IDENTIFICATION

Species: Trifolium pratense

Locus: Tp57577_TGAC_v2_mRNA35473

Gene Model: Tp57577_TGAC_v2_mRNA35473
Description: TprEXPA-22

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Tpratense v2
KEGG:-

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Tpratense_v2
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Query seq,
Superfanilies PLN0O0OS0

+ Name Accession Description Interval E-value
[+] PLN00050 super family 31535 expansin A; Provisional 33-208 2 52e-106
SEQUENCES

Peptide

>TprEXPA-22

MGTMTVLY IVSLIMSLTMWMMVVEARIPGVYNGGSWQTAHATFYGGXXXXXXXX
XXXXX XX KKK XX KKK XX XXX XXX XXX XX XXX XXXFSLGGACGYGNLYSQGYGV
NTAALSTALFNSGLSCGSCFELKCANDKQWCHSGSPSIFITATNFCPPNFAQASDNGG
WCNPPRPHFDLAMPMFLKIAEYRAGIVPVAYRRVPCRKRGGIRFTINGFRYFNLVLIS
NVAGAGDIVRTYVKGSRTGWMPMSRNWGQNWQSNSVLVGQSLSFRVTGSDRRTST
SWNIAPQNWQFGQTFTGKNFRV*

CDS (coding sequence)
>TPrEXPA-22

ATGGGTACAATGACCGTGTTGTACATTGTGTCTCTAATCATGTCATTAACAATGTG
GATGATGGTAGTAGAGGCTAGAATCCCCGGTGTTTACAACGGTGGTTCATGGCAA
ACCGCTCACGCCACTTTTTACGGCGGNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNAATTTAG
TTTAGGTGGAGCATGTGGTTATGGAAACTTATACAGTCAAGGTTATGGAGTTAAC
ACAGCAGCATTAAGTACAGCACTTTTCAACAGTGGACTTAGCTGTGGTTCTTGCTT
TGAATTGAAGTGTGCAAATGATAAACAATGGTGTCACTCTGGTAGTCCTTCCATT
TTCATTACAGCTACTAATTTCTGTCCTCCTAATTTTGCTCAAGCTAGTGACAATGG
TGGTTGGTGTAACCCTCCTCGCCCTCATTTCGATCTTGCCATGCCTATGTTCCTTA
AAATCGCTGAATATCGCGCCGGAATCGTCCCTGTCGCCTATCGCCGGGTGCCGTG
TAGGAAGCGCGGTGGGATCAGATTCACAATTAACGGATTCCGTTACTTTAACTTA
GTACTAATCAGCAACGTCGCGGGTGCAGGTGATATCGTGCGCACCTATGTTAAAG
GTTCAAGAACAGGGTGGATGCCAATGAGCAGAAACTGGGGGCAAAATTGGCAAT
CAAATTCTGTTTTAGTGGGTCAGTCTTTGTCCTTCAGAGTTACCGGTAGTGACCGT
CGCACTTCCACTTCTTGGAACATTGCCCCACAAAATTGGCAATTTGGTCAAACTTT
TACCGGAAAGAATTTTCGTGTTTGA

Nucleotide
>TprEXPA-22

AAGTCCCAAACCCAACCCAACCATTCCCCACTTCACTAACTACTCATCTCTCTGTT
TTCCGTATCTCTCATTTTTCTCTTCTTCTTTTCCACTCTCAAAAACAAATTAAATTA



ATTCAAAACCACAAATGGGTACAATGACCGTGTTGTACATTGTGTCTCTAATCAT
GTCATTAACAATGTGGATGATGGTAGTAGAGGCTAGAATCCCCGGTGTTTACAAC
GGTGGTTCATGGCAAACCGCTCACGCCACTTTTTACGGCGGNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNAATTTAGGTGGACTAATTTAGCTTTTTAAAAAAAAAACTAATTTTCA
ACTTAAGAGTTAATTAATATCAACTAATGTTGTTTTTGTTGAGTTTAGGTGGAGCA
TGTGGTTATGGAAACTTATACAGTCAAGGTTATGGAGTTAACACAGCAGCATTAA
GTACAGCACTTTTCAACAGTGGACTTAGCTGTGGTTCTTGCTTTGAATTGAAGTGT
GCAAATGATAAACAATGGTGTCACTCTGGTAGTCCTTCCATTTTCATTACAGCTAC
TAATTTCTGTCCTCCTAATTTTGCTCAAGCTAGTGACAATGGTGGTTGGTGTAACC
CTCCTCGCCCTCATTTCGATCTTGCCATGCCTATGTTCCTTAAAATCGCTGAATAT
CGCGCCGGAATCGTCCCTGTCGCCTATCGCCGGTTTGTACCCCACATTTTTACTCG
ATAAAATTGATTTTGACATGTTTGAGTGACATAAATGTGTTTAATTTTGCCTCACG
AAAAATTGAAATCCATAGCAAGGTAGATGAATGGTAAATTTGAGTGTAATAATTA
CTTTTCAAGTCAAAAGCTGCATATTCTAACCTATAGATTCAATTATAGAAGGCAT
CTAAATATCTCAAAGTTTGTCAATTTTCCCTAGATAGATGAAATGACTCTCATTAT
AAACTTTTACACACAAGTGAAGGAGTCTGGGTTTGAATCCTGATTATATCGTCCG
ACCTAACAATTTCGATTATTTTTTGTCAATTGAATTAAGACTTATTAACAATATCA
TTTGGCATTTTAACTTAAACAAGCAAACTATACAAACATCATTTGGCATAAATGA
GAGATACTAAGGCAGTGTATAATCAATAAATTTGATGTATTGTACTAAGGCAGTG
TTTGGTTGTGATTATGCAGGGTGCCGTGTAGGAAGCGCGGTGGGATCAGATTCAC
AATTAACGGATTCCGTTACTTTAACTTAGTACTAATCAGCAACGTCGCGGGTGCA
GGTGATATCGTGCGCACCTATGTTAAAGGTTCAAGAACAGGGTGGATGCCAATGA
GCAGAAACTGGGGGCAAAATTGGCAATCAAATTCTGTTTTAGTGGGTCAGTCTTT
GTCCTTCAGAGTTACCGGTAGTGACCGTCGCACTTCCACTTCTTGGAACATTGCCC
CACAAAATTGGCAATTTGGTCAAACTTTTACCGGAAAGAATTTTCGTGTTTGATC
ACTAGATTACCGGTCACCGGTCATCGGTCAAAGTTCACATTGTTATTGTTACAGTA
GTATTTTAGTAATTTTCAATATATAATGTGACAAAAAGTGTAGTACAATGTTGTTT
TGTTTTTTTTGTTTTTCCACCAATTATGTTTTTGGCGCTCATTTTTACAGCTTTTTGA
CTGGATGTTTTGGAGACTGTGACGGATTAAGGGGAAAGGTTATTATAGAAAGGTG
TGTCAAAGAGGGTAATTAAGTGAGTGAGAGACTTTTGTGAGTTTTGTTTTTTTGTT
GGTTTGTATGAAAAATTAAAAGATTAGGGTAGAGTTGTATTGGTGAGTGGATTAA
AAAATGTGTAGGTTATGCTGAAGTGGCTAAGGGGAAAATGAAAATGTAAGCCCG
CGGCTAATTAGATTTTAATTTAAGTATACAATTATGATTATGATTTATGCAGCATG
CATTAATCTATGTAACCATGGAAGTGTGTTAGTTGTTACTTGTTTAACCTTATGAA
AGTTGAAATTGAAAAATTTGTTCTATTTTTTCTTGCACTTTGAAGTTTTAACCTTTT
GGTGGGGATGTTGTTGTAGTATAATGTTTGTTGGAAGAATTGTGAAGATTCAATC
TAGCCAAATTAACAATCCAACTACTACAACTACAAATAGTCAAATAGTGTATATG
AAATAAAATAAAGTTGCTACTATGCA






