IDENTIFICATION

Species: Panicum hallii

Locus: Pahal.3G393800

Gene Model: Pahal.3G393800.1.p
Description: PhEXPA-10
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Phallii_v3_ 1
KEGG: https://www.genome.jp/entry/T07366
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Name Accession Description Interval E-value
[+ PLN00193 super family 133423 expansin-A; Provisional 29-251 521e-120
SEQUENCES

Peptide

>PhEXPA-10

MAKPAVPVVLLLSLLCGLASHAVDAQYYWSPATATFYGGSDGSGTMGGACGYGNL
YSAGYGLSNAALSTALFNDGAMCGACYTIVCDTSKSRWCKPGTSVTITATNFCPPNW
ALPSDNGGWCNPPRRHFDMSQPAWTSIATY QAGIVPVNYQRVSCKRSGGMRFTINGR
DYFELVTVTNVGGSGVVSQMWIKGTNTNWLTMSRNWGMNWQSTAYLNGQSLSFM
VKTDDGRVVTVWNVVPSNWYFGATYTTSWANFY*

CDS (coding sequence)
>PhEXPA-10

ATGGCAAAACCAGCGGTGCCTGTGGTGCTTCTTCTCTCTTTGCTGTGCGGATTGGC
TTCCCATGCAGTAGACGCCCAGTACTACTGGTCGCCTGCGACGGCGACGTTCTAC
GGTGGCAGCGACGGCTCCGGCACAATGGGCGGCGCTTGTGGGTACGGCAACCTG
TACAGCGCTGGTTACGGGCTGAGCAACGCGGCGCTGAGCACGGCGCTTTTCAACG
ACGGCGCCATGTGCGGTGCGTGCTACACCATCGTCTGCGACACTAGCAAGAGCAG
ATGGTGCAAGCCCGGCACGTCGGTGACCATCACAGCCACCAACTTCTGCCCGCCA
AACTGGGCGCTGCCCAGCGACAACGGCGGCTGGTGCAACCCGCCGCGLCCGGCAC
TTCGACATGTCGCAGCCCGCCTGGACCTCCATCGCCATCTACCAAGCCGGGATCG
TCCCGGTCAACTACCAGAGGGTGTCATGCAAGAGGAGTGGTGGCATGAGGTTCA
CCATCAACGGGAGGGACTACTTCGAGCTGGTGACGGTGACCAACGTCGGCGGCA
GCGGCGTGGTGTCGCAGATGTGGATCAAGGGGACCAACACGAACTGGCTGACAA
TGAGCAGGAACTGGGGCATGAACTGGCAGAGCACGGCGTACCTCAACGGCCAGA
GCCTGTCCTTCATGGTGAAGACCGACGACGGCCGCGTGGTGACGGTGTGGAACGT
CGTCCCGTCCAACTGGTACTTCGGGGCAACCTACACCACCAGCTGGGCAAACTTT
TATTAG

Nucleotide
>PhEXPA-10

CCGGGCACGTCACTCCCTCCGGCCTCGGCTTTCACTTCGCCTCTGCCTTTATGGCC
GCCTTTCGTCGTCGCACCAGACCGCGAGGGAAATTACACGCGLCGGLGLGLLCLLCG
GTTTTTTTTTTCCCAACCGCCACCGGCGCATTGGCTTGGCTCGGGCTATAAATAGC
TGGGCCGGGAGGGCCGAGCTTCCTCACAGCCAGCGCCAGACAGCCAGACGTTCC
ACCCCAAGCAAGGTCGATAGCGGCTAGCTTTGGACGGTACCCTCCCGAGCTCGGA




AGGTAGCTAGCTAGCTCGAAGCGGGCCGGGTCTCCTCGCTGGTGGTGGTAGTTAG
CGATGGCCGGCGCCGGCGCCCTCCTCCTCGTCCTCAGCCTCCTCGCCCGGGAGGC
CGCGGCCGGCGGCTACGGCGGGTGGCAGAGCGCGCACGCCACGTTCTACGGCGG
CGGCGACGCGTCCGGCACAATGGGTGAGTAGTCGATCGACCAGAGCACCTTGTC
ATCTAGTTCCTCGCCGCCGGCGGATTTCTCGGTAACCCAGACTCACACCGTATGCT
CTGCATGGACGTTCGGCGCGGGCGGAACAGGCGGCGCGTGCGGGTACGGCAACC
TGTACAGCAGCGGGTACGGCACGAACACGGCGGCCCTGAGCACGGCTCTGTTCA
ACGACGGCGCTGCGTGCGGGTCCTGCTACGAGCTGCGGTGCCAGAACGCGGGGEG
GTTCGTGCCTGCCGGGCTCCATCACCGTGACGGCCACCAACTTCTGCCCGCCCAA
CTACGGCCTCCCCAGCGACGACGGCGGCTGGTGCAACCCGCCGCGCCCGCACTTC
GACATGGCCGAGCCGGCCTTCCTCCACATCGCCCAGTACCGCGCCGGCATCGTGC
CCGTCGCCTTCAGGAGGTACGCGCGCGACCCGACCCGGCTAGCCTGGLLGLLCCGL
CGCACATGCCGCGCAGGGCTCAGTTACTACTAGCACTCCACTCTCCACACCTGCC
GTGCCGCGCTGCGCTGTTGGCACGGCTCGGTGTGGTCCCGCACGTCCGGCTGCGA
GCGAGGCTCACGCGCCGCTCTGTCGTACCGCGTCCTTGGCTGGTTGGCCCGATCA
GCCAAGCCAGCCCAAGCCCAACCAACCGCGCGTCGTCGGTTCGGACCTCGAAGG
TCCGTGGGCCCCCGCGCCCGGTTCGGTCCATTAGTTCGGTGGGCCACCCTCCAGA
TTCGATACGGGGCGTGGGGATAGGCAGGCTCCTGGGCGACGCGCATGTGCCTTGC
CTTTCAATGTTGTTGTTACCCCTAGCTAGTAGTACCTCCACCGCACTTCACTCTCA
CTCACTCCTAGTGACATTTTGACACCACCGGCCAGGCCCATCACGACCTGGTCGC
CCCTCGTAAAATCTTTTTTTTTTCACCTACCGCCACGTACTGAACTGACCGTTGCT
TGAGAGAGCGAGACTGACCGATGAGCTGCCTCCCGACCGACCGATGCAGGGTGC
CGTGCGTGAAGAAGGGCGGGATCCGTTTCACCATCAACGGGCACTCGTACTTCAA
CCTGGTGCTGGTGACCAACGTGGCGGGCGCCGGCGACGTGCGGTCCGTCTCCATC
CGGGGCACCCGCACGGGGTGGCAGCCCATGTCCCGGAACTGGGGCCAGAACTGG
CAGAGCAACGCGTTCCTCGACGGCCAGGCGCTCTCCTTCCAGGTCACCGCCAGCG
ACGGCCGCACCGTCACCAGCAACAACGCGGCGCCGCGLCGGGTGGCAGTTCGGGC
AGACCTTCGAGGGCGCCCAGTTCTGATGCGGGGAGGCCTTCGATCTTCTTCTTCCT
CTCTGAAGGCCGCCGGCGCCGGCACCGCCGTCTTCTGATCTCCTCCGACCCGATC
GTCTCCGCAGCAAGCACCGGGGGCGGACGACGGAGAGGGATATATATATTAATT
ATAAGCTATTGATCATTGGGTAATCCTCGATTTGTTTGGGTTTTTTTGCCGTTTTGC
GCGTGATGATGGGAAAGACGAGGCCTCTTCGACTATATTGAAGAAGAGAAGAGG
GCCTCGCGCTATGCTGAGGCTGCTAATCTAGCACCCGCCTAGACGTTTCCTTCTCC
GGACTCTGGATCATATCGGAGTGAATGAATGAAACATTACTCTCCCTAGTACTGA
TACTTGTACTTGAGCAAGGAATAATTGTAATTTATTTTGGAAGAACCTTCGTATCA
TTGCCGTACTTGTACCCGATCGCACCGGCCGCCGCCCTTGCGTCGGAATTGATGG
AAACCGCGAGGCCGCCGTTGCTCTGGCTACTAGCTAGCTTGTTTTTCTTTTTCAGT
AGCTTCTCGTGGTGTAATTGTGGAAGGGTACAGTGG




