IDENTIFICATION

Species: Helianthus annuus

Locus: HanXRQChr08g0222741

Gene Model: HanXRQChr08g0222741
Description: HanEXPB-01

Family: Beta Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Hannuus_rl 2
KEGG: https://www.genome.jp/entry/T05101

EXTERNAL RESOURCES
https://www.heliagene.org/



https://phytozome-next.jgi.doe.gov/info/Hannuus_r1_2
https://www.genome.jp/entry/T05101
https://www.heliagene.org/
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Query seq.
Specific hits
Superfanilies

PLNO193
DPBB_R1pA_EXP_N-1ike superfamily

List of domain hits .
Name Accession Description Interval  E-value
[+] DPBB_EXPB_N cd22275 N-terminal double-psi beta-barrel fold domain of the beta-expansin subfamily, Beta-expansins 37-160 4.38e-72
[+] PLND0193 super family cl33423 expansin-A; Provisional 5-264 5.37e-26

>HanEXPB-01

MATNSSLLLYFCLLTFFTLSFAIRPTHFNLSTVATHWSSAIATWYGSPDGFGSDGGSC
GYGNAVSQPPFSSMVTGIGPSLYKSGKECGACYEIKCTKHPSCSRKPARVVITDFCPG
GPCASDRAHFDLSGTAFGAMAKPGQEKHLRDAGVLKIRFARVKCDYSRTNLVFHVD
QGSNPNYFAFVVEFEEGDGDLAGVSLKEESSDEWLKMVQSWGAVWKVDPGRELHP
PFSIRLISQYSQQVLVAKNVIPTGWTPGATYRSLVNYL*

CDS (coding sequence)
>HanEXPB-01

ATGGCCACCAATTCTTCACTTCTTCTCTACTTTTGCCTTCTAACCTTCTTCACATTG
TCATTTGCAATAAGACCAACACACTTCAACTTATCCACCGTAGCCACCCATTGGT
CCTCCGCAATCGCTACTTGGTATGGCAGTCCCGATGGTTTTGGAAGTGACGGAGG
TTCTTGTGGGTATGGAAATGCAGTGTCACAACCACCATTTTCTTCCATGGTGACCG
GAATAGGCCCATCCCTTTACAAGTCAGGGAAAGAATGTGGGGCTTGTTATGAGAT
AAAATGTACAAAACACCCATCATGCTCACGCAAGCCGGCTCGGGTTGTCATTACC
GATTTCTGCCCGGGAGGTCCATGTGCCTCGGACCGTGCACATTTTGATCTTAGTGG
AACCGCGTTTGGTGCCATGGCAAAACCAGGCCAGGAAAAACATCTACGTGACGC
GGGAGTTTTGAAAATTCGATTCGCGCGGGTCAAATGTGATTATTCGCGAACAAAC
TTAGTGTTCCATGTAGACCAGGGATCGAACCCTAACTACTTTGCGTTTGTTGTTGA
ATTCGAAGAAGGGGACGGAGATTTAGCCGGGGTTAGTTTGAAAGAGGAAAGTAG
TGACGAATGGTTAAAAATGGTGCAGTCGTGGGGTGCGGTTTGGAAGGTCGACCCC
GGGAGGGAGCTACACCCTCCATTTTCTATACGATTGATATCACAATACTCGCAAC
AAGTTCTTGTTGCAAAAAATGTGATTCCTACTGGATGGACCCCCGGGGCAACATA
TAGGTCGTTGGTCAACTACCTCTAA

Nucleotide
>HanEXPB-01

AGCAAGAAGAATCAAGTACACTTAGTGGCATAGCACAAACTAGCAATGGCCACC
AATTCTTCACTTCTTCTCTACTTTTGCCTTCTAACCTTCTTCACATTGTCATTTGCA
ATAAGACCAACACACTTCAACTTATCCACCGTAGCCACCCATTGGTCCTCCGCAA



TCGCTACTTGGTATGGCAGTCCCGATGGTTTTGGAAGTGACGGTTAGTTGACACT
CTATTTATAAAAATTAAAAAAAAACAAAAAAAAGTCATTTGTTTTCCATATATGT
CCTTGTTGAGTTTGTTGCATGTTGATTTAATAAAAATGGTAATGCAAGGTTAATTT
GGTAAAAACATTGCAGGAGGTTCTTGTGGGTATGGAAATGCAGTGTCACAACCAC
CATTTTCTTCCATGGTGACCGGAATAGGCCCATCCCTTTACAAGTCAGGGAAAGA
ATGTGGGGCTTGTTATGAGGTAGGCTAGTGGACCCCTAATTACATATAGTTTTATT
TATTTTAAAGGTTAACATATTTTACTGTTTTACATAAAGCAAACATCATTTGGAAC
GTGTCTATTTAATTCTTTTGGTTTTATCATCGTAGATAAAATGTACAAAACACCCA
TCATGCTCACGCAAGCCGGCTCGGGTTGTCATTACCGATTTCTGCCCGGGAGGTC
CATGTGCCTCGGACCGTGCACATTTTGATCTTAGTGGAACCGCGTTTGGTGCCATG
GCAAAACCAGGCCAGGAAAAACATCTACGTGACGCGGGAGTTTTGAAAATTCGA
TTCGCGCGGTAAACTTTTATCCATTACCCTCCAAAAAATGTCAATAATTGTAATAA
AAATGTACACTTTTGTCTTAGTTTGAAAGCTTGACATTTTTTATTTTGTGTTGTTTT
ATAGGGTCAAATGTGATTATTCGCGAACAAACTTAGTGTTCCATGTAGACCAGGG
ATCGAACCCTAACTACTTTGCGTTTGTTGTTGAATTCGAAGAAGGGGACGGAGAT
TTAGCCGGGGTTAGTTTGAAAGAGGAAAGTAGTGACGAATGGTTAAAAATGGTG
CAGTCGTGGGGTGCGGTTTGGAAGGTCGACCCCGGGAGGGAGCTACACCCTCCAT
TTTCTATACGATTGATATCACAATACTCGCAACAAGTTCTTGTTGCAAAAAATGTG
ATTCCTACTGGATGGACCCCCGGGGCAACATATAGGTCGTTGGTCAACTACCTCT
AAAATATGTTATATCGAGTATTTATGATATGGTTGTGGGTGTTATCGGTTATAATG
AAGAGGTGATATAAGAAGAGTCAAATATATGTTTTCACATTAATTGTGAATAACA
GTTGACCGCTAAGTCGCCCTTTTTTAGATTGAAGAAAATTATGTTGTATAATTTTG
GTTTATCAGAGTGGCATCAAGTATAAAAAAATACTTGGATGGATAGATTTCAGTA
TTTCTATAAATGTATTGTACTGTACTGTATTGTATCGTATTGTCTTCGATATAAAA
AAAAATATGATTGGTAAGTTATATTACAAGACGTGGATGTAGTTACATGACACCG
AAAAAATTATATGCTACATATATCCAACATTCGTGTAATGCCACATTTTATTGTAA
AAAAAAATAAATCTGCT






