IDENTIFICATION

Species: Sphagnum fallax

Locus: Sphfalx0005s0299

Gene Model: Sphfalx0005s0299.1.p
Description: STEXPA-07

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Sfallax_v0_5
KEGG:-
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[+] PLN00193 super family cl33423 expansin-A; Provisional 34-256 2.88e-116
SEQUENCES

Peptide

>STEXPA-07

MAEAASILRIVFILALAWAYQVRAQGLYTGDATWSNAHATFYGGSDASGTQGGACG
YGNLYSQGYGTNTVALSTALFKDGLSCGACFQLKCNEPRWCVNGATLTVTATNFCP
PNLALPNDNGGWCNMPLQHFDMAVPAYEQIAIYQAGIVPVLYRRVACVKTGGVHFT
VNGNPYFLLVLVTNVGGAGDVHSVSCKGTNTGWYPMQRNWGQNWQFSGHAMDG

QALSFMITTSDGRTLLSEDAAPSNWQFGQTFEGSQFAN*

CDS (coding sequence)
>STEXPA-07

ATGGCGGAAGCAGCTTCCATCCTGAGAATAGTTTTCATTCTGGCTCTGGCGTGGG
CCTATCAAGTACGCGCGCAGGGCCTGTACACCGGCGATGCAACTTGGAGCAACG
CGCATGCCACATTTTATGGAGGAAGCGATGCCTCCGGAACGCAAGGCGGTGCTTG
CGGTTACGGGAACCTGTACAGCCAGGGATACGGGACGAACACAGTAGCTCTGAG
CACTGCCCTCTTTAAGGACGGCTTGAGCTGCGGGGCATGCTTTCAGCTCAAGTGC
AACGAGCCTCGATGGTGTGTAAATGGCGCAACTCTGACTGTGACAGCAACCAACT
TCTGTCCTCCGAACCTAGCCTTGCCGAATGACAACGGCGGCTGGTGCAACATGCC
TCTCCAGCACTTCGACATGGCGGTTCCCGCGTACGAGCAGATTGCAATCTACCAA
GCAGGAATCGTCCCCGTCCTGTACCGCAGAGTAGCGTGTGTGAAAACCGGAGGA
GTGCATTTCACCGTCAATGGCAACCCCTACTTCCTTCTGGTACTGGTGACAAATGT
GGGAGGCGCGGGAGATGTGCATTCCGTCTCATGCAAGGGAACCAACACTGGCTG
GTACCCGATGCAAAGAAACTGGGGCCAGAACTGGCAGTTCAGTGGCCATGCAAT
GGACGGCCAAGCGTTATCGTTCATGATCACCACTAGCGACGGCAGAACTCTCCTC
TCAGAAGATGCTGCTCCGTCAAACTGGCAATTCGGCCAAACTTTCGAAGGATCCC
AGTTCGCAAATTAG

Nucleotide
>SfEXPA-07

CAATCCCCTTCGCCATCTCTTTCTTTCCCGCTCCTCAACGTTCTCAGTCGCCGCCA

ACGCTCTTCTTCGCCTTCTCTCCTCCGCTCCTTGACGTCCCTCCGGCAGCGCCTGTT
CCCGCTGTTGCTGCCTGGAACTCTCCTCAGCTTGCAGCGCTGCTGCCAGTGCTACG
CAATCCAAACAGCCGGTCTTCTCTCACTTCTGTAATGATTTCGAACTTCACCAGTT
TCTGTCTGTCTGAATCATATGTGTCGTCTGTTTTCTTAGCTGTTGAATCTCTCTGCA



ATTGTAGTTGTGTGTGTGTGTGTTTTTTTTTTCTTCTGTATTGGAGTGCAATCACTT
AATAGAAGGCTACAGCGCGCTCTGCTTCTGAACAGCACTGGCGATATTACTGTAG
TCCGTCGAGTCTGTTTCGAGTGTTGTTCTCTTTCTGATCAGAGTAATACTTAGCCC
CCGTACGTGTTTTAATATATTTTGTGTTGTGGAAGGCTGTTCGACGTTTTAGTGTG
CATATCTGTTTTTTTTCTGTTGTATGTTCTTGACTACTTAGTTGCAGCGTCTTGCAT
TGTCATGAACTCATGGCAAGTTCCAAGATAATATTGCGAGGTCCAAGATCAACCG
GATGCGTTCCTGTAGTTTTCTTTTACCATGCAGGGGAATGGCGCTAGTTTCAAGTT
TGATAAGCCTGGATATCCGGAGGAAAATATAATCTCATGTTGTTTACAATTGCGC
GCGGGTTTCGTTTTCTAAACTCCACGTGAGTTCGATTTCTAAGTGCGGAATCTAAT
GTAACGTTGTTGGTTGTTTGTCGTTGTATATATCTGCAGCGAGATGGCGGAAGCA
GCTTCCATCCTGAGAATAGTTTTCATTCTGGCTCTGGCGTGGGCCTATCAAGTACG
CGCGCAGGGCCTGTACACCGGCGATGCAACTTGGAGCAACGCGCATGCCACATTT
TATGGAGGAAGCGATGCCTCCGGAACGCAAGGTATAATAGCAGGTTTCGACTAG
TTTGTTTCCTGCATTTCCAGAATGCCATTGGTGAAGCTCAAGAGAATTTTTCCCTC
AGAAGTTTAGAACTCATGCTTGTCCAGGTCTCGCACTTCTTGTCGGAGTGCGAGC
TATGTATCTAGTGCAATGTGATACTCTCGCTTCAATCTGCATCCTGTTTCTGAAAT
ATATATCGTCGTGTGAACTGCTTACGGTGATCGACGAGCAGGCGGTGCTTGCGGT
TACGGGAACCTGTACAGCCAGGGATACGGGACGAACACAGTAGCTCTGAGCACT
GCCCTCTTTAAGGACGGCTTGAGCTGCGGGGCATGCTTTCAGCTCAAGTGCAACG
AGCCTCGATGGTGTGTAAATGGCGCAACTCTGACTGTGACAGCAACCAACTTCTG
TCCTCCGAACCTAGCCTTGCCGAATGACAACGGCGGCTGGTGCAACATGCCTCTC
CAGCACTTCGACATGGCGGTTCCCGCGTACGAGCAGATTGCAATCTACCAAGCAG
GAATCGTCCCCGTCCTGTACCGCAGAGTAGCGTGTGTGAAAACCGGAGGAGTGC
ATTTCACCGTCAATGGCAACCCCTACTTCCTTCTGGTACTGGTGACAAATGTGGG
AGGCGCGGGAGATGTGCATTCCGTCTCATGCAAGGGAACCAACACTGGCTGGTA
CCCGATGCAAAGAAACTGGGGCCAGAACTGGCAGTTCAGTGGCCATGCAATGGA
CGGCCAAGCGTTATCGTTCATGATCACCACTAGCGACGGCAGAACTCTCCTCTCA
GAAGATGCTGCTCCGTCAAACTGGCAATTCGGCCAAACTTTCGAAGGATCCCAGT
TCGCAAATTAGAACCGCGCTCGTTGCAAAACCAACTCCATTCAATCTCTCTCTCTC
GCCATTAGATAATCTGATCTCTCTCTGTCTCTCTTCCACTGCAGCCATTTCTTCTTC
AGATTCAGATCCAGCTCATTCCTTACAGATCTGTCACAGTACTGTTTCTCTCTGAT
TCTTCTTCTTCTTCTTTGCTGGGTTGTACAATATACATAATAAGCTAGTGGATTTG
AGCAGCAGCAGTGGCGGTTGAAGCACTCAGTCACGGGGGAGATGCACTGCAGCG
GCGTATCTGTGAAGCTGGAAGCAGGAGGACGTGATTGTAGTGATGGAGCGCGCG
AGTGAGCGCCAACCTCGTGTGATCCGCTGGCGTAGCTGTGAAGAAAAGACGTGA
TGGATATGGTAGTCGATCGAGCGAGGAGGAGCACCAACCTCGTGTAATCCGCTTT
CTTCGTAGTGGTAGTAGTGATTGTAATCAGGAACCAATCTCGTGTAATCCGCTTCT
GTGATTTTGGGGAGGGGAAACGCTACTCTAGAGTTAGAAATTGTGTTGCTGGGTT
GCTGGGGTGGCTGAAACCATAGCTACCCGCTCCAGAGCTTTTTGTACTTGTTAAA
TTTGTTTGAAACTGCAGAACCTGAACGTGGCTATTTGGCTAGTTAATATAGACAA
ATGTGACTGCATCGAACTTGGCTATTTGGCTATTTGGTTCGGCTACTTGGTCTTGC
CACTTTGATTACATGAACAAAATTGAGAGAGAAAAAAACATCAAAATAGTGGTT
TTGATCCATAAAAAATA



