IDENTIFICATION

Species: Panicum hallii HAL

Locus: PhHAL.9G234400

Gene Model: PhHAL.9G234400.1.p
Description: PhhEXPA-22

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/PhalliiHAL _v2_1
KEGG:-

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/PhalliiHAL_v2_1
http://www.ocri-genomics.org/bolbase/login.htm
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List of domain hits hd

+ Name Accession Description Interval E-value
[+] PLN00193 super family c33423 expansin-A; Provisional 1-255 7.49e-119

SEQUENCES
Peptide
>PhhEXPA-22

MGSTAAMLLRSVAVLALLAMSATTAAAQYWNSGTATFYGGRDGSGTMGGACGYD
NLYNQGYGVLNAALSQVLFNDGASCGQCYNIKCDTGKSGWCKPGYSVTVTATNLC
PPNYAITTNGGGWCNPPRPHFDMSQPAWEQIGIYRAGIIPVLYQRVPCTRQGGVRFTI
SGFNYFQLVLITNVAGSGSIRSMSVKGASTGWIAMTRNWGALWQCSSALVGEPLSFA
VTSTGGQTLYMNNIAPAWWTFGMTFASNNQFAY*

CDS (coding sequence)
>PhhEXPA-22

ATGGGCAGCACCGCGGCGATGCTGCTCAGGTCCGTCGCCGTCCTCGCGCTCCTCG
CCATGTCGGCGACAACGGCGGCGGCGCAGTACTGGAACAGCGGGACGGCGACGT
TCTACGGCGGCAGGGACGGTTCCGGGACGATGGGCGGCGCGTGCGGGTACGACA
ACCTGTACAACCAGGGGTACGGCGTGCTGAACGCGGCGTTGAGCCAGGTGCTGTT
CAACGACGGCGCGTCCTGCGGCCAGTGCTACAACATCAAGTGCGACACCGGCAA
GTCCGGGTGGTGCAAGCCCGGCTACTCCGTCACCGTCACCGCCACCAACCTGTGC
CCGCCCAACTACGCCATCACCACCAACGGGGGAGGCTGGTGCAACCCGLLEGEGL
CCCCACTTCGACATGTCGCAGCCGGCGTGGGAGCAGATCGGCATCTACCGCGCCG
GCATCATCCCCGTCCTCTACCAGCGGGTGCCGTGCACGAGGCAGGGAGGGGTGA
GGTTCACCATCTCCGGCTTCAACTACTTCCAGCTGGTGCTCATCACCAACGTCGCC
GGCAGCGGCTCCATCCGGTCCATGTCGGTGAAGGGCGCCAGCACCGGGTGGATC
GCGATGACGCGGAACTGGGGCGCACTGTGGCAGTGCAGCTCGGCGCTCGTCGGC
GAGCCGCTCTCCTTCGCGGTCACCTCCACCGGCGGCCAGACGCTGTACATGAACA
ACATCGCGCCGGCGTGGTGGACCTTCGGCATGACGTTCGCCAGCAACAACCAGTT
TGCCTACTAA

Nucleotide
>PhhEXPA-22

CGACCCACTCGATCATCAATAGCTTCTCTAGCTTGTCCCTCTAGATCCTCAGCTCA
TCATCAGGTGCCATTGCTAGCTAGCTAGCTGCCAACAAGCTAGAGATGGGCAGCA
CCGCGGCGATGCTGCTCAGGTCCGTCGCCGTCCTCGCGCTCCTCGCCATGTCGGC
GACAACGGCGGCGGCGCAGTACTGGAACAGCGGGACGGCGACGTTCTACGGCGG
CAGGGACGGTTCCGGGACGATGGGTACGTTACCTTCTATGTACGCAGCATTTGCA



TTGCAACAGCTGCGTACCTGACGATCGATACTACTCTGCCGCGTGCTTCATTCCTG
CAGGCGGCGCGTGCGGGTACGACAACCTGTACAACCAGGGGTACGGCGTGCTGA
ACGCGGCGTTGAGCCAGGTGCTGTTCAACGACGGCGCGTCCTGCGGCCAGTGCTA
CAACATCAAGTGCGACACCGGCAAGTCCGGGTGGTGCAAGCCCGGCTACTCCGTC
ACCGTCACCGCCACCAACCTGTGCCCGCCCAACTACGCCATCACCACCAACGGGG
GAGGCTGGTGCAACCCGCCGCGCCCCCACTTCGACATGTCGCAGCCGGCGTGGGA
GCAGATCGGCATCTACCGCGCCGGCATCATCCCCGTCCTCTACCAGCGGTACGCA
TATATATATATATACGGACGCAATTGTGATCGATGAAACGCCGCCGCCGGCCACC
GCCGCCTCTCGCAAAGGCTTACATGATCGATCACCATCTGGTGTAATAATGTGCA
GGGTGCCGTGCACGAGGCAGGGAGGGGTGAGGTTCACCATCTCCGGCTTCAACT
ACTTCCAGCTGGTGCTCATCACCAACGTCGCCGGCAGCGGCTCCATCCGGTCCAT
GTCGGTGAAGGGCGCCAGCACCGGGTGGATCGCGATGACGCGGAACTGGGGLGC
ACTGTGGCAGTGCAGCTCGGCGCTCGTCGGCGAGCCGCTCTCCTTCGCGGTCACC
TCCACCGGCGGCCAGACGCTGTACATGAACAACATCGCGCCGGCGTGGTGGACCT
TCGGCATGACGTTCGCCAGCAACAACCAGTTTGCCTACTAATAGTTAGCTAGTTC
ACGACGCATAATTGCATGTGCATGTGCGTGTGCCTAGCCGATCTGGGATTAAATT
AATTATAATACATCAGTTGACTTAATGGTGTGTGTGTGTGTTATGCGTGGGTTGAT
CTGGGATTTTGATCTGTAATCGCATTCTGTCGATTTTGTTTCTACTACATACCT





