IDENTIFICATION

Species: Panicum hallii HAL

Locus: PhHAL.5G438200

Gene Model: PhHAL.5G438200.1.p
Description: PhhEXPA-15

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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PLNO0193
List of domain hits d

Name Accession Description Interval E-value
33423

[+] PLN00193 super family expansin-A; Provisional 26-249 5.77e-106

SEQUENCES
Peptide
>PhhEXPA-15

MEKAILLLLLSLCAARLDGAVAQQYWTPATATFYGGSDASGTMGGSCGYGNLYSA
GYGTQTTALSTALYGDGASCGACFLVTCDASRTQYCKPGSPSVTVTATNFCPPNYGD
PSGWCNSPRQHFDMSQPAWETIGVYQAGVVPVNYRRVPCQRSGGVRFGLSGHDYFE
LVLITNVGGAGAVAAAWIKGSSTDWLPMSRNWGANWQSSAYVTGQSLSFKVQTDD
GRSVVAYDVAPANWQFGCTYQASANFY™*

CDS (coding sequence)
>PhhEXPA-15

ATGGAGAAGGCGATCCTGCTCTTGCTGCTGAGCCTGTGCGCCGCCCGGCTCGACG
GCGCCGTGGCGCAGCAGTACTGGACGCCGGCCACCGCGACGTTCTACGGCGGGA
GCGACGCGTCCGGCACCATGGGCGGGTCGTGCGGGTACGGCAACCTGTACAGCG
CCGGGTACGGGACGCAGACGACGGCGCTGAGCACGGCGCTCTACGGCGACGGCG
CCTCCTGCGGCGCGTGCTTCCTGGTCACCTGCGACGCGTCGCGGACGCAGTACTG
CAAGCCGGGTTCGCCGTCGGTGACCGTGACGGCGACCAACTTCTGCCCGCCCAAC
TACGGCGACCCCAGCGGGTGGTGCAACTCGCCGCGGCAGCACTTCGACATGTCGC
AGCCGGCGTGGGAGACCATCGGCGTGTACCAGGCCGGCGTGGTCCCCGTGAACT
ACCGGCGGGTGCCGTGCCAGCGGTCCGGCGGGGTCAGGTTCGGCCTCAGCGGGC
ACGACTACTTCGAGCTCGTGCTGATCACCAACGTCGGCGGCGCCGGCGCGGTGGC
CGCGGCGTGGATCAAGGGCTCCTCCACGGACTGGCTGCCGATGAGCCGCAACTG
GGGGGCGAACTGGCAGAGCAGCGCCTACGTCACCGGGCAGAGCCTGTCGTTCAA
GGTGCAGACGGACGACGGCAGGTCCGTCGTGGCGTACGACGTGGCGCCGGCGAA
CTGGCAGTTCGGCTGCACCTACCAGGCCTCGGCCAACTTCTACTAG

Nucleotide
>PhhEXPA-15

ATTTGCAAGTGATCAGTGATCTTGCCAGGCAGGCGGTGTCTTCCTGAGGGACGAT
GGAGAAGGCGATCCTGCTCTTGCTGCTGAGCCTGTGCGCCGCCCGGCTCGACGGC
GCCGTGGCGCAGCAGTACTGGACGCCGGCCACCGCGACGTTCTACGGCGGGAGC
GACGCGTCCGGCACCATGGGTGACGTTCTACTGCAACCATTTTCGTTTTGAATTGA
AGAAACTCTGACCCACGCGTTCGTGGCATTGACGTGCGCGTCCTCGTTGCGCAGG
CGGGTCGTGCGGGTACGGCAACCTGTACAGCGCCGGGTACGGGACGCAGACGAC




GGCGCTGAGCACGGCGCTCTACGGCGACGGCGCCTCCTGCGGCGCGTGCTTCCTG
GTCACCTGCGACGCGTCGCGGACGCAGTACTGCAAGCCGGGTTCGCCGTCGGTGA
CCGTGACGGCGACCAACTTCTGCCCGCCCAACTACGGCGACCCCAGCGGGTGGTG
CAACTCGCCGCGGCAGCACTTCGACATGTCGCAGCCGGCGTGGGAGACCATCGG
CGTGTACCAGGCCGGCGTGGTCCCCGTGAACTACCGGCGGGTGCCGTGCCAGCGG
TCCGGCGGGGTCAGGTTCGGCCTCAGCGGGCACGACTACTTCGAGCTCGTGCTGA
TCACCAACGTCGGCGGCGCCGGCGCGGTGGCCGCGGCGTGGATCAAGGGCTCCT
CCACGGACTGGCTGCCGATGAGCCGCAACTGGGGGGCGAACTGGCAGAGCAGCG
CCTACGTCACCGGGCAGAGCCTGTCGTTCAAGGTGCAGACGGACGACGGCAGGT
CCGTCGTGGCGTACGACGTGGCGCCGGCGAACTGGCAGTTCGGCTGCACCTACCA
GGCCTCGGCCAACTTCTACTAGAGAGTGATGAGATGAATAGGTGCCGCACATGCT
ATTTGTGAATTAGTTGGACCGGATCCATGATTGCTAAGGAGGCTTGAAAGCCTCG
ACTCAATGGGCCGTGTTAAGAAAATCAGCCCATGAGTTGGGGTTTGGAGAGAAA
ATCCTTAAAAATAGTGCATATATGATCTTTGCAAAAGATAAATTAGAAACCGCAT
CCTCTTAATAAGCGCACTTTGAAATATTTTTAAGTGTGCATTTAACAAAATTTAGT
TTCC





