IDENTIFICATION

Species: Sphagnum fallax

Locus: Sphfalx0005s0194

Gene Model: Sphfalx0005s0194.1.p
Description: STEXPA-05

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Sfallax_v0_5
KEGG:-

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Sfallax_v0_5

GENE STRUCTURE

SIEXPA-03
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Legend:
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Query seq,
Superfanilies

=+ Name Accession Description Interval E-value
[+ PLN00193 super family 3342 expansin-A: Provisional 13-262 271e-109
SEQUENCES

Peptide

>STEXPA-05

MARTFIAFLRTLCSAYSMIILVFVFLPAVASGAVLDTGPWEQAHATFYGGSDASGTM
GGACGYGNLYTEGYGTNTAALSTVLFNNGVSCGACFELQCYGSKWCLSSYKTVTIT
ATNFCPPNLAEPSDNGGWCNVPRPHFDMAMPAFLQMGQYVGGIIPVNYRRVPCIKSG
GIRFTINGNPWFDLVLVTNVAGAGDVTAVSIRGGTGAWIQMTRNWGQNWQSGANL
VGKTLSFIVTTSDGRHVVSTNAAPSNWKFGQTFEGSQFSV*

CDS (coding sequence)
>STEXPA-05

ATGGCGCGGACGTTCATCGCATTCCTAAGAACACTTTGCAGTGCGTACTCGATGA
TAATACTAGTATTTGTGTTCTTGCCAGCAGTCGCCAGTGGCGCGGTACTAGACAC
GGGGCCCTGGGAGCAAGCGCATGCTACATTCTATGGCGGTAGCGACGCCTCTGGA
ACAATGGGTGGTGCGTGTGGATATGGCAATCTGTACACTGAAGGATACGGCACC
AACACAGCAGCCTTGAGCACCGTCCTGTTCAACAACGGAGTCAGTTGTGGAGCTT
GCTTCGAGCTCCAATGCTACGGGAGCAAGTGGTGCTTGTCTTCCTATAAAACCGT
CACCATCACTGCCACCAACTTCTGTCCACCCAACCTCGCGGAACCCAGCGATAAC
GGAGGATGGTGCAATGTCCCTAGACCTCACTTCGACATGGCCATGCCTGCTTTCC
TGCAGATGGGCCAGTATGTCGGCGGCATTATCCCTGTCAACTACAGAAGGGTTCC
ATGCATCAAGAGTGGAGGGATCCGGTTCACCATCAATGGGAATCCCTGGTTCGAC
TTGGTACTGGTGACCAACGTGGCCGGCGCCGGAGACGTGACGGCAGTTTCCATCC
GGGGGGGAACAGGGGCGTGGATTCAGATGACACGCAATTGGGGTCAGAACTGGC
AATCCGGCGCTAACTTGGTGGGCAAGACCTTGTCGTTCATCGTCACCACCAGCGA
CGGCCGACATGTGGTCTCCACAAATGCCGCTCCATCCAACTGGAAATTTGGACAA
ACGTTCGAAGGCTCTCAATTCTCCGTCTAA

Nucleotide
>STEXPA-05

ATGGCGCGGACGTTCATCGCATTCCTAAGAACACTTTGCAGTGCGTACTCGATGA
TAATACTAGTATTTGTGTTCTTGCCAGCAGTCGCCAGTGGCGCGGTACTAGACAC
GGGGCCCTGGGAGCAAGCGCATGCTACATTCTATGGCGGTAGCGACGCCTCTGGA
ACAATGGGTATGTAGCTGATCTTGTACTAGTATCTGACGTGATCTGCAGCTCTCG
ACGATGATGTTAGAATCTTCTTATGCTGATTAGATGATGATGACCTGATCTCATGT



GTACATCTGGGTTTCTGGAATCCTGCAGGTGGTGCGTGTGGATATGGCAATCTGT
ACACTGAAGGATACGGCACCAACACAGCAGCCTTGAGCACCGTCCTGTTCAACA
ACGGAGTCAGTTGTGGAGCTTGCTTCGAGCTCCAATGCTACGGGAGCAAGTGGTG
CTTGTCTTCCTATAAAACCGTCACCATCACTGCCACCAACTTCTGTCCACCCAACC
TCGCGGAACCCAGCGATAACGGAGGATGGTGCAATGTCCCTAGACCTCACTTCGA
CATGGCCATGCCTGCTTTCCTGCAGATGGGCCAGTATGTCGGCGGCATTATCCCT
GTCAACTACAGAAGGTAGGCCTATCGTTTGTTTCTTGGGACGACATCCTTCCATTA
GGCTGCTGTGATCACAACAAATCTCTCCATTATTCAATTTGTTCCACTTACCTGTG
CTCAGAGTCATCAGCTCTAAAGGTCAAATATGGACCAGATTATGCCTGAGAGCTA
TCAAACTATGATTCATCACAAAGTGATATCTTTCTTTTAAACTTTTATCTATTTTAA
TGAGAGTGTGTTCTCAGAGTTCCTAACATTGATTAATTGCATATTTGTAACACATG
TGCAACTCTACAATGGAAAGCACCTAAGTCCATCTAGCAAGAAACAAAGCCCTTT
GTCAATGACTTTCCATTAGACTGCTAGCTGTGATCAGAGCACACTGTGTGTAAAC
AAACCCCTATGTCAGTGGCTTTTCATTGGGTTGCTTGCTGTGATAGGAGCACATG
GTTCGTGTGTACGTGTGATCACAGCAGCCTAATGAAAAGAGACCCTTTTAGTCTG
ACGAACATTCACGAATTCTGTGGCAGCTGATAGACGATTGTAGTACATAAATTTG
ACGATCGTTGTACATGTATGCTTCTTTGCAGGGTTCCATGCATCAAGAGTGGAGG
GATCCGGTTCACCATCAATGGGAATCCCTGGTTCGACTTGGTACTGGTGACCAAC
GTGGCCGGCGCCGGAGACGTGACGGCAGTTTCCATCCGGGGGGGAACAGGGGCG
TGGATTCAGATGACACGCAATTGGGGTCAGAACTGGCAATCCGGCGCTAACTTGG
TGGGCAAGACCTTGTCGTTCATCGTCACCACCAGCGACGGCCGACATGTGGTCTC
CACAAATGCCGCTCCATCCAACTGGAAATTTGGACAAACGTTCGAAGGCTCTCAA
TTCTCCGTCTAA



