IDENTIFICATION

Species: Miscanthus sinensis
Locus: MisinT004900

Gene Model: MisinT004900.1.p
Description: McsEXPA-60
Family: Alpha Expansin

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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Query seq.
Superfanilies PLNO0OS0O

+ Name Accession Description Interval E-value
[+] PLNDOO50 super family 31535 expansin A; Provisional 28-255 7.05e-105
SEQUENCES

Peptide

>MCcsEXPA-60

MICCLPLSSSSRPGHQLGRRPAQGTWGGGPWQSAHATLYGGSDASGTMGGACGYG
NLYSEGYGVETGALSTPLFNNGLTCGACFQIKCSSGSSSGGGCHPGSPSVVITATNFCP
PNYALPSDAGGWCNPPRHHLDLSMPAFLRIADYRAGIVPVTYRRVACRKSGGIRFSV
NGFRYFNLVLISNVGGAGDVVRAAVKASHTEWLPLARNWGQNWQCSSILVGGALSF
RVTTSDRRTLTSWNVAGPAWRFGQTFTGGKNFRIAAAP*

CDS (coding sequence)
>McsEXPA-60

ATGATCTGCTGCTTGCCATTGTCATCCTCCTCCAGGCCCGGGCATCAGCTGGGCCG
GCGGCCGGCGCAGGGCACATGGGGCGGCGGGCCGTGGCAGAGCGCGCACGCCAC
CTTGTACGGTGGCAGCGACGCGTCGGGCACCATGGGCGGCGCCTGCGGGTACGG
CAACCTCTACAGCGAGGGATACGGCGTGGAGACGGGGGCGCTCAGCACGCCGCT
CTTCAACAACGGACTCACCTGCGGCGCCTGCTTCCAGATCAAGTGCAGCTCCGGT
TCCAGCAGCGGCGGCGGCTGCCACCCCGGGAGCCCCTCCGTGGTGATCACGGCCA
CCAACTTCTGCCCGCCCAACTACGCGCTGCCCTCGGACGCCGGCGGGTGGTGCAA
CCCGCCGCGCCACCACTTGGACCTCTCCATGCCGGCATTCCTCCGCATCGCAGAC
TACCGCGCCGGCATCGTCCCCGTCACATACCGGAGGGTGGCGTGCCGCAAGTCCG
GCGGCATCCGGTTCAGCGTCAACGGCTTCCGCTACTTCAACCTGGTGCTGATCAG
CAACGTGGGCGGCGCCGGCGACGTGGTCCGCGCCGCCGTCAAGGCCTCGCACAC
GGAGTGGCTGCCCCTGGCGCGCAACTGGGGACAGAACTGGCAGTGCAGCTCCAT
CCTCGTGGGCGGGGCGCTCTCCTTCCGCGTCACCACCAGCGACCGLCCGCACCCTC
ACCTCCTGGAACGTCGCCGGACCAGCCTGGCGCTTTGGACAGACATTCACCGGCG
GCAAAAACTTCAGGATCGCCGCCGCCCCCTAG

Nucleotide
>McsEXPA-60

AATTATAAGTCAGAAGTACTGCTAGCTGGTTTGGTGTGATTGAAAAATATTGTTTT
AGTTTATAATTCACGATCGTATAAGCCAAAACGAACATCATCACGGCTACATCCG
CTCGGATCCCAATCCCATCCAACAACATTATAGCACGCAGCAGCGTCGGTCCCCG
CGCCCGGTAGTGTGGCTGCTGCTGCCTGCGCATGAACAAGTGCCCACTTCCCCTC
CACCGACCGGCGATCCCTTTCAGTCTTTCACCAGGCCACCGCGCGGCAGCCACCA



TGTGGATGTGGTGCAGCCGCAAGCGCATGCGCAGGAACAATGATCTGCTGCTTGC
CATTGTCATCCTCCTCCAGGCCCGGGCATCAGCTGGGCCGGCGGCCGGCGCAGGG
CACATGGGGCGGCGGGCCGTGGCAGAGCGCGCACGCCACCTTGTACGGTGGCAG
CGACGCGTCGGGCACCATGGGCGGCGCCTGCGGGTACGGCAACCTCTACAGCGA
GGGATACGGCGTGGAGACGGGGGCGCTCAGCACGCCGCTCTTCAACAACGGACT
CACCTGCGGCGCCTGCTTCCAGATCAAGTGCAGCTCCGGTTCCAGCAGCGGCGGC
GGCTGCCACCCCGGGAGCCCCTCCGTGGTGATCACGGCCACCAACTTCTGCCCGC
CCAACTACGCGCTGCCCTCGGACGCCGGCGGGTGGTGCAACCCGCCGCGCCACCA
CTTGGACCTCTCCATGCCGGCATTCCTCCGCATCGCAGACTACCGCGCCGGCATC
GTCCCCGTCACATACCGGAGGTACGTAGACAGACAGAGACAGGCCATCCGTCGT
CAATCTCTCTGCAGGACGGACAGATCATGCATTGCGAATTACTACGTACTACTGA
TGTACGTATGTGATCGATGCAGCTAAGTAGTACTGTGTACTGGGCGCAGGATGCT
CGTGAGCTTTAATTTTCTTCTGTCCCGATACCGATCCCAAGAATGCCAGTCCCCGG
CCTCTACAAGCTTTCCTTACCTTGTGTGTTGCAGGGTGGCGTGCCGCAAGTCCGGC
GGCATCCGGTTCAGCGTCAACGGCTTCCGCTACTTCAACCTGGTGCTGATCAGCA
ACGTGGGCGGCGCCGGCGACGTGGTCCGCGCCGCCGTCAAGGCCTCGCACACGG
AGTGGCTGCCCCTGGCGCGCAACTGGGGACAGAACTGGCAGTGCAGCTCCATCCT
CGTGGGCGGGGCGCTCTCCTTCCGCGTCACCACCAGCGACCGCCGCACCCTCACC
TCCTGGAACGTCGCCGGACCAGCCTGGCGCTTTGGACAGACATTCACCGGCGGCA
AAAACTTCAGGATCGCCGCCGCCCCCTAGGCGGCCCTAGCTCACCATCATGTCAG
GCATCACCTTATGCATTCAGCCGAAGTGGCTCTCCTTCTAGCTAGCAGCCTGCACT
GCACGACGGCCGGGCCGAGACGTACGGTGTAGCATCATCAGCCCGCAGCGAAGC
TTATAATAAAAATGGTTTACTTATAGTATACACACCATCCATGCTGCACACTAATC
ATCCATCATTATTTATTATATATAATAATTGTATATGTACTGCCCGTGCTGTATGC
ATATGGAGGATACCGTATAATTAAATTAGCTTATTGCTTCTGCTTTAATTCTCGGT
TCTTCATTGCTGATGACTATCTGTAAGAAAGATGGGTTCTATAATATCTGAGACA
AGCATAGCAACTCATGATATCAGATGGGCACGCGCAGAATGTTCCAAAATTCTCT
AGCAGTATGCATACCTTGCTGTCACTTTACAACACCTACTATTGTTCTCCAGCAGT
TAAACAACGATTTCGTATGCTTGAATTGGCTGCATCAACCTGATAGGCTCTGTGG
GGGGTGACGGTTCAATTTCAAGCAGCGGATTCTTCTGGAACTCATTTCTCAGCTG
GCCACAGGCTGCGTTAGCATCAAGCCCACGGGTCTGTCGAACGCTGACGGTTATC
TTCCGAGCTTCTAAAGCATCCACAAACGCTTGA





