IDENTIFICATION

Species: Sphagnum fallax

Locus: Sphfalx0009s0025

Gene Model: Sphfalx0009s0025.1.p
Description: STEXPA-09

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Sfallax_v0_5
KEGG:-
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Query seq,
Superfanilies PLNOOOSO

+ Name Accession Description Interval E-value
[+ PLN0D050 super family 31535 expansin A Provisional 85-307 7.21e-111
SEQUENCES

Peptide

>STEXPA-09

MTTTVAAAARLLLLVVVLGCALHSVQGHRHEPHAARSGAHAAAHSAAAAAHNGG
GAPSGSSTPVAAGGGGSSSSSSSSYVGEPFWSDAHATFY GGSDASGTEGGACGYGNL
YSQGYGTDTVALSSALFADGLSCGACFQIKCNEPRWCLPTVATVTATNFCPANPALP
NDNGGWCNLPLQHFDMAQPAFQQIAVYQAGIVPVQYRRVACAKAGGVHFTINGNP
YFLLVLITNVGGAGDVHSVSCKGSRTGWYPMQRNWGQMWQYSGNAMDGQGLSFM
ITTSDGRTLVSQDVAPSNWQFGQTFEGAQF*

CDS (coding sequence)
>STEXPA-09

ATGACAACGACGGTAGCAGCAGCTGCTCGGCTCTTGTTGTTGGTGGTAGTGCTGG
GATGTGCACTTCACTCAGTACAAGGACATCGACACGAGCCACATGCAGCGCGTA
GTGGCGCTCATGCCGCGGCTCATTCAGCTGCGGCAGCAGCGCACAATGGGGGCEG
GGGCTCCTTCTGGTTCATCGACTCCTGTCGCAGCGGGAGGCGGAGGAAGTAGCAG
TAGTAGCTCTAGTAGTTACGTTGGGGAGCCGTTCTGGAGCGATGCACACGCGACG
TTCTACGGAGGGAGCGATGCGTCGGGCACAGAAGGAGGCGCTTGCGGATACGGA
AACCTCTACAGCCAAGGATACGGCACCGATACCGTTGCTCTCAGTAGCGCGCTCT
TCGCTGACGGCCTCAGCTGCGGAGCTTGCTTCCAGATCAAATGTAACGAACCGAG
GTGGTGCCTCCCGACCGTCGCAACCGTCACCGCCACCAACTTCTGCCCGGCCAAC
CCCGCGCTTCCCAATGACAACGGCGGCTGGTGTAACTTGCCTCTTCAGCATTTCG
ACATGGCTCAACCTGCGTTCCAGCAAATCGCCGTCTATCAGGCCGGCATTGTACC
TGTCCAGTACCGCAGAGTGGCATGTGCCAAGGCAGGAGGAGTGCATTTCACCATC
AACGGCAACCCGTACTTCCTCTTGGTGCTGATCACCAACGTGGGTGGAGCGGGAG
ACGTGCACTCGGTGTCGTGCAAGGGGTCAAGAACCGGCTGGTACCCAATGCAGA
GGAACTGGGGTCAGATGTGGCAATACAGCGGCAACGCCATGGACGGACAGGGCC
TTTCTTTCATGATCACTACCAGCGACGGCAGGACGCTCGTCTCACAAGACGTCGC
GCCCTCGAACTGGCAGTTCGGCCAAACTTTCGAAGGAGCTCAGTTCTAA

Nucleotide
>SfEXPA-09

CCCCCTTCGCAGAGCCCAGAGACCATCGCTCTGTTCGCGCTTTCTCTCTCTCGCTT
TGTTGCTGCAGCTAGTTGTGCTTCCCTCCTGCCTTCTCCTCGTTGTTGTCTGCCTGC



TTGCCACGCTTCTGATTCCTGTCTCTCGCGCTCTGTCTGTCTGTGTGTGGCCTCCTT
CTTCTTCGCAGCTGCATTGTTTGCCTCTTGCAACACCAAGAAGAACAGTAACAAT
ACCCATGTGAGTGAAGAAGTCTCTTCCTGATGCCCCAATGTCCTCATGACTTTCTT

TCTCTTTGAGCTTTTGAGCTTTTGTGATAGCATTTGTGTTTTTATTCCATGGCTTCC
ACTTCTGCTATGGTATTTTCTTTCATTTCTGTTTTTGTTTCGTATTTGAGGTTTTGA
GCTGTTTGTTTCTTGTTTCAGGTGCTCATTTTTGCGTTTCCATTCTTTCTCCTTCTCC

TTCATTTCTTGATGAGAACTGTGTTGTTGGGTGGTTGCTTCGAGGCTTGTTAAGGC
TTTTGTAGTATTATTATTATTTTTGTTTCGGTTTTGATTTGTTGGGTGTTTGTTTGTT
TTGTGTGTTGCAGTCGAAGTGGCGGTGGTGGTCAATATGACAACGACGGTAGCAG
CAGCTGCTCGGCTCTTGTTGTTGGTGGTAGTGCTGGGATGTGCACTTCACTCAGTA
CAAGGACATCGACACGAGCCACATGCAGCGCGTAGTGGCGCTCATGCCGCGGCT
CATTCAGCTGCGGCAGCAGCGCACAATGGGGGCGGGGCTCCTTCTGGTTCATCGA
CTCCTGTCGCAGCGGGAGGCGGAGGAAGTAGCAGTAGTAGCTCTAGTAGTTACGT
TGGGGAGCCGTTCTGGAGCGATGCACACGCGACGTTCTACGGAGGGAGCGATGC
GTCGGGCACAGAAGGAGGCGCTTGCGGATACGGAAACCTCTACAGCCAAGGATA
CGGCACCGATACCGTTGCTCTCAGTAGCGCGCTCTTCGCTGACGGCCTCAGCTGC
GGAGCTTGCTTCCAGATCAAATGTAACGAACCGAGGTGGTGCCTCCCGACCGTCG
CAACCGTCACCGCCACCAACTTCTGCCCGGCCAACCCCGCGCTTCCCAATGACAA
CGGCGGCTGGTGTAACTTGCCTCTTCAGCATTTCGACATGGCTCAACCTGCGTTCC
AGCAAATCGCCGTCTATCAGGCCGGCATTGTACCTGTCCAGTACCGCAGGTGGGT
GGGCAAAGAACCACTTATTTGCTCGGTTCTTTCTTTCCTTCAGTGCTGCATGTGAG
TTCTGATGATGGTCTTGAGAGCTTCGAGCTGTGATGATTTCGTTTCTCTGATCTTG
TCGTTTTTATCTCTTCTTCAGAGTGGCATGTGCCAAGGCAGGAGGAGTGCATTTCA
CCATCAACGGCAACCCGTACTTCCTCTTGGTGCTGATCACCAACGTGGGTGGAGC
GGGAGACGTGCACTCGGTGTCGTGCAAGGGGTCAAGAACCGGCTGGTACCCAAT
GCAGAGGAACTGGGGTCAGATGTGGCAATACAGCGGCAACGCCATGGACGGACA
GGGCCTTTCTTTCATGATCACTACCAGCGACGGCAGGACGCTCGTCTCACAAGAC
GTCGCGCCCTCGAACTGGCAGTTCGGCCAAACTTTCGAAGGAGCTCAGTTCTAAC
AACCCTCACCGGCAGGGCATACTTCTTCATTTCAATGCTCTGTCGGTTTGGTTTGT
TGGGTTGGTTGGGTTTTCCTCAAAACTCTTCTTCTTCGTCGCAGTCAAAGCAGGAA
GGGCAACAACCGTCTTGATCACCACCACCACCACCCATGTCATCCGTTTTGATGA
TCATTACCTACCCAAGCAACAGCACCAAGATTCAGAGAAGCTCATTGCAATACCC
AGTGAATCGTGCGCTCTCATTTGCAGCAACAGCAGCAGCAACAACAGAGCGATTT
CCCAAGTGATCTTTTGTTGTTGCTGTTACAGATGCTGCAATCGTGGGACTGATGAT
GACGACTGGGGCAGCTGACAGAGTGACAAAGCCTTTAAAGGGTTTTGTCTATGAT
GATTTGTTGATTCTTCAAATGGGAAGGCTGTGGTGTGAGACTCAAAAGCAATAGA
AACGTGGGCAACCCACCCGCCTTCTTTTTCTTCTTAGGTGCCACTGATGACGAAG
AAGTAATGTTGTAGAAGTTATTGTAGAGGCTAATATAGCTTAAGCTTGATGATTG
CTGAGGTGGTTTTAGCAAAGCTACCCGCTTCACATCACAACCCTTTTCTTATATAC
ATAATCTCTCTCTCTTTGTTGTAAGCTTTTCTTCTTGGATGTAGGATGTCAGACTGT
GAAGCACTTGCTTCTTAGGAGGTTCTATAGATCTCAACTGCACAAATGACTCTGT
AGGTATATAGATGGCAACAATTGCACAAGTGCATATGAAAACTGAACAAGGTAC
TTACATTTACAGTTATTTAGGAAAGGATTTTGTGCATGTAATGAACAATCTCGAG
AGAGAGAGGCGAGAGGCAACTCCTCTGTTTGCTTGTATGGGTTTTTATATAAATA
ACTGATTTA



