genet. 2017 Aug;130(8):1685-1692. doi: 10.1007/s00122-017-2918-0. Epub 2017 May 17.
FMID: 28516383
Similar aricles

Ln is a key requlator of leaflet shape and number of seeds per pod in soybean.

3 Jeong N, Suh SJ, Kim MH, Lee 5, Moon JK, Kim HS, Jeong SC.
Plant Cell. 2012 DecZ24(12):4807-18. doi: 10.1105/pc. 112104968, Epub 2012 Dec 14.
PMID: 23243125  Free PMC Article
Similar aricles
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UniProtkB - K7L9F6 (K7L9F6_SOYBN)

Protein | Submitted name: AP2 domain-containing protein
Gene Glyma.08g281900

Organism | Glycine max (Soybean) (Glycine hispida)

Status Unreviewed - Annotation score: ®0000 - Protein |':|r:at:|i::tet:|i

Names & Taxonomy’

Protein names®  Submitted name:
AP?2 domain-containing protein # Imported «

Gen names®  ORF Names:Glyma.08g281900 # Imported ~ , GLYMA_08G281900 # Imported +
Drganismi Glycine max (Soybean) (Glycine hispida) # Imported
Taxnnumig 3847 [NCBI]
identifier*
Taxonamic Iiruaagei Eukaryota » Vindiplantae » Streptophyta » Embryophyta » Tracheophyta » Spermatophyta » Magnoliophyta » eudicotyledons » Gunneridae »
Pentapetalae » rosids » fabids » Fabales » Fabaceae » Papilionoideae » Phaseoleae » Glycine » Soja Il
Proteomes’  UPO00008827 Compunenti: Chromosome 8



UniProt information
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Function’

Regions
Feature key Position(s) Description

DNA binding* 47 - 104 APZ/ERF @ PROSITE-ProRule annotation -

GO - Molecular function’
= DNA binding # Source: UniProtkB-UniRule
= transcription factor activity, sequence-specific DNA binding # Source: InterPro

View the complete GO annotation on QuickGO ...

GO - Biological pr‘DCESSi

» transcription, DNA-templated # Source: UniProtkB-UniRule

Inferred from electronic annotation
View the complete GO annotation o

Keywords '
Molecular DNA-binding # PROSITE-ProRule annotation ~  # SAAS annotation -
function

Biological process Transcription, Transcription regulation # PROSITE-ProRule annotation -

Actions Graphical view

& Add %% BLAST

# SAAS annotation -

Length
tg



_.Subcellular Localization
AP B B
B

UniProt information Predict Protein

i ioti — b : : 4
; SOUNBEARTMENTS - -
PRSI SECERR Predicted localization for the Eukarya domain: Nucleus (GO term ID: GO:0005634)

{}@:m




Subcellular localization

P

#HiN targetp vl.1 prediction results HHRAARARNABRARNARRBHRRBRRRARRRARRRHEN
Humber of guery sequences: 1

Cleavage site predictions not included.

Osing PLANT networks.

Ho

TargetP 7

Hame Len cTP nIP SP other Loc EC

tr_ E7TL9F6_ETL9F6_50Y 3b4

-326 0.060 D0.025 O0O.866 _ 3

= = |

cutoff -000 O0.000 O.000 O.0O0O0

CTP: M&E#EiEik mTP: SRR sp: BBk
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Summary
Sequence Length 354
HMumber of Aligned Proteins 40
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ExPASy /) ProtParam T AL R T:

Amino acid composition:

Ala
Arg
dzn
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z1n
z1l+
Hi=
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Humber of amino acids: 354
Molecular weight: 359625, 94

Theoretical pI: 7.:28

Alaphatic index: 5HE. 20

Grand average of hydropathicity (GRA¥VY): -0.733

Total number of negatively charged residues (Asp + Glu): 23
Total number of positively charged residues (Arg + Ly=): 38
Inztability index:

The instability index (II) iz computed to be 46,28
Thi=z claszzifiez the protein az unstable.
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__Secondary structure & Solvent accessibility
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