IDENTIFICATION

Species: Trifolium pratense

Locus: Tp57577_TGAC_v2_mRNA36862

Gene Model: Tp57577_TGAC_v2_mRNA36862
Description: TprEXPA-25

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

GENE STRUCTURE

TpIEXPA-2S e —

| 1 1 1 L 1 1 -
by 200y 200bp G0y $ikibp 106K 1200bp

Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

100
PR I |

Query seq.
Superfanilies . Les

+ Name Accession Description Interval E-value
[+] PLN00193 super family 1334 expansin-A; Provisional 8-264 1.49e-86
SEQUENCES

Peptide

>TprEXPA-25

MAISHSFIPLTFFILLLKQVIAGIDTNWYDAHATFYGGPSGAGTMLVYLILSCICAKGA
CGYGDLYKQGYGLANTALSTTLFNNGATCGACFXXXXXXXXXXXXXXXDPQWCIK
GARPITVTATNFCPPDYSKTTDIWCNPPQNHFDLSYKMFTSIAYEKGGIIPVKYRRVSC
FKRGGVRFEINGNPNFLLVLVFNVANAGEVSRVSVKGSKTGWIPMKRNWGQKWDS
GVNLVGQALSFQVTTSDGKTLEFYSVSPYNWQFGQTCEGRGNF*

CDS (coding sequence)
>TprEXPA-25

ATGGCTATTTCTCACTCTTTCATTCCTTTGACCTTTTTCATATTGCTCCTCAAACAG
GTCATAGCAGGTATTGATACAAATTGGTATGATGCTCACGCAACCTTCTATGGTG
GTCCATCAGGAGCTGGAACCATGCTTGTGTACCTAATCCTCTCTTGTATTTGTGCA
AAGGGGGCTTGTGGTTATGGTGATCTCTACAAACAAGGATATGGACTTGCAAACA
CAGCACTAAGCACAACTCTATTCAATAACGGAGCTACTTGTGGTGCTTGTTTTCA
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNGATCCTCAAT
GGTGCATAAAGGGTGCAAGGCCAATCACGGTAACCGCAACAAATTTTTGTCCTCC
AGATTACTCCAAAACCACTGATATTTGGTGTAATCCACCACAAAACCACTTTGAC
TTGAGTTATAAAATGTTCACTTCTATTGCCTACGAAAAAGGCGGTATCATACCAG
TTAAATATCGACGTGTTTCATGTTTCAAAAGAGGGGGTGTAAGGTTTGAGATCAA
CGGAAACCCTAATTTCTTGTTAGTTTTGGTGTTCAATGTTGCCAATGCTGGCGAAG
TTTCTCGTGTTAGTGTTAAAGGGTCTAAGACTGGCTGGATTCCCATGAAACGCAA
TTGGGGACAAAAGTGGGATTCTGGAGTTAATTTGGTAGGACAAGCTTTGTCATTT
CAAGTTACTACAAGTGATGGAAAAACTTTGGAGTTTTATTCAGTTTCTCCTTACAA
CTGGCAATTTGGACAGACTTGTGAGGGTCGGGGTAATTTTTAG

Nucleotide
>TprEXPA-25

TTCCGTGTCTTTTACGTACCTTAGTGATGGCTATTTCTCACTCTTTCATTCCTTTGA
CCTTTTTCATATTGCTCCTCAAACAGGTCATAGCAGGTATTGATACAAATTGGTAT
GATGCTCACGCAACCTTCTATGGTGGTCCATCAGGAGCTGGAACCATGCGTAAGT
TCTAAAATAAAACTTTCATTTTTATTCTATATAAGTTTTTAAATGATATAAATTGT

TTATACGTTATTTAGAATCTCAACAATAAAGAACTATGAATCTCCATTATTTTGTT




TGCCTAATATTGTCCACCCACATACAATTATAAAAAAATAATAGATAAATCATAT
TTCAAGATTTTAATATCATACGTTATGTGTTACATGAAGTTCAAATGACTATTCGT
TGTTAGTTATTTTATATGAATGAAGAACATACGGGAAACAAGTTGTGTACCTAAT
CCTCTCTTGTATTTGTGCAAAGGGGGCTTGTGGTTATGGTGATCTCTACAAACAAG
GATATGGACTTGCAAACACAGCACTAAGCACAACTCTATTCAATAACGGAGCTAC
TTGTGGTGCTTGTTTTCANNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNGATCCTCAATGGTGCATAAAGGGTGCAAGGCCAATCACGGTAACCGC
AACAAATTTTTGTCCTCCAGATTACTCCAAAACCACTGATATTTGGTGTAATCCAC
CACAAAACCACTTTGACTTGAGTTATAAAATGTTCACTTCTATTGCCTACGAAAA
AGGCGGTATCATACCAGTTAAATATCGACGTGTTTCATGTTTCAAAAGAGGGGGT
GTAAGGTTTGAGATCAACGGAAACCCTAATTTCTTGTTAGTTTTGGTGTTCAATGT
TGCCAATGCTGGCGAAGTTTCTCGTGTTAGTGTTAAAGGGTCTAAGACTGGCTGG
ATTCCCATGAAACGCAATTGGGGACAAAAGTGGGATTCTGGAGTTAATTTGGTAG
GACAAGCTTTGTCATTTCAAGTTACTACAAGTGATGGAAAAACTTTGGAGTTTTA
TTCAGTTTCTCCTTACAACTGGCAATTTGGACAGACTTGTGAGGGTCGGGGTAATT
TTTAGATAAAATTTAATACTTTAATATATCTAGTCACGAAATTATTAGGAGAATTG
AGTTAAAAAATAACAATTATTCGGAATATCATGTAATTTCAAATCTAGTATTTTG
ATGAAATAAAAGTATGCGGTTTAT






