IDENTIFICATION
Species: Arabidopsis thaliana
Locus: AT5G56320

Gene Model: AT5G56320.3
Description: AtEXPA-33
Family: Alpha Expansin

3D structure:

GENOME DATABASES

TAIR: https://www.arabidopsis.org/
KEGG: https://www.genome.jp/entry/T00041
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EXTERNAL RESOURCES
https://www.gabipd.org/database/cgibin/GreenCards.pl.cgi?Mode=Show&QueryKey=197c0e
939ecd1d29302d8a4a92c1bc3&x.Overview=1&Start=1
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Superfanilies PLNO00OS50

+ Name Accession Description Interval E-value
[+] PLN00050 super family ci31535 expansin A; Provisional 1-251 4.35e-140
SEQUENCES

Peptide

>AtEXPA-33

MEFFGKMIISLSLMMMIMWKSVDGY SSGWVNARATFYGGADASGTMGGACGYGN
LYSQGYGTNTAALSTALFNGGQSCGACFQIKCVDDPKWCIGGTITVTGTNFCPPNFA
QANNAGGWCNPPQHHFDLAQPIFLRIAQYKAGVVPVQYRRVACRRKGGIRFTINGHS
YFNLVLITNVAGAGDVISVSIKGTNTRWQSMSRNWGQNWQSNAKLDGQALSFKVTT
SDGRTVISNNATPRNWSFGQTYTGKQFRAQSYDPLENSSGAPSPISSNFIFSSSFAIKLL
ASTFPSLLIMCFNQAFLC

CDS (coding sequence)
>AtEXPA-33

ATGGAGTTTTTTGGTAAAATGATAATTTCATTGAGTCTTATGATGATGATAATGTG
GAAGAGCGTGGATGGTTACAGTAGTGGTTGGGTCAATGCTCGAGCCACATTCTAT
GGAGGAGCTGATGCTTCTGGCACCATGGGCGGCGCGTGTGGTTACGGAAACTTAT
ACAGTCAAGGATACGGCACTAACACGGCGGCTCTAAGCACGGCTCTATTCAACG
GCGGCCAAAGCTGTGGTGCTTGTTTTCAGATAAAATGCGTAGACGACCCAAAATG
GTGTATCGGTGGAACAATCACCGTCACCGGAACAAACTTTTGTCCACCCAACTTT
GCTCAAGCCAACAACGCCGGAGGTTGGTGTAATCCTCCTCAACACCACTTCGATT
TAGCTCAGCCCATCTTCCTCCGTATTGCTCAATACAAAGCCGGCGTCGTCCCTGTC
CAATACCGGAGAGTGGCTTGCCGGAGAAAAGGAGGAATAAGATTCACGATCAAC
GGTCATTCATACTTCAACCTCGTACTTATAACCAACGTCGCCGGCGCCGGAGATG
TTATCTCCGTCTCCATTAAAGGAACCAATACACGTTGGCAAAGCATGTCAAGAAA
CTGGGGACAGAATTGGCAAAGCAATGCAAAACTTGATGGTCAAGCTTTGTCCTTT
AAAGTAACAACTAGTGATGGCCGTACAGTTATATCTAACAATGCTACACCACGTA
ACTGGAGCTTCGGACAGACTTATACCGGAAAACAGTTCCGGGCTCAGAGCTACG
ATCCTCTTGAAAACAGCTCCGGTGCACCTTCACCCATATCTTCCAACTTCATTTTC
AGTTCAAGTTTTGCCATAAAACTTCTCGCTTCAACATTTCCCTCCTTGTTGATTAT
GTGTTTCAATCAAGCATTTTTGTGTTAA
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Nucleotide
>AtEXPA-33

ACAACAACATTGAAACCCATTTCTTCGCCTTTAACCTTACTTGAATTTTTGTGTGG
GTCCTTTTTTTTTCTTTCTCCAAGCCATTGTAAGCTCCAATCTTCCACATTCTATCT
CTTCTTCCTCATTTTCTTCCATACATACACACATATATATTTCTGTTACCATTTAAG
TGATCATAAAGTTTTCTTGTGTAGGAATAAAAAGGCAGAGAAAATGGAGTTTTTT
GGTAAAATGATAATTTCATTGAGTCTTATGATGATGATAATGTGGAAGAGCGTGG
ATGGTTACAGTAGTGGTTGGGTCAATGCTCGAGCCACATTCTATGGAGGAGCTGA
TGCTTCTGGCACCATGGGTAATTTGCTTACTCCTCTCTGACACTTTATAGTTATAT
CATTCTTATTTTCTGACCAATATAACTTCAAACTTCAAATTTCTTAGGAATTTTAA
AGTTTTTATTAGTGAGTGGTGACAATTAATATGCTACTAATTAATATGCTACATAA
GTTTGTATCTACACAAGTCTTATTTTTGTGTTGTTGTTGTTTCTGTATGGATCAGGC
GGCGCGTGTGGTTACGGAAACTTATACAGTCAAGGATACGGCACTAACACGGCG
GCTCTAAGCACGGCTCTATTCAACGGCGGCCAAAGCTGTGGTGCTTGTTTTCAGA
TAAAATGCGTAGACGACCCAAAATGGTGTATCGGTGGAACAATCACCGTCACCG
GAACAAACTTTTGTCCACCCAACTTTGCTCAAGCCAACAACGCCGGAGGTTGGTG
TAATCCTCCTCAACACCACTTCGATTTAGCTCAGCCCATCTTCCTCCGTATTGCTC
AATACAAAGCCGGCGTCGTCCCTGTCCAATACCGGAGGTACGTTTCCCGATCTCG
GTTTAGCTCGGTTTGGTAATTGGTACGTGTGGTTTGATTTATGCTCTGTTTTTTAAA
TCAGAGTGGCTTGCCGGAGAAAAGGAGGAATAAGATTCACGATCAACGGTCATT
CATACTTCAACCTCGTACTTATAACCAACGTCGCCGGCGCCGGAGATGTTATCTC
CGTCTCCATTAAAGGAACCAATACACGTTGGCAAAGCATGTCAAGAAACTGGGG
ACAGAATTGGCAAAGCAATGCAAAACTTGATGGTCAAGCTTTGTCCTTTAAAGTA
ACAACTAGTGATGGCCGTACAGTTATATCTAACAATGCTACACCACGTAACTGGA
GCTTCGGACAGACTTATACCGGAAAACAGTTCCGGGCTCAGAGGTGATGATGAC
GTGGACTGTCTGGAGGGGAAAAAAAAAGTTTTACTTATTACTGATTTTGGAGTTT
TCTAGAGTTTGCATAGTTTGAAAAAAGTTTTCAGGAATTAACCCTAATCAAAATA
ACCAATTTCTAAATGGCGGAAATCGAGGTTTTTTCTCACTGGCAGCTTTTGTAATT
CGCCGGTGAGACTGAGGTGTTTTCACCCGCCGCCTGAGTGATTGAGTTTTTTTTTI
[TTTTTTTGTACTTTGTTTGGCTTTTAAGATGTTCAATGGTCTGTTTCTTTAAGACA
TTGTCTACTGAAATAATAATAAAATCAAGTTAATTTATAATTTTTAATGCTTTTTG
CCTCTTTAGTTTCATGTTTCTGAATTTAGAAGTGAAATTTTCTAGAGAGATAAGAA
TATACAACATAAATATTTTGAGAAAATTCATTTTCAAAATTTTATAACACTATACT
TTTGTCGATTTTAATCCATTCGAAGACAAACCCTTAGTTTTAAATCGATACCGATA
TTTTTCCTACATAATACATAAACTCTCTACAACCACTAAAGTAAACTCCATACAAT
AATTTTCCTAATTTTCTTAAATTTTAGTATCAAAATTAATCTCTTTGTTTTTACTAC
TCTAATGATTAATGCTAATTTTGATTTTATCTTTGACAGCTACGATCCTCTTGAAA
ACAGCTCCGGTGCACCTTCACCCATATCTTCCAACTTCATTTTCAGTTCAAGTTTT
GCCATAAAACTTCTCGCTTCAACATTTCCCTCCTTGTTGATTATGTGTTTCAATCA
AGCATTTTTGTGTTAAATCACTTTTGATGTAAATTTACTACTCTTTAGTC




