IDENTIFICATION

Species: Zostera marina
Locus: Zosma6g01560

Gene Model: Zosma6g01560.1
Description: ZmrEXPA-02
Family: Alpha Expansin

3D structure:

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

EXTERNAL RESOURCES
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Legend:
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DOMAIN ARCHITECTURE

Query seq.
Superfanilies ke

+ Name Accession Description Interval E-value
[+] PLN00193 super family 4. expansin-A. Provisiona 1-255 898e-126
SEQUENCES

Peptide

>ZmrEXPA-02

MASLLQQLSALWVVLYLYSSPADARIPGVYNGEGWRTAHATFYGGSDASGTMGGA
CGYGNLYSQGYGVSTAALSTALFNNGLKCGSCYEIKCSEDPKWCHKGSPSIFITATNF
CPPNYALPNDNGGWCNPPRPHFDLAMPMFLKIAAYHAGIVPVVYRRVPCRKPGGIRF
TINGFRYFNLVLISNVAGAGDIIRVSVKGSKTGWMSMSRNWGQNWQSNALLVGQSL
SFRVTGSDHRTSTSRNIVPANWKFGQTFAGKNFRF*

CDS (coding sequence)
>ZmrEXPA-02

ATGGCATCTCTTCTTCAACAACTTTCGGCTCTATGGGTTGTCCTCTACCTATACTC
ATCACCAGCTGACGCTAGAATCCCCGGTGTTTACAACGGTGAAGGATGGCGTACA
GCACACGCCACTTTCTACGGCGGAAGTGACGCCTCCGGCACGATGGGTGGGGCGT
GTGGGTACGGGAACCTTTACAGCCAAGGTTACGGTGTGTCGACGGCGGCACTGA
GTACGGCGTTGTTCAACAACGGGTTGAAATGTGGTTCTTGTTACGAGATCAAGTG
CAGCGAGGACCCAAAATGGTGCCATAAAGGCAGTCCTTCTATCTTCATAACGGCT
ACTAACTTCTGCCCACCTAACTATGCTCTTCCTAACGATAATGGTGGATGGTGTAA
CCCTCCACGTCCGCATTTCGACCTTGCCATGCCTATGTTTCTGAAGATCGCCGCTT
ACCACGCCGGTATCGTCCCCGTCGTCTACCGCAGGGTGCCATGCAGAAAGCCAGG
AGGGATTCGGTTCACAATAAACGGATTCCGGTACTTCAACCTTGTGCTAATCTCA
AACGTCGCCGGAGCAGGGGATATAATTCGTGTGAGCGTGAAAGGGTCGAAGACA
GGGTGGATGAGTATGAGCAGGAATTGGGGACAGAACTGGCAGTCCAATGCCCTT
CTTGTTGGTCAATCTCTCTCTTTCCGTGTCACTGGTAGCGACCATCGCACCTCAAC
TTCAAGGAACATCGTTCCGGCAAATTGGAAGTTTGGACAAACCTTCGCCGGAAAG
AATTTCCGTTTCTAA

Nucleotide
>ZmrEXPA-02

TATAAAAGGGGTAAAAGAAAAGGGCAGTTAGGGTTTTTTTTTTTTTTAATTTGGTT
TTATTTACAAGTACTGCCATGCCAGCAGAATGCCATTGGTGTCTTTTGCTCTCACA
CCACCATAATAAGTAACCTTCATTCCACTTCCATCTTTCACTTCCACTACCAGTCT
TATCAGCAAAGAAGATGGCATCTCTTCTTCAACAACTTTCGGCTCTATGGGTTGTC
CTCTACCTATACTCATCACCAGCTGACGCTAGAATCCCCGGTGTTTACAACGGTG




AAGGATGGCGTACAGCACACGCCACTTTCTACGGCGGAAGTGACGCCTCCGGCA
CGATGGGTACCGTCTGTTCTTTTTTCTTCTTATATATACATCTCGTACATGGCACTA
TAATGTTTCTAACTTGTGTGTGTGTGTGTGTAAAGGTGGGGCGTGTGGGTACGGG
AACCTTTACAGCCAAGGTTACGGTGTGTCGACGGCGGCACTGAGTACGGCGTTGT
TCAACAACGGGTTGAAATGTGGTTCTTGTTACGAGATCAAGTGCAGCGAGGACCC
AAAATGGTGCCATAAAGGCAGTCCTTCTATCTTCATAACGGCTACTAACTTCTGC
CCACCTAACTATGCTCTTCCTAACGATAATGGTGGATGGTGTAACCCTCCACGTCC
GCATTTCGACCTTGCCATGCCTATGTTTCTGAAGATCGCCGCTTACCACGCCGGTA
TCGTCCCCGTCGTCTACCGCAGGTTTGTTTTTCTCGAACACAGGGAAGTTATTTTG
TTACCCTGTTTTTCTCTTTTTCTTTCCCAGGAAAAAAAATTCGGAAACCGCGTGGA
TCTCAGCACATAATATGCGAAATGACAAAATCACCCATCCTTTTTTTTACTTTTTI
AATCGGGTAATCGAGTCGGGTTTTGTGATTCATGTAGGGTGCCATGCAGAAAGCC
AGGAGGGATTCGGTTCACAATAAACGGATTCCGGTACTTCAACCTTGTGCTAATC
TCAAACGTCGCCGGAGCAGGGGATATAATTCGTGTGAGCGTGAAAGGGTCGAAG
ACAGGGTGGATGAGTATGAGCAGGAATTGGGGACAGAACTGGCAGTCCAATGCC
CTTCTTGTTGGTCAATCTCTCTCTTTCCGTGTCACTGGTAGCGACCATCGCACCTC
AACTTCAAGGAACATCGTTCCGGCAAATTGGAAGTTTGGACAAACCTTCGCCGGA
AAGAATTTCCGTTTCTAATATCTATCCTTGTTTGTAGCTTTCTTTCGGTGTCCTCTT
TTTTTAACGGAGTGATCGTCTACTTTCTGTGTTTTGACCGGTTGGTTATATTCTGGT
CGGAAAATTGCTGTAGTGGCTACTGAAGGCAAAGTCATGGCGTGGCCCCAGCTTC
TTCCCTATATTATTATTAACTTATTATGTCGTAAAATACTATTAATATGTTTTACCA
TATTTTATTGGTCTCTAGACTCTCTGTTGTCTAATAGTCTAATGTGTATTTGTGTCG
GAAAGACTTTCAAGTGTTAAGATTAAGTGAGATGTTATGTTTTAACATAGTGAAA
GCAATATCTATTGTCTCCATGATTGTGGATTTATTTGGTTGTCATGCTGAAAAAAA
AACATGGAAGAGAAGACTTGAAGTGTAAACAATACACAACAAAAGTCACCAAAG
TACTTCAAACAACAGCTCAGGACAACAATAAAAAGTTGGGGGAATAAACACAAT
AAAAGCATGCGGAAGACGACCTTCCTTTATAAATAAGCAACGCTGCTGTAAACTG
GAGTGCTGACAATTATGCAAATGCAAATTATAGTTTGTAGACTACTACTAGTCAC
TAGTGTACCTACATTCTTTAGGGTAAGT






