IDENTIFICATION

Species: Zostera marina

Locus: Zosmal17g00160

Gene Model: Zosmal17g00160.1
Description: ZmrEXPA-09
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

ZrEXPA-09
5
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE
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Query seq,
Superfanilies

PLNO0193
+ Name Accession Deseription Interval E.value
[+] PLN0O0193 super family 33423 expansin-A; Provisional 1-257 3.38e-115
SEQUENCES
Peptide

>ZmrEXPA-09

MMFEMTIFLFITTVFFSLAFPTTVGASY SGWSRAHATFYGGRDGSGTMGGACGYGNL
YKRGYGLKTAALSSTLFNHGASCGGCYQIVCDAIKSPKWCRKRKHITITATNFCPPNP
ALPNNNGGWCNTPRKHFDMSQPAWESIAIYKAGIVPVYYRSVECRRKGGVRFTINGR
NYFELVLVSNVAGVGSVKAVWIKGSKKRGWKAMSRNWGANWHSLDDLRGQRLSF
RVQLTDGRIKTMNNVAPSNWSFGMTYTSNVQF*

CDS (coding sequence)
>ZmrEXPA-09

ATGATGTTCATGACTATATTTCTATTCATCACTACCGTATTTTTCTCTCTCGCCTTT
CCGACCACCGTAGGAGCTTCTTATTCTGGTTGGTCTCGTGCTCATGCCACATTCTA
CGGAGGCCGTGATGGCTCTGGAACTATGGGCGGGGCATGTGGATACGGTAATCTC
TACAAAAGAGGATACGGACTGAAGACGGCAGCATTGAGCAGCACTCTATTCAAC
CATGGAGCCTCCTGTGGAGGTTGCTACCAGATAGTCTGTGATGCGATCAAATCCC
CCAAGTGGTGCCGGAAAAGAAAACACATCACCATAACCGCCACAAATTTTTGCCC
ACCGAACCCAGCTCTCCCCAACAACAACGGAGGGTGGTGCAACACTCCTCGGAA
GCATTTCGACATGTCTCAACCGGCATGGGAGTCAATTGCGATCTACAAGGCAGGT
ATAGTCCCTGTGTACTACAGGAGTGTCGAGTGTCGTCGGAAAGGTGGTGTGAGGT
TTACTATCAACGGAAGGAACTACTTCGAACTTGTTCTAGTCAGCAACGTCGCCGG
AGTTGGGAGTGTCAAGGCGGTGTGGATCAAGGGTTCCAAGAAGAGGGGGTGGAA
GGCCATGTCGAGGAATTGGGGCGCGAATTGGCATAGCTTGGATGATCTGAGGGG
TCAGAGATTGTCATTTAGGGTGCAACTTACTGATGGGAGAATCAAAACTATGAAT
AACGTGGCACCTTCTAATTGGTCGTTTGGAATGACTTATACTTCCAATGTCCAATT
TTAA

Nucleotide
>ZmrEXPA-09

ATGATGTTCATGACTATATTTCTATTCATCACTACCGTATTTTTCTCTCTCGCCTTT
CCGACCACCGTAGGAGCTTCTTATTCTGGTTGGTCTCGTGCTCATGCCACATTCTA
CGGAGGCCGTGATGGCTCTGGAACTATGGGTACGTGAAATTAATGCATGTGTAGT
GTTTTTTCTTTCGAAACTCGATCTTAATTAATTAAAATACTTAATTATTCTAAATG
GACATACGTGTTTAGGCGGGGCATGTGGATACGGTAATCTCTACAAAAGAGGAT




ACGGACTGAAGACGGCAGCATTGAGCAGCACTCTATTCAACCATGGAGCCTCCTG
TGGAGGTTGCTACCAGATAGTCTGTGATGCGATCAAATCCCCCAAGTGGTGCCGG
AAAAGAAAACACATCACCATAACCGCCACAAATTTTTGCCCACCGAACCCAGCTC
TCCCCAACAACAACGGAGGGTGGTGCAACACTCCTCGGAAGCATTTCGACATGTC
TCAACCGGCATGGGAGTCAATTGCGATCTACAAGGCAGGTATAGTCCCTGTGTAC
TACAGGAGTGTCGAGTGTCGTCGGAAAGGTGGTGTGAGGTTTACTATCAACGGAA
GGAACTACTTCGAACTTGTTCTAGTCAGCAACGTCGCCGGAGTTGGGAGTGTCAA
GGCGGTGTGGATCAAGGGTTCCAAGAAGAGGGGGTGGAAGGCCATGTCGAGGAA
TTGGGGCGCGAATTGGCATAGCTTGGATGATCTGAGGGGTCAGAGATTGTCATTT
AGGGTGCAACTTACTGATGGGAGAATCAAAACTATGAATAACGTGGCACCTTCTA
ATTGGTCGTTTGGAATGACTTATACTTCCAATGTCCAATTTTAA





