IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin18G004500

Gene Model: Misin18G004500.1.p
Description: McsEXPA-57
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.
Specific hits o meesmeax Pollen_allerg_1
Superfanilies DPBB_R1pA_EXP_N-like superfamily Pollen_allerg_1 superfamily

List of domain hits d

Name Accession Description Interval E.value
[+] DPBB_EXPA_N d22274 N-terminal double-psi beta-barrel fold domain of the alpha-expansin subfamily; Alpha-expansins 37-166 5.04e-70
[+] Pollen_allerg_1 pfam01357 Pollen allergen; This family contains allergens lol PI, Pll and Pl from Lolium perenne 173-251 3.69e-12

SEQUENCES
Peptide
>MCcsEXPA-57

MASRAPVIAVVAAVIMAAHLASGSGYDQAAAPFTTSDWQEGSATFYGDDSGLGADF
GGACGYGANDIQSLYSTRTAALSTPLFASGSGCGQCYELRCVNSRWCNPGSPSVVVT
GTNLCPPNWNLPSDNGGWCNPPRQHFDMAPPSFLILAPRVAGIVPVQFRRVPCQRSG
GVRFYVQGNYYWLLLYVMNVGGSGDFGDLAVKRAGEPDCNYVPASRNWGITYQV
FAALGNTRGLVVRMTSYSSPRKTIVVDDAITAWWSTGLSYQGSNNFY*

CDS (coding sequence)
>MCcsEXPA-57

ATGGCGTCGAGAGCTCCGGTGATCGCCGTCGTCGCGGCCGTGATCATGGCGGCAC
ACCTCGCGAGCGGCAGCGGCTATGACCAGGCCGCCGCGCCCTTCACGACGTCGG
ACTGGCAAGAAGGCAGCGCCACGTTCTACGGCGACGACTCCGGCCTCGGCGCAG
ACTTCGGCGGCGCGTGCGGCTACGGCGCCAATGACATCCAGTCGCTCTACTCGAC
GCGCACGGCGGCGCTGAGCACGCCGCTGTTCGCGAGCGGCAGCGGGTGCGGGCA
GTGCTACGAGCTGCGGTGCGTGAACTCCCGGTGGTGCAACCCGGGTTCGCCGTCC
GTCGTGGTCACCGGCACCAACCTGTGCCCGCCCAACTGGAATCTCCCCAGCGACA
ACGGCGGGTGGTGCAACCCGCCACGGCAGCACTTCGACATGGCGCCGCCGTCGTT
CCTGATCCTCGCGCCGCGGGTGGCGGGCATCGTCCCCGTGCAGTTCCGCCGLGTG
CCGTGCCAGCGCTCCGGCGGGGTCAGGTTCTACGTGCAGGGCAACTACTACTGGC
TCTTGCTCTACGTCATGAACGTCGGCGGCAGCGGTGACTTCGGCGACCTAGCCGT
CAAGAGGGCCGGCGAGCCGGACTGCAACTACGTGCCCGCGTCGCGCAACTGGGG
CATCACGTACCAGGTGTTCGCCGCGCTCGGCAACACCCGGGGCCTCGTCGTCAGG
ATGACCAGCTACAGCTCGCCGCGGAAGACCATCGTCGTCGACGACGCCATCACCG
CCTGGTGGTCCACTGGACTCTCCTACCAGGGATCCAACAACTTCTATTGA

Nucleotide
>MCcsSEXPA-57

ATGGCGTCGAGAGCTCCGGTGATCGCCGTCGTCGCGGCCGTGATCATGGCGGCAC
ACCTCGCGAGCGGCAGCGGCTATGACCAGGCCGCCGCGCCCTTCACGACGTCGG
ACTGGCAAGAAGGCAGCGCCACGTTCTACGGCGACGACTCCGGCCTCGGCGCAG
ACTTCGGTACGTTGCCGCCTACTACTTGGGGTATGCGTGTACTATAGAGCAAAAT



ATATTGGCGGCCCCTAAATTTATATATAATCTTTTTTAAGTCCTAAATCCAGGTGT
TAAATTTCTGTTTTTTCTCTTAGAATTTCTGGATCTTTAAATTTGTCTCAGACTCTA
GGATTAGTTCAAATAAGTTTTGACTTGCTCCACATACCGGCGTAGCATCAGTCCT
GTTGGGTATAGTACCTAAACTTGCTTCGTCGTGTCATCTAGGCCCCGAGCATAAA
AAATTGCATATCAAGTTTCCAAACTTGCTAAACAGACCAGAAGAGGGACCTAAA
CTTGTGGGTCGATGCTACTTAGACCCCTGTATGTAACACCCCGACCCATTAGTTGT
ATGTAGTAATTAAGATATATAGAGGTGGGACTTGGGCCATACCGTGCCGGCACCA
CACGACACCCTTGTGCATCATGTCGCTTCAGATCATGCCCTATAGGCATGCGAGA
CACGTTTGTCTGTGCCGATATGGCACGATAAATCTTTCTTCGGCTCAAGCACGGCC
CGTGGCACGCCGGCACGTTTTAGGTCATGCCGGCCTAAGCACAACCCTCAAAGTA
TTTCTCTTAGTTTTCTTTATCCGCTTGTGATATAAAAAAAATTGTGTGTACTATTTT
CATGAAAGTTCTAATTAATGATTTTTATAATCTATTCAAGGATTAGATGAGTGGTA
ATATAGTAAATGCTAAAAATCACATTGTAGCGTTGTCGGAGTGCTTACGTGCCAT
TTTCGTGTCGTGCCGGCCAAAAATGCGCGTCGGGCCATGTAGCCCATCGTATCGA
GATCCCAGGCACGATAGACCCTCACGTTCATGTCGTGCCGGCATGACCTAAAATA
TTTTGTGTTGTGCCATGACTCGCCCTCTCATGGCATGACCCAAAATATTTTGTGTA
AGAGAGATGATATGCATATGCAGACTCGTTTCACGTACGGAGCTAGGCCATATAA
GCAGATTTTGGATGCAGGGTGTTACACTATATCCAAAATTGCTAATCTAGATCCC
CAAACTTGCTAATCAGGCTAAACAACAGTAATTTGGATCTCGTGTGGTCTAATTA
TCACGTTTGTGGACTTGTATTTGCAGCCTTGGAAGTTAGGGACCAAGATAGCAAC
ACCATACAAGTTTAGGTATCTTATGTGGCTCGTTTAGCAAGTTTGAGAACTAAGA
TAAGATATACAGTTTTATTTATAAGTTAGGAACCTAGATATTGAAGTTAGGGACC
TATATGACACTGCCATATAAGTTTAAGTATTTAACCAAACATGTCATGTCCACGTT
AACGCCGAGTTATATAGCATACCATGTCAGCGTGTGGAGTGGGTTCAAATTTATT
TTAAACTAGCGTGGGCGCCCACGCTTTGCGTGGGAAGTAGGGCGGGAAAAAAGG
GGGGAAGATGGAACGGATGTGCACGGTTCCATAAAGGGTGTGTACTGTTCCGTAT
TGGGTTTGTACTGTTCGCTATCGGGTTGGTACTGCCCCTTGTCGGGGCGAGCACTG
TTCATCGCGGATCGGAGCACTGTTCGTCACGGGACCCGGTACTGCTGATCTACAG
TGATATGAGCCTTGTGGGGACGCAGGTGAACAGTAGCTTAGACAAATTTAAAGTC
CTTATATAGATATAGACTAGGGCTGGAGCCTAGAACAAGTTTATATAGAGACCCA
GAAATAAAATAAAAAAAAGAAGTTTAGGACCCAAAGACCACAGGTTTATTTTAG
ACTATGCATGTATGTGTTATGCCTTTTCGGCTTTGCATGGAAATGATCATTGGAAC
GCATGCAGGCGGCGCGTGCGGCTACGGCGCCAATGACATCCAGTCGCTCTACTCG
ACGCGCACGGCGGCGCTGAGCACGCCGCTGTTCGCGAGCGGCAGCGGGTGCGGG
CAGTGCTACGAGCTGCGGTGCGTGAACTCCCGGTGGTGCAACCCGGGTTCGCCGT
CCGTCGTGGTCACCGGCACCAACCTGTGCCCGCCCAACTGGAATCTCCCCAGCGA
CAACGGCGGGTGGTGCAACCCGCCACGGCAGCACTTCGACATGGLCGLCCGLLCGTC
GTTCCTGATCCTCGCGCCGCGGGTGGCGGGCATCGTCCCCGTGCAGTTCCGLCCGC
GTGCCGTGCCAGCGCTCCGGCGGGGTCAGGTTCTACGTGCAGGGCAACTACTACT
GGCTCTTGCTCTACGTCATGAACGTCGGCGGCAGCGGTGACTTCGGCGACCTAGC
CGTCAAGAGGGCCGGCGAGCCGGACTGCAACTACGTGCCCGCGTCGCGCAACTG
GGGCATCACGTACCAGGTGTTCGCCGCGCTCGGCAACACCCGGGGCCTCGTCGTC
AGGATGACCAGCTACAGCTCGCCGCGGAAGACCATCGTCGTCGACGACGCCATC
ACCGCCTGGTGGTCCACTGGACTCTCCTACCAGGGATCCAACAACTTCTATTGA






