IDENTIFICATION

Species: Zostera marina
Locus: Zosma31g00880

Gene Model: Zosma31g00880.1
Description: ZmrEXPA-03
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-03 —
-
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Legend:
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Query seq.
Superfanilies PLNO0OOS0

Name Accession Description Interval E-value
[+ PLN00050 super family 31535 expansin A; Provisional 19-243 2.69e-135
SEQUENCES

Peptide

>ZmrEXPA-03

MKFLVLCLALFLLLCPTTASWNSAHATFYGGGDASGTMGGACGYGNLLSQGYGTET
AALSTALFNKGAACGSCYEIKCVYNDRKWCISGSIRITATNFCPPNNALPNNAGGWCN
PPQHHFDLSQPVFEKIAKYKAGIVPVQYRRVSCKKTGGVRFTINGHSYFNLVLITNVG
GAGDVTAVSIKGSKTGWQAMQRNWGMNWQSNSYLNGQSLSFKVTTSDGKTLLSNS
VAPADWSFGKTYSGRQF*

CDS (coding sequence)
>ZmrEXPA-03

ATGAAATTCCTCGTCCTCTGTCTTGCTCTGTTTCTTCTTCTGTGCCCAACCACCGCC
AGTTGGAATTCTGCCCACGCCACCTTCTACGGAGGCGGTGATGCTTCCGGCACAA
TGGGGGGAGCTTGTGGGTACGGGAACCTTCTGAGTCAGGGTTACGGAACGGAGA
CGGCGGCTCTAAGCACTGCTCTGTTCAATAAAGGAGCAGCTTGCGGTTCTTGTTA
CGAGATCAAGTGTGTTAATGATCGGAAGTGGTGCATCTCGGGATCCATTCGTATC
ACTGCCACGAATTTCTGTCCGCCCAACAACGCACTCCCAAATAATGCAGGAGGGT
GGTGCAACCCACCCCAGCACCACTTCGATCTCTCCCAACCGGTATTCGAGAAGAT
CGCAAAGTACAAGGCCGGAATCGTCCCTGTACAATACAGAAGAGTCTCGTGCAA
GAAAACAGGGGGAGTGAGGTTCACCATCAATGGACACTCCTACTTCAACCTAGTC
CTCATCACCAACGTCGGAGGAGCAGGAGATGTCACGGCAGTGTCCATTAAAGGG
TCTAAGACAGGATGGCAAGCAATGCAGAGGAACTGGGGAATGAACTGGCAGAGT
AACTCGTACCTCAATGGTCAATCTCTTTCTTTCAAAGTCACCACAAGTGACGGCA
AGACTCTCTTATCCAACAGCGTAGCCCCTGCCGATTGGAGCTTCGGCAAGACCTA
TTCCGGTCGCCAGTTCTAA

Nucleotide
>ZmrEXPA-03

TTCTTCACTCTTCACCATCTTTGGACACTTTTTATACAATGAAATTCCTCGTCCTCT
GTCTTGCTCTGTTTCTTCTTCTGTGCCCAACCACCGCCAGTTGGAATTCTGCCCAC
GCCACCTTCTACGGAGGCGGTGATGCTTCCGGCACAATGGGTACGCACGTACATG
CATACATATCAAGTTAACAACATTAGGTGATCGTGTGTTTGTTTATATATATCATA
TATGTGGTTGGATTGATTGCAGGGGGAGCTTGTGGGTACGGGAACCTTCTGAGTC
AGGGTTACGGAACGGAGACGGCGGCTCTAAGCACTGCTCTGTTCAATAAAGGAG



CAGCTTGCGGTTCTTGTTACGAGATCAAGTGTGTTAATGATCGGAAGTGGTGCAT
CTCGGGATCCATTCGTATCACTGCCACGAATTTCTGTCCGCCCAACAACGCACTCC
CAAATAATGCAGGAGGGTGGTGCAACCCACCCCAGCACCACTTCGATCTCTCCCA
ACCGGTATTCGAGAAGATCGCAAAGTACAAGGCCGGAATCGTCCCTGTACAATA
CAGAAGGTAGAGAGAACTGTACTACAACTGTAATTTTTGTATTTTTGCAATTTAC
GTTATTCTTCACTGCAGAGTCTCGTGCAAGAAAACAGGGGGAGTGAGGTTCACCA
TCAATGGACACTCCTACTTCAACCTAGTCCTCATCACCAACGTCGGAGGAGCAGG
AGATGTCACGGCAGTGTCCATTAAAGGGTCTAAGACAGGATGGCAAGCAATGCA
GAGGAACTGGGGAATGAACTGGCAGAGTAACTCGTACCTCAATGGTCAATCTCTT
TCTTTCAAAGTCACCACAAGTGACGGCAAGACTCTCTTATCCAACAGCGTAGCCC
CTGCCGATTGGAGCTTCGGCAAGACCTATTCCGGTCGCCAGTTCTAAATTACTTA
ACACACCAGATTAACCAACCCTAAGGATTCTCGGTGCTATTTTATATCTAATATA
ATATATATTGGTTGAGGTGCGGTCGTCTGGTAGCTTTTTTATCTATCACGGTGATC
GGTAGTGATTATGTAACTATGTAAGTCCGGTGTCGGAGATAGTCAGAGGTGGAGA
ATCATCAAGCAAGGGCTGCCACCCTTTCAAGCGTGCAACTTAATTAATTAGCTTA
ATTTGTACGCTCGAATCGTATTATAAATATTTGTAATCATTTGT






