
IDENTIFICATION 

Species: Arabidopsis thaliana 

Locus: AT3G45970 

Gene Model: AT3G45970.2 

Description: AtEXLA-04 

Family: Expansin Like Alpha  

3D structure: 

 
GENOME DATABASES 

TAIR: https://www.arabidopsis.org/  

KEGG: https://www.genome.jp/entry/T00041  

 

https://www.arabidopsis.org/
https://www.genome.jp/entry/T00041


EXTERNAL RESOURCES 

https://www.gabipd.org/database/cgibin/GreenCards.pl.cgi?Mode=Show&QueryKey=197c0e

f939ecd1d29302d8a4a92c1bc3&x.Overview=1&Start=1  

GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>AtEXLA-04 

MFLFSCLVYVFFAAGACAYGSMATSFFAGHIAAAIPSIYKDGAGCGACFQVRCKNPK

LCSTKGTIVMITDLNKSNQTDLVLSSRAFRAMAKPIVGADKDLLKQGIVDIEYQRVPC

DYGNKNMNVRVEEASKKPNYLEIKLLYQGGQTEVVSIDIAQVGSSPNWGYMTRSHG

AVWVTDKVPTGAIQFRFVVTGGYDGKMIWSQSVLPSNWEAGKIYDAGVQITDIAQE

GCDPCDAHIWN 

CDS (coding sequence) 

>AtEXLA-04 

ATGTTTCTTTTCTCATGTCTTGTTTATGTGTTTTTTGCAGCTGGAGCTTGTGCTTAT

GGCTCTATGGCTACGAGTTTCTTCGCCGGACATATCGCTGCAGCTATCCCTTCTAT

CTACAAAGACGGTGCTGGCTGTGGAGCTTGCTTTCAAGTCAGATGCAAGAACCCT

AAGCTGTGTAGCACTAAAGGAACCATTGTGATGATCACAGACTTAAACAAGAGT

AACCAAACCGATCTTGTCCTTAGTAGCAGAGCTTTTAGAGCTATGGCTAAACCTA

TTGTTGGTGCTGACAAAGACCTTCTCAAACAAGGCATTGTCGACATCGAATACCA

AAGAGTTCCTTGCGATTACGGCAACAAGAACATGAACGTGAGAGTAGAAGAAGC

AAGCAAGAAACCAAACTACTTAGAGATAAAGCTTTTATACCAAGGAGGTCAAAC

AGAAGTAGTATCCATCGACATTGCTCAAGTCGGTTCATCGCCAAATTGGGGTTAC

ATGACAAGAAGCCACGGAGCTGTTTGGGTAACTGACAAAGTACCCACCGGAGCT

ATCCAGTTCAGGTTCGTAGTAACCGGTGGATACGACGGTAAAATGATTTGGTCAC

AGAGTGTTCTTCCATCCAATTGGGAAGCTGGGAAAATTTACGACGCCGGTGTTCA

AATCACTGACATTGCTCAAGAAGGTTGTGATCCTTGCGATGCTCACATCTGGAAC

TAA 

 

 

https://www.gabipd.org/database/cgibin/GreenCards.pl.cgi?Mode=Show&QueryKey=197c0ef939ecd1d29302d8a4a92c1bc3&x.Overview=1&Start=1
https://www.gabipd.org/database/cgibin/GreenCards.pl.cgi?Mode=Show&QueryKey=197c0ef939ecd1d29302d8a4a92c1bc3&x.Overview=1&Start=1


Nucleotide 

>AtEXLA-04 

ACATGTAAATTCACATATCTCTCTCTCTTATTTGATCATAAAGATATTATTGCTTCT

TCAAGTAAACAAAAAATGGGAAGCTTTCTCTTCCTCATCGTAGTCATCTTCCTCTT

CTCTTCATCCGTTAACGCTTGTGATCGATGTCTTCACCGTTCTAAAGCAGCTTATT

TCTCCTCTGCCTCTGCTCTCTCTTGTAAACATTTTAACTACTTCTTTTTTAACTATC

TGTATGTTTCTTTTCTCATGTCTTGTTTATGTGTTTTTTGCAGCTGGAGCTTGTGCT

TATGGCTCTATGGCTACGAGTTTCTTCGCCGGACATATCGCTGCAGCTATCCCTTC

TATCTACAAAGACGGTGCTGGCTGTGGAGCTTGCTTTCAAGTCAGATGCAAGAAC

CCTAAGCTGTGTAGCACTAAAGGAACCATTGTGATGATCACAGACTTAAACAAGA

GTAACCAAACCGATCTTGTCCTTAGTAGCAGAGCTTTTAGAGCTATGGCTAAACC

TATTGTTGGTGCTGACAAAGACCTTCTCAAACAAGGCATTGTCGACATCGAATAC

CAAAGGTTCGATTCTCAAAACACCTAAACTCTTTGGTTTTCTTAATCACACGATAT

TAACTTGGTCATCAAAAAAAAAAACAGAGTTCCTTGCGATTACGGCAACAAGAA

CATGAACGTGAGAGTAGAAGAAGCAAGCAAGAAACCAAACTACTTAGAGATAAA

GCTTTTATACCAAGGAGGTCAAACAGAAGTAGTATCCATCGACATTGCTCAAGTC

GGTTCATCGCCAAATTGGGGTTACATGACAAGAAGCCACGGAGCTGTTTGGGTAA

CTGACAAAGTACCCACCGGAGCTATCCAGTTCAGGTTCGTAGTAACCGGTGGATA

CGACGGTAAAATGATTTGGTCACAGAGTGTTCTTCCATCCAATTGGGAAGCTGGG

AAAATTTACGACGCCGGTGTTCAAATCACTGACATTGCTCAAGAAGGTTGTGATC

CTTGCGATGCTCACATCTGGAACTAA 


