IDENTIFICATION

Species: Medicago truncatula
Locus: Medtr3g094060

Gene Model: Medtr3g094060.1
Description: MtrEXPA-10
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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Query seq.

Superfanilies PLNOOOSO

-+ Name Accession Description Interval E-value
[+] PLN0OOO50 super family 31535 expansin A; Provisional 15-253 507e-134
SEQUENCES

Peptide

>MtrEXPA-10

MAIVATSFISTLFFVLSLCLKGTFGDYGGGWENAHATFY GGGDASGTMGGACGYGN
LYSQGYGTNTAALSTALFNNGLSCGSCYEMKCNSDPKWCLPGSILVTATNFCPPNFA
ESNTNGGWCNPPLQHFDLAEPAFLQIAQYKAGIVPISFRRVPCVKKGGIRFTINGHSYF
NLVLVTNVGGAGDVHSVSIKGSKTGWQAMSRNWGQNWQSNNY LNGQSLSFQVTTS
DGRTITSNNVVPGNWQFGQTFTGRQF*

CDS (coding sequence)
>MtrEXPA-10

ATGGCAATAGTAGCAACCTCATTCATTTCTACTCTTTTCTTTGTTCTTAGCTTATGC
CTTAAAGGCACTTTTGGTGACTACGGAGGTGGATGGGAAAATGCTCATGCCACAT
TTTATGGTGGAGGAGATGCATCAGGCACAATGGGAGGTGCTTGTGGTTATGGAAA
TTTGTATAGCCAAGGCTATGGAACCAACACTGCTGCACTAAGTACTGCTCTTTTCA
ACAATGGATTGAGTTGTGGGTCTTGCTACGAGATGAAATGTAACAGTGACCCTAA
ATGGTGCCTTCCTGGTAGCATATTGGTTACTGCTACAAACTTCTGCCCCCCAAACT
TTGCAGAGTCTAATACCAATGGTGGATGGTGCAACCCTCCCCTTCAGCACTTTGA
TCTTGCTGAGCCTGCTTTCTTACAAATTGCTCAATACAAAGCTGGAATTGTTCCTA
TTTCCTTCAGAAGAGTCCCCTGTGTGAAGAAAGGAGGAATCAGATTCACAATAAA
TGGACACTCATACTTCAACTTGGTTTTGGTCACAAATGTTGGTGGAGCTGGAGAT
GTACATTCTGTGTCCATCAAGGGATCAAAGACTGGATGGCAAGCTATGTCTAGGA
ACTGGGGGCAGAACTGGCAAAGCAATAACTATCTCAATGGTCAAAGCCTCTCATT
CCAAGTCACTACAAGTGATGGTAGAACTATCACTAGCAACAACGTTGTGCCTGGC
AATTGGCAATTTGGACAGACATTTACAGGGAGACAGTTTTAG

Nucleotide
>MtrEXPA-10

AAACATTTCCATGTGCACATATGAATAAGTTTTTTGTTGTTTTGGCTCTCTCTCTTT
AGACCCTAAGAAATGCTAACATGTCTCTTTCTATATCTCAGTCTTTAGTATCCCCA
ACCTATGCTTAACTTTCCTATATAAAGCAAACCAACCTTAGCTAATGTATTAAGC
ACCAAGCACTAAAGCTACTTCTCCTATCTTAAAATCCTTTGCAACCCTAAACTTCT
CAAGAAGTAAGTACTACTAGAAGTAGTAACACACAATGGCAATAGTAGCAACCT
CATTCATTTCTACTCTTTTCTTTGTTCTTAGCTTATGCCTTAAAGGCACTTTTGGTG



ACTACGGAGGTGGATGGGAAAATGCTCATGCCACATTTTATGGTGGAGGAGATG
CATCAGGCACAATGGGTAAGTTCTTAATGAGTACCTTGCCTTTTCATTTGAACCTA
TAGATGTTAAAAATTACTGTTTATCTCATTAATTTTTTTTATCTATAATTTTTAATT
ATTTGTCATTTTAAAATAGAAGACTACATGTTTTTTCAATACTATATTTATATTTTA
ACCATCCTATATTAATTACTAATAATGTTTACCCTGAAGAAGAAAAAGGAGACTT
TTAGTCTCATGAGACACTGATTCAGCACTTGTCGTTCTATACTATTTCAGTTTTTGT
CATTTCTATTCGTACAAATACTATTTCACGTGTGTCGAGTTCTAATGAGATTGTGA
TTATTGCAGGAGGTGCTTGTGGTTATGGAAATTTGTATAGCCAAGGCTATGGAAC
CAACACTGCTGCACTAAGTACTGCTCTTTTCAACAATGGATTGAGTTGTGGGTCTT
GCTACGAGATGAAATGTAACAGTGACCCTAAATGGTGCCTTCCTGGTAGCATATT
GGTTACTGCTACAAACTTCTGCCCCCCAAACTTTGCAGAGTCTAATACCAATGGT
GGATGGTGCAACCCTCCCCTTCAGCACTTTGATCTTGCTGAGCCTGCTTTCTTACA
AATTGCTCAATACAAAGCTGGAATTGTTCCTATTTCCTTCAGAAGGTACATACCCC
AAAAAAGAATGTCAACACTACTTTCTTATAATTTTAATTGTAAATCTATATCCTAA
GATAAGAAATTATGTTCTGCTTATGAAACATGGATGTAGATGTGAACGCCAAACA
CGACACTAACACATAGACATTGATTATAAATTTAAGAAAATAGAAGTAATTGAAT
GTTACTACATGTGTCCAAACTGGACATCGATACATGTTAGATACCAGATAGGTCT
TCAATTTGAAGTGACAAAGGTATATAATTTTCGGCTAATGAAACATGGCAAAATT
TAAACCATATGATCTCAATTTCAAGCTACTAACTTGACACTTTTGTGTTTTGGTTG
TCTTAAAACAGAGTCCCCTGTGTGAAGAAAGGAGGAATCAGATTCACAATAAAT
GGACACTCATACTTCAACTTGGTTTTGGTCACAAATGTTGGTGGAGCTGGAGATG
TACATTCTGTGTCCATCAAGGGATCAAAGACTGGATGGCAAGCTATGTCTAGGAA
CTGGGGGCAGAACTGGCAAAGCAATAACTATCTCAATGGTCAAAGCCTCTCATTC
CAAGTCACTACAAGTGATGGTAGAACTATCACTAGCAACAACGTTGTGCCTGGCA
ATTGGCAATTTGGACAGACATTTACAGGGAGACAGTTTTAG






