IDENTIFICATION

Species: Medicago truncatula
Locus: Medtr2g090255

Gene Model: Medtr2g090255.1
Description: MtrEXPA-03
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Mtruncatula_Mt4 Ovl
KEGG: https://www.genome.jp/entry/T01716

EXTERNAL RESOURCES
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GENE STRUCTURE

MEEXPA-03
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE

s 7 100 125 150 s 200 28 253

Query seq.

Superfanilies PLN0O00OS0

+ Name Accession Deseription Interval  E-value
[+ PLN00050 super family cI31535 expansin A; Provisional 11-252 8.24e-36
SEQUENCES

Peptide

>MtrEXPA-03

MGVLQSIFLYLVLLQACIKVSSYRDEEWKSATATYIQDKDGSLITEGACGYGDIHKV

DYGKYSTGLSTILFNKGSTCGACYEIRCVDHILWCLIGSPSVVVTVTDFCAPNYGLSS

DYGGWCNFPSEHFEMSEAAFAEIAKRKSDIVPIQYRRVKCKRTGGLKFTMSGSYNFY
QVLITNVGLDGEVVAVKVKGTKTGWIPMARNWGQNWHCNVNLQKQPLSFEVTITS
GKTITSYNVAPANWQFGQTFEGKQF*

CDS (coding sequence)
>MtrEXPA-03

ATGGGTGTTCTACAATCTATATTTCTCTACCTGGTTTTACTACAAGCATGCATCAA
GGTTTCTTCTTACAGAGATGAAGAGTGGAAGTCTGCAACTGCAACATACATCCAA
GATAAAGATGGGTCTCTCATTACAGAAGGAGCTTGTGGTTATGGAGACATTCACA
AGGTTGATTATGGGAAATATAGTACTGGGTTAAGCACAATTTTGTTCAACAAAGG
GAGTACTTGTGGTGCCTGTTATGAGATTAGATGTGTTGATCACATTTTATGGTGCT
TGATTGGAAGTCCTTCTGTCGTTGTTACTGTTACAGATTTCTGTGCTCCAAACTAT
GGACTTTCATCTGATTATGGTGGATGGTGCAACTTTCCAAGTGAGCATTTTGAGAT
GTCAGAAGCTGCATTCGCTGAAATTGCCAAGAGAAAATCTGATATAGTTCCAATT
CAATATAGGAGGGTTAAATGCAAAAGAACTGGTGGCTTGAAATTCACAATGAGT
GGAAGTTATAATTTTTATCAAGTTCTTATTACCAATGTAGGGTTGGATGGTGAAGT
GGTTGCTGTGAAAGTGAAGGGAACAAAAACTGGCTGGATACCAATGGCAAGGAA
TTGGGGACAAAACTGGCATTGCAATGTGAACCTTCAAAAACAACCTTTATCCTTT
GAGGTTACCATCACAAGTGGAAAAACAATCACATCTTACAATGTAGCTCCTGCAA
ATTGGCAATTTGGACAAACATTTGAAGGAAAACAATTCTAG

Nucleotide
>SMLtrEXPA-03

ATGGGTGTTCTACAATCTATATTTCTCTACCTGGTTTTACTACAAGCATGCATCAA
GGTTTCTTCTTACAGAGATGAAGAGTGGAAGTCTGCAACTGCAACATACATCCAA
GATAAAGATGGGTCTCTCATTACAGGTAATTTTTAGAGCTGTCAAATGAACTACG
TAAATGAGTAAAATCGGCTCGGCCCATTTGATATTAGTCTACATATTATTTAGCCA
AGCCCAACTACTGTGGGCCGGATAAAAAACCCAAGTCGTTTTAGGCTTGTGCTGT
AAATAAAGCACGGATACGGACACATACACTAGACACGACATTGTCATGCTGACA



GTTATTTGAGAAAATCACATAATTCAGTGTGATTATATGTGTCGGTGTCATATTGG
TGTTGGATACAACACGTGTCCAACACTGGAGACGGTTAATCCGAAAAGTGTCCGT
GCTTCATAGCGCTTGTGTTTTACAACTAGTCCATGTAAAATTACGGGCTATGGGTT
TGTCCATCTGGCCTAATATTTTTGCACAAAAGTTTAAGTAAGTTGGGTTCCGGGAC
TCTCCAGTTTTAGTTTTGACAATGTGGTTGTGAATTGATTACAGAAGGAGCTTGTG
GTTATGGAGACATTCACAAGGTTGATTATGGGAAATATAGTACTGGGTTAAGCAC
AATTTTGTTCAACAAAGGGAGTACTTGTGGTGCCTGTTATGAGATTAGATGTGTT
GATCACATTTTATGGTGCTTGATTGGAAGTCCTTCTGTCGTTGTTACTGTTACAGA
TTTCTGTGCTCCAAACTATGGACTTTCATCTGATTATGGTGGATGGTGCAACTTTC
CAAGTGAGCATTTTGAGATGTCAGAAGCTGCATTCGCTGAAATTGCCAAGAGAAA
ATCTGATATAGTTCCAATTCAATATAGGAGGTAAAACTAAAATGTTTTCATGAGA
CATATTGATTGACTATTAGAGAGTTTATAGAAACAACTTATCAGATATCCATAAG
CCATTTTTATCTTATTTCCGTAAGTTCTCTGGGTTAGTTTATAAAACAACTTATAG
CTTATGAAAACAATTTGACTCTATTTTATTTTACGTTATAGAAATAGCTTATAATA
AGTACTTATATGATAAAAATATTTTAAACTGCGGTTACAGTTGTGGTTATGCCGC
GAACCTTTATATAGCAGCAAAATGCGACCTATACGGTTGGAATGTTGTTAAGGAG
ACATCAAAATTCTTTATATTGGGGCTACCAATTTAAAACTATAAGTGCATATGTTA
TAAGTGCTTAATAAAGCTATTTCCTTTATCCAAACAGGGCCTAAGTCTTTTTTTAA
TGCTTAGGCTTAGGCATCTGGCTTATACAAGGAGTTCTTTTTTGTGCAGGGTTAAA
TGCAAAAGAACTGGTGGCTTGAAATTCACAATGAGTGGAAGTTATAATTTTTATC
AAGTTCTTATTACCAATGTAGGGTTGGATGGTGAAGTGGTTGCTGTGAAAGTGAA
GGGAACAAAAACTGGCTGGATACCAATGGCAAGGAATTGGGGACAAAACTGGCA
TTGCAATGTGAACCTTCAAAAACAACCTTTATCCTTTGAGGTTACCATCACAAGT
GGAAAAACAATCACATCTTACAATGTAGCTCCTGCAAATTGGCAATTTGGACAAA
CATTTGAAGGAAAACAATTCTAG






