IDENTIFICATION

Species: Zostera marina
Locus: Zosmalg02850

Gene Model: Zosmalg02850.1
Description: ZmrEXPA-01
Family: Alpha Expansin

3D structure:

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

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Zmarina_v2_2

GENE STRUCTURE
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Query seq.
Superfanilies

PLNO0193
+ Name Accession Description Interval E-value
[+] PLN00193 super family 4; expansin-A: Provisional 11-260 1.68e-152
SEQUENCES

Peptide

>ZmrEXPA-01

METGTILRMSFLNLFILCLFLLPRNVHSFSPSPWKKASATFYGGKDASGTMGGACGY
GNLYSAGYGTRTAALSTALFNDGSPCGQCFRLVCDYKNDRKWCRKGTSVTITATNF
CPPNFAQANDNGGWCNPPREHFDMAYPAWEKIGIYRGGIVPVMYQRVPCKKHGGV
RFTVNGRKYFELVLVSNVGGCGSIKSMSIKGSKTGWTSMSRNWGANWQSNGQLGG
QSLSFKLTICDGKTLVFNNIVHSSWSFGQTFSSSLQFD*

CDS (coding sequence)
>ZmrEXPA-01

ATGGAAACCGGTACCATTCTTAGAATGTCATTCCTCAATCTTTTCATCCTCTGCCT
CTTCTTACTGCCCAGAAATGTTCACTCCTTCTCTCCCTCCCCGTGGAAGAAGGCTT
CAGCCACTTTCTACGGCGGAAAGGATGCATCTGGAACAATGGGTGGAGCTTGTGG
GTATGGTAATTTGTACTCCGCCGGATATGGCACGAGAACGGCGGCTCTGAGTACT
GCCCTGTTCAACGATGGATCACCTTGCGGCCAGTGCTTTAGGCTTGTCTGTGATTA
CAAGAACGATCGGAAATGGTGCCGGAAAGGTACGTCGGTAACAATAACGGCGAC
AAATTTCTGCCCACCTAATTTCGCCCAAGCTAACGACAACGGTGGGTGGTGCAAC
CCTCCACGTGAGCACTTCGACATGGCATACCCTGCTTGGGAGAAGATCGGAATCT
ATCGCGGCGGTATCGTTCCCGTCATGTACCAACGAGTACCATGTAAGAAACACGG
CGGAGTACGGTTCACCGTGAACGGAAGAAAATACTTCGAACTGGTACTGGTAAG
CAACGTCGGTGGATGTGGGTCGATCAAATCTATGTCCATAAAAGGATCTAAGACA
GGATGGACATCTATGTCTAGGAATTGGGGAGCCAATTGGCAATCCAATGGTCAAC
TCGGAGGTCAATCTCTTTCATTCAAACTCACCATCTGCGATGGGAAAACCCTTGTC
TTCAACAACATAGTTCATTCCAGTTGGTCATTTGGTCAGACCTTCAGTAGTTCCTT
GCAATTCGATTAA

Nucleotide
>ZmrEXPA-01

ATGGAAACCGGTACCATTCTTAGAATGTCATTCCTCAATCTTTTCATCCTCTGCCT
CTTCTTACTGCCCAGAAATGTTCACTCCTTCTCTCCCTCCCCGTGGAAGAAGGCTT
CAGCCACTTTCTACGGCGGAAAGGATGCATCTGGAACAATGGGTATGTATGTTTC
TTCTTCATTTTTTGTTCTTGTGTGCTTGCGTTGTCGTATATTTATTTATTATAAAAT
AAGAAATTTCTTTTGTTTGCAGGTGGAGCTTGTGGGTATGGTAATTTGTACTCCGC




CGGATATGGCACGAGAACGGCGGCTCTGAGTACTGCCCTGTTCAACGATGGATCA
CCTTGCGGCCAGTGCTTTAGGCTTGTCTGTGATTACAAGAACGATCGGAAATGGT
GCCGGAAAGGTACGTCGGTAACAATAACGGCGACAAATTTCTGCCCACCTAATTT
CGCCCAAGCTAACGACAACGGTGGGTGGTGCAACCCTCCACGTGAGCACTTCGAC
ATGGCATACCCTGCTTGGGAGAAGATCGGAATCTATCGCGGCGGTATCGTTCCCG
TCATGTACCAACGGTAAAATTTAATATCTATCTACATCCAACTGTTTGTCTCAGTC
AGTCAGTCAGTCTGTCTGTCTATATATTTACTTTTTTTTCTTCTTTCAGAGTACCAT
GTAAGAAACACGGCGGAGTACGGTTCACCGTGAACGGAAGAAAATACTTCGAAC
TGGTACTGGTAAGCAACGTCGGTGGATGTGGGTCGATCAAATCTATGTCCATAAA
AGGATCTAAGACAGGATGGACATCTATGTCTAGGAATTGGGGAGCCAATTGGCA
ATCCAATGGTCAACTCGGAGGTCAATCTCTTTCATTCAAACTCACCATCTGCGATG
GGAAAACCCTTGTCTTCAACAACATAGTTCATTCCAGTTGGTCATTTGGTCAGACC
TTCAGTAGTTCCTTGCAATTCGATTAAACCAACACATGAACACTTTCTGAGTTTCT
GGATCTTGGCTGAGGCTTGCTTACTATTACTTTTTTTAGGACAAGTTGCCCGCCAA
AAAATGCTGCTCTCTCTTATCCCAATGTTTTTCCCCCCTTTGG






