IDENTIFICATION

Species: Sphagnum fallax

Locus: Sphfalx0027s0083

Gene Model: Sphfalx0027s0083.1.p
Description: STEXPA-14

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-14
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE
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Query seq.

Superfanilies PLNO00S0

Name Accession Description Interval E-value
[+] PLN00050 super family 31535 expansin A; Provisional 40-290 5.16e-113
SEQUENCES

Peptide

>SfEXPA-14

MYKRLTCTKQAEYSLKAMELVGSSSSLAGVSKRKTTVGFLLYYSILFASILDTVDARP
HVRGKLNWRSAHATFYGGADASGTMGGACGYGNLYGQGYGTESTALSSVLFNNGA
KCGACYAIMCYRSKHCFPGTPKVTVTATNFCPPNDALPNNNGGWCNPPLRHFDLAQ
PVFSRIADWKAGIIPVLFRRVPCVKNGGIRFTINGNKYFNLVLITNVGGKGDVRAVEF
KGGDSGVWQSMTRNWGMNWQTNTVLVGQAISFRITTSDGRTTTSLDAAPSDWRFG
QTFEGAQFTT*

CDS (coding sequence)
>STEXPA-14

ATGTACAAGAGGCTTACATGCACAAAACAAGCAGAATACAGTCTGAAAGCCATG
GAACTTGTTGGGTCTTCCTCTTCCTTAGCAGGGGTGTCAAAGAGGAAAACTACTG
TTGGGTTTTTGTTGTACTACTCCATCCTGTTTGCTTCCATTTTGGACACTGTGGATG
CCCGGCCTCATGTGCGGGGGAAACTGAACTGGAGGAGCGCGCATGCTACCTTCTA
TGGGGGCGCTGACGCCTCAGGCACCATGGGGGGAGCTTGCGGCTACGGGAACCT
GTATGGGCAAGGCTATGGCACAGAGTCTACAGCGTTGAGCAGCGTGCTTTTCAAC
AACGGTGCCAAGTGTGGAGCTTGCTATGCCATCATGTGCTACCGCTCCAAGCATT
GCTTCCCAGGCACTCCCAAAGTGACGGTCACGGCCACCAACTTCTGTCCTCCCAA
CGACGCTTTGCCCAACAACAACGGCGGCTGGTGCAACCCTCCCTTGCGGCATTTC
GACTTGGCGCAACCTGTGTTCTCGCGCATCGCAGACTGGAAAGCTGGCATCATCC
CAGTTCTCTTCAGAAGGGTGCCATGCGTGAAGAATGGAGGCATTCGCTTCACGAT
CAATGGCAACAAGTACTTCAACTTGGTGCTCATCACCAACGTCGGGGGCAAAGG
AGATGTCCGAGCCGTGGAGTTCAAGGGCGGCGATAGCGGCGTATGGCAATCGAT
GACGCGCAATTGGGGCATGAACTGGCAAACTAACACGGTGTTGGTCGGGCAAGC
CATCTCCTTCCGCATCACCACTAGCGATGGCAGAACCACCACATCCTTGGATGCT
GCCCCTTCCGACTGGCGTTTCGGCCAGACCTTTGAAGGCGCTCAGTTTACAACAT
AG

Nucleotide
>SfEXPA-14

ATGTACAAGAGGCTTACATGCACAAAACAAGCAGAATACAGTCTGAAAGCCATG
GAACTTGTTGGGTCTTCCTCTTCCTTAGCAGGGGTGTCAAAGTGTTTTAGAGAGA



ATTGGGAATCATTCTGCATCTAGATCTCACCTAAGGGTTCTTCAAGATACATACAT
GCTACAAGATTTGGTTATTGCTTCCAGACATTGAGCAAGAACCCAATGCGAATCT
CTCTCTTTCCCTCTCTTGCAGTGATTTCTCTAAGCATATGATGTAATGGGTCTTTCA
GCAGCTGCAGTCTCCAAGCTTTGCATCCAGGCGATGGGTCCGGAGGGCAAGGCGT
GAACAGCAGCACAGGTGCAGGAGGAAAACTACTGTTGGGTTTTTGTTGTACTACT
CCATCCTGTTTGCTTCCATTTTGGACACTGTGGATGCCCGGCCTCATGTGCGGGGG
AAACTGAACTGGAGGAGCGCGCATGCTACCTTCTATGGGGGCGCTGACGCCTCAG
GCACCATGGGTATGTCCTGTTTGTAGCCCTTGTCTTGAGCTCTTGAAGGGAGTAGT
TCTCTTGAAGGGCCTACTGCAAGTCGGTAGAAGGAACGAGAAAGATGATGAAGA
AGAAGAAGATGGTGATCCTCTAAGAGGAGAGCTTTGCTGTGTTGTGCTGTGTGCT
GTTGCAGGGGGAGCTTGCGGCTACGGGAACCTGTATGGGCAAGGCTATGGCACA
GAGTCTACAGCGTTGAGCAGCGTGCTTTTCAACAACGGTGCCAAGTGTGGAGCTT
GCTATGCCATCATGTGCTACCGCTCCAAGCATTGCTTCCCAGGCACTCCCAAAGT
GACGGTCACGGCCACCAACTTCTGTCCTCCCAACGACGCTTTGCCCAACAACAAC
GGCGGCTGGTGCAACCCTCCCTTGCGGCATTTCGACTTGGCGCAACCTGTGTTCTC
GCGCATCGCAGACTGGAAAGCTGGCATCATCCCAGTTCTCTTCAGAAGGTAAGGC
CCAGTCTGTTGCTGCAAAGTTTCGTCTATGATCTTGATGAAGCTCACTTCTCGTCC
AGTCTCTGTTGCTGTTCGTGACAACCTTAAGCTATTGAGGAAGCTTGTGTTTTTTG
CGGTTTGTTTGTTTGTGTCAGGGTGCCATGCGTGAAGAATGGAGGCATTCGCTTC
ACGATCAATGGCAACAAGTACTTCAACTTGGTGCTCATCACCAACGTCGGGGGCA
AAGGAGATGTCCGAGCCGTGGAGTTCAAGGGCGGCGATAGCGGCGTATGGCAAT
CGATGACGCGCAATTGGGGCATGAACTGGCAAACTAACACGGTGTTGGTCGGGC
AAGCCATCTCCTTCCGCATCACCACTAGCGATGGCAGAACCACCACATCCTTGGA
TGCTGCCCCTTCCGACTGGCGTTTCGGCCAGACCTTTGAAGGCGCTCAGTTTACAA
CATAG




