IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin19G260900

Gene Model: Misin19G260900.1.p
Description: McsEXLA-06
Family: Expansin Like Alpha

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Msinensis_v7_1
KEGG:-

EXTERNAL RESOURCES
https://grass-genome-hub.southgreen.fr/Genomeassembly/47213
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List of domain hits d
Name Accession Description Interval  E-value
[+] DPBB_RIpA_EXP_N-like super family cd1724 double-psi beta-barrel fold of RipA. N-terminal domain of expansins, and similar domains; The 36-172 542e-32
[+] PLN03023 super family ci33621 Expansin-like B1; Provisional 93-280 3.94e-31

>MCcsEXLA-06

MAAVLTMVLLRLFTTGGLIHFLLCPASCLARPPHSSNNYYCDWCPRHSTASPDLDALL
RGAGTATEDGGACGAAAAELGGGAPHVASAGADFFRDGGGCGVCYQLRCRDQRV
CGDGGVKVVVVAGAANRTGFLLTTEAFAAMSRPGMSPDQLLPSLDGNAVQVDFRRI
PCEYNNKNLSIRVEEGSRHPAHLAINFLYQGGQTDIAAVEIAHAAAPPAWRPMAPVR
RRGVVTWRTSRAPAGPLQLRLVVTAGVGGKWLRAGGDVVPADWRPGQVHDTGIR
VRDIALTTCARSCRARRPPVVAGSEELR*

CDS (coding sequence)
>McsEXLA-06

ATGGCCGCCGTCCTGACGATGGTGCTTCTTCGTCTCTTCACCACTGGCGGCCTCAT
CATCTTCCTGTTGTGTCCCGCGTCCTGCCTTGCTCGTCCTCCTCATTCCAGCAACA
ACTACTACTGCGACTGGTGCCCTCGCCACTCCACCGCCTCCCCCGACCTCGACGC
GTTGCTGCGTGGTGCTGGTACTGCTACAGAAGACGGCGGTGCTTGCGGGGCCGCG
GCGGCGGAGCTGGGCGGAGGAGCGCCCCACGTCGCCAGTGCCGGCGCCGACTTC
TTCCGCGACGGCGGCGGCTGCGGCGTCTGCTACCAGTTGAGGTGCAGAGACCAG
AGGGTGTGCGGCGACGGCGGCGTCAAGGTCGTCGTGGTGGCCGGCGCCGCCAAC
CGGACGGGGTTCCTGCTCACCACGGAGGCCTTCGCTGCGATGTCCAGGCCGGGCA
TGTCGCCCGATCAACTGCTGCCCAGCTTGGACGGCAATGCTGTTCAGGTCGACTT
CAGGAGAATACCTTGCGAGTACAACAACAAGAACCTGTCGATACGCGTGGAGGA
AGGGAGCAGGCACCCGGCGCACCTGGCCATCAACTTCCTGTACCAGGGCGGGCA
GACGGACATCGCGGCCGTCGAGATCGCGCACGCGGLCGGLGLLGLLCLCGLGTGGLG
GCCCATGGCGCCCGTGCGCAGGCGCGGCGTTGTGACGTGGCGCACCTCGLCGLGLC
CCGGCGGGGCCGCTGCAGCTTCGGCTCGTCGTCACAGCCGGCGTCGGCGGCAAGT
GGCTGCGGGCCGGCGGGGACGTGGTGCCGGCGGACTGGCGGCCTGGGCAGGTAC
ACGACACGGGGATCCGTGTCCGCGACATCGCCCTGACCACCTGCGCCCGCTCCTG
CCGCGCGCGACGGCCGCCGGTGGTGGCCGGCAGCGAGGAGCTCAGGTAG



Nucleotide
>McsEXLA-06

GGGACAGCGACGGCCGGAGGGAGGAGGCCGGCGTCCAGAGGACAGLCGGLGGLC
GTGGAGGAAGGGAGAGCCGGCGACAGATCAGCGGCGGCTAGGGTTTGCGGAAGC
GCGGCCGCAGGACGCGAACCGCGTCGGATACCATAAAAGCGAGTAGAATATGTG
TAATACGCAATGTATTCCTCAGAGACAAGCATTGTGTACATATTGACTTAACGGG
GAGCCAGGTACGGCAGGCCTATGGGCCATGACTTGTTTACACTCTAACAGGGACG
GTGGAAACTAAAAACCGCCGCCTCCGTGAGCAGAAAGTGACAAGGTGTATAAAA
AAATCATTTCTTTAATTGCGGAAGTTCCAAAAGAAGCAGTTTTCGTAGCTTGTGTG
GTGTGGCCAAAGGGCAAGACACCAGAGCCGAAAACTTGGAACGACGAATGCGGC
GGCGGAAAGTGTTTGCACGCCATGGATGCGACAGCCATTTTGTTTCTACTACTTCC
ACCCAGCCCCATCATGCGCAAAACCCAATTGCGCCTTGCCCATCATCGACGACGA
CGACGTGTTCCTCGAATTTGTCCGGTCTTTTTCTCCACGCACTCGACTCTCGTGCG
CCGTTTATTCTTTCTCCCGTTGGCTGGCATTGGCGGAATATGGCAGCGGCCTCATC
AGCTCGTTGCATTGATGTCCCCACGTTGTTGTTCCACTAGAGCACTACCACTACCA
TTCAACCCCATGGCTAGCAGCTAATATAGTAGCTCGCCCTCGCCCGCCCGGCCGG
CCGTCTCTTATCCATCGCCGCCGGCCGTCCAAACTCCAGCAGGTAGCTAGCTACG
ATGACCTAGCTCTGCCTTTGTGGTTTGTGCCTCGCTCGAGCTGCAGCGCTCCCCTC
CGGTGCACCATGGCCGCCGTCCTGACGATGGTGCTTCTTCGTCTCTTCACCACTGG
CGGCCTCATCATCTTCCTGTTGTGTCCCGCGTCCTGCCTTGCTCGTCCTCCTCATTC
CAGCAACAACTACTACTGCGACTGGTGCCCTCGCCACTCCACCGCCTCCCCCGAC
CTCGACGGTAAATAGGAACACTACTTGTTTCGTTTGTACCTGTGGGTCCCCCCGAT
GAAGCTCTCAGCTCAACCTCCTTCTCCCCGGCCCGGCCACTTGTTCACATGATCAC
ATCAATCATCAATGTGCAGCGTTGCTGCGTGGTGCTGGTACTGCTACAGAAGACG
GCGGTGCTTGCGGGGCLCGLCGGLCGGCGGAGCTGGGCGGAGGAGCGCCCCACGTCG
CCAGTGCCGGCGCCGACTTCTTCCGCGACGGCGGCGGCTGCGGCGTCTGCTACCA
GGTGGGTGTAGTCTGTAGTGCAGCTGACTTGCTCTGCAGCGCAATGTGTGCATAT
CTCTCCGGTTAAATGACAGTACTGTGTATTTCTGCTTGTAGTTGAGGTGCAGAGAC
CAGAGGGTGTGCGGCGACGGCGGCGTCAAGGTCGTCGTGGTGGLCLCGGLGLCGLC
AACCGGACGGGGTTCCTGCTCACCACGGAGGCCTTCGCTGCGATGTCCAGGCCGG
GCATGTCGCCCGATCAACTGCTGCCCAGCTTGGACGGCAATGCTGTTCAGGTCGA
CTTCAGGAGGTGACGAAAAATTCTGCAGTACATGCACCTGTTACATGAAAATTTC
AGTTCCGAGCTAAAGATTCAAGCTTCCATGCAGAATACCTTGCGAGTACAACAAC
AAGAACCTGTCGATACGCGTGGAGGAAGGGAGCAGGCACCCGGCGCACCTGGCC
ATCAACTTCCTGTACCAGGGCGGGCAGACGGACATCGCGGCCGTCGAGATCGCG
CACGCGGCGGCGCCGCCLCGCGTGGCGGCCCATGGCGCCCGTGCGCAGGLGLGGL
GTTGTGACGTGGCGCACCTCGCGCGCCCCGGCGGGGCCGCTGCAGCTTCGGCTCG
TCGTCACAGCCGGCGTCGGCGGCAAGTGGCTGCGGGCCGGCGGGGACGTGGTGC
CGGCGGACTGGCGGCCTGGGCAGGTACACGACACGGGGATCCGTGTCCGCGACA
TCGCCCTGACCACCTGCGCCCGCTCCTGCCGCGCGCGACGGCCGLCCGGTGGTGGC
CGGCAGCGAGGAGCTCAGGTAGATGATTAGGCAGTAGGAGAAGACGATCAGGCA
GGCAGGCAGGCAAACAATGGCATTAACCTGCAGGCGATCGAGATTAGCTTGTAC
ATACTGATGAACCTCCGTCGTACATGAAAGATTCGCCGCATTTTTTTAATGAGCTG
AATAATGATGAATCGATGATGGAGTTCGTCAATGAAAAGCGAAAGCAAAACAAC
AAAGAGCTGATCTCTGATGCTGCGTTTCTTGCTGAATTATGGACAATCGGAGGGG
CCGATGGATCTCTGATTGACATGCATGGATGATGAAGGTTGCACAAGCTTTGGAT



TGGTGCGCAAGATTCGCTGTGACTGATGTAACAGAGCAGCTATATATTATATAGA
GCAGCAAAAATAAGAGGAAATATGTGTCTTTCGAATAATTCAAGAAATGTATTTT
CATTTTTTTAAAGTTGAATGTCTACAGTTCATCCATATATATATGTACTAATAACA
CGAAAAAGCCTTAGTTGCAAAATCATTATTGAAAAATGTATAGAAAATGACAAA
ACTAGTGCAAGTATAATAGAAGACAAATT





