IDENTIFICATION

Species: Zostera marina
Locus: Zosmalg02200

Gene Model: Zosmalg02200.1
Description: ZmrEXLA-01
Family: Expansin Like Alpha

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Zmarina_v2_2
KEGG:-

EXTERNAL RESOURCES
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PLNO3O23
List of domain hits ol

+ Name Accession Description Interval  E-value
[+ PLN03023 super family ci3362 Expansin-like B1; Provisional 29-249 421e-70
SEQUENCES

Peptide

>ZmrEXLA-01

MMKWIGVFLSFLVLGISTASGCDRCVHHSKAAYFGSPSAHSVGACGYGSLAMTENG
GYLAAGTSNLFRNGVGCGACFQIRCKNTAICSSTGVKIVVVDLNASNKTDFILAKKAF
SAMANKGMGRQVLDLGIVDIEYKQIPCEYKNHNLSLRIEENSDRSNNYLAIKFLYQG
GQTDISSVDVARLGTSDWKYLLRDYGAVWSTSQAPTGPLQFRMVVTGGYDGKWV
WANKEVLPADSKNGVVYDSGVQITDIAQQNCYPCNNSAW*

CDS (coding sequence)
>ZmrEXLA-01

ATGATGAAATGGATTGGTGTTTTCCTTTCATTTTTGGTTCTCGGAATCTCAACTGC
ATCGGGGTGTGATAGATGCGTTCACCACTCCAAAGCTGCCTATTTTGGATCTCCAT
CTGCACACTCAGTTGGAGCATGTGGGTACGGCTCACTGGCTATGACCTTCAACGG
TGGATACCTTGCAGCGGGAACTTCTAACTTGTTCAGAAATGGTGTTGGATGCGGT
GCCTGTTTTCAGATACGATGCAAGAACACTGCCATTTGCAGCAGCACAGGAGTCA
AGATTGTTGTCGTCGATTTAAACGCCAGCAATAAAACTGACTTCATTCTTGCCAA
AAAGGCTTTCTCTGCCATGGCCAACAAAGGAATGGGCCGACAAGTCTTGGATCTT
GGCATAGTCGACATCGAATACAAACAAATCCCATGCGAGTACAAGAATCACAAT
CTCTCCCTCAGAATCGAGGAGAACAGCGATAGATCCAACAACTACCTAGCAATCA
AGTTTCTATACCAAGGTGGCCAGACTGATATATCGTCGGTGGACGTTGCGCGACT
AGGTACGTCGGATTGGAAGTATTTGCTGAGAGACTACGGTGCAGTTTGGAGTACA
AGCCAGGCTCCGACTGGACCGTTGCAGTTCCGGATGGTGGTCACTGGAGGATACG
ATGGAAAATGGGTATGGGCCAATAAGGAAGTGTTGCCGGCTGATTCGAAAAATG
GCGTGGTGTATGATTCTGGTGTGCAGATCACTGATATTGCTCAGCAAAATTGCTA
CCCGTGTAATAATTCTGCATGGTAG

Nucleotide
>ZmrEXLA-01

ATGATGAAATGGATTGGTGTTTTCCTTTCATTTTTGGTTCTCGGAATCTCAACTGC
ATCGGGGTGTGATAGATGCGTTCACCACTCCAAAGCTGCCTATTTTGGATCTCCAT
CTGCACACTCAGGTGTGTAATTACTAATTAGTCAGTTCCTTTTTTTCTTGGATCCTT
CTGACTGTGTTAATTTATTGAAATTGGTCTGTAGTTGGAGCATGTGGGTACGGCTC
ACTGGCTATGACCTTCAACGGTGGATACCTTGCAGCGGGAACTTCTAACTTGTTC




AGAAATGGTGTTGGATGCGGTGCCTGTTTTCAGGTAAAAACTAGAAAGGTGATGA
AATCAATTTTGTTGTGTTTTGTTTTGTTTTGATTCCACGACAGCGTACTGTGTGCA
GATACGATGCAAGAACACTGCCATTTGCAGCAGCACAGGAGTCAAGATTGTTGTC
GTCGATTTAAACGCCAGCAATAAAACTGACTTCATTCTTGCCAAAAAGGCTTTCT
CTGCCATGGCCAACAAAGGAATGGGCCGACAAGTCTTGGATCTTGGCATAGTCGA
CATCGAATACAAACAGTATTTCATTTGTTAATCAATGCTATTAACTGTCAATCGAT
CGTTTCGACTTTCGACTAACTAATTTATCATCATATCAGAATCCCATGCGAGTACA
AGAATCACAATCTCTCCCTCAGAATCGAGGAGAACAGCGATAGATCCAACAACT
ACCTAGCAATCAAGTTTCTATACCAAGGTGGCCAGACTGATATATCGTCGGTGGA
CGTTGCGCGACTAGGTACGTCGGATTGGAAGTATTTGCTGAGAGACTACGGTGCA
GTTTGGAGTACAAGCCAGGCTCCGACTGGACCGTTGCAGTTCCGGATGGTGGTCA
CTGGAGGATACGATGGAAAATGGGTATGGGCCAATAAGGAAGTGTTGCCGGCTG
ATTCGAAAAATGGCGTGGTGTATGATTCTGGTGTGCAGATCACTGATATTGCTCA
GCAAAATTGCTACCCGTGTAATAATTCTGCATGGTAGTAGCATAGACATAACTGG
AAAATTTAAATACTCCTCTTTTGAAGCATCCAAAATCAATTTAATAACCACAGCT
CCAAAAACCTTCGGCATTTCGTCAAACATTTACATCAGTTACTACATGTACAATTT
TCCTTCTGTAAAACGCAGGGGTGTAAACAAAATTTGAGCATATACCAGGGAAGTT
GCTAAA






