IDENTIFICATION

Species: Sphagnum fallax

Locus: Sphfalx0288s0005

Gene Model: Sphfalx0288s0005.1.p
Description: STEXPA-26

Family: Alpha Expansin

3D structure:

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

EXTERNAL RESOURCES
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Superfanilies PLN00OS0

+ Name Accession Description Interval E-value
[+ PLN0O0050 super family cl31535 expansin A; Provisional 54-282 141e-101
SEQUENCES

Peptide

>STEXPA-26

MAACMMKSTRSSRSVLLMGRMQQQLQLVMQLAAVLMIGASRLCEVSAGGYTGDT
YWSPAHVTFYGGDDASGTQGGACGYGNLYSQGYGTNTAALSTALFDGGLRCGACY
QLVCNQPRWCVPGAPVLTVTATNFCPPNWALPNDNGGWCNPPLQHFDLAVPAFIQL
AQPIAGIVPVFYKRVPCERQGGLRFTINGNPWFLLVLITNVGGAGDVQQVSVMAEGT
NWSWVPMQQNWGQNWQHQGNVLYGQTLSFMTTTSDGQTVVSNNVADNFWQFGQ
TFEGSQFLW*

CDS (coding sequence)
>STEXPA-26

ATGGCTGCCTGTATGATGAAGTCGACTCGGTCGAGCAGATCAGTACTACTCATGG
GTCGGATGCAGCAGCAATTGCAGCTAGTGATGCAGCTAGCTGCTGTGTTGATGAT
CGGAGCTTCACGCTTGTGTGAAGTCTCTGCTGGAGGCTACACTGGTGATACTTAC
TGGAGCCCAGCCCATGTTACCTTCTATGGTGGGGATGATGCCTCTGGCACTCAAG
GTGGTGCGTGCGGATATGGCAACCTTTACAGTCAAGGCTATGGCACCAACACAGC
AGCTCTGAGCACGGCTCTTTTCGATGGAGGCTTGAGATGTGGAGCTTGCTACCAG
CTGGTATGCAACCAGCCTCGATGGTGCGTGCCTGGCGCACCTGTCCTGACTGTGA
CAGCCACTAATTTCTGTCCTCCCAATTGGGCGCTACCCAACGACAACGGCGGGTG
GTGCAACCCTCCTCTCCAGCACTTCGATCTGGCTGTCCCTGCCTTCATCCAGCTGG
CCCAGCCCATTGCTGGAATTGTTCCCGTCTTCTACAAGAGGGTACCATGTGAGAG
ACAAGGAGGATTGCGCTTCACCATCAATGGCAACCCTTGGTTCCTGTTGGTGCTG
ATCACAAACGTGGGAGGAGCCGGGGACGTGCAGCAGGTGTCAGTGATGGCAGAA
GGAACAAACTGGTCCTGGGTGCCAATGCAGCAAAACTGGGGCCAGAATTGGCAG
CACCAAGGCAATGTTCTGTATGGACAGACGCTGTCCTTCATGACAACCACCAGTG
ACGGCCAGACGGTTGTCTCCAATAATGTAGCCGACAACTTTTGGCAATTCGGCCA
AACCTTTGAGGGTAGCCAATTCCTGTGGTAA

Nucleotide
>SfEXPA-26

CCCCACTGACACTAGTCACCCTCACTCTCTCAGTGTTTGTCTCTCTCCTCATATTCA
GCTGCTCACCAGCTAAGTCTTGATCTGCCAATTCTGACCAGCTGCTTGCTGCTCCA
GCCTCTGAGCCTCTGACTACTTTGTTGTTGTGTTTCCTCATCGACTTGGTAATCATT



TCTTCTCTCTGCAACTGTAATTGAGTGGTCCTTGATCAGCTCGAGATTGCACAAGG
TCTTTTCCCAGTGCTTCACTTAGTGTCCAGCATTAAGATCTCTCTAGCTAGACATC
AGCAGGCTTTGTCGATACTACTGCAGCTGCAGCTCGTCATTTTGCAGCAGTTACTA
GCTAGTCGTCAGCTCTCTCTCTCTCTCTCGCGCCTGCCTAGCCTGCCATTCTAGAT
CCACTCTTTCGTAGGACTTCCCTGAAAAACTATATATGTTGCACAATTGAATAATA
TTGCGCCTGTCGTGAATGAAAGATCAAGTGCTTTCAGAATGATCCGAGTTCATTA
ATCCTGCTTTTTCATGAAGTTTGAATAGATTTCTCCATATAATTATGCACCTTTGC
AGTTGTTTTCAGAAAGTGATGGATAGATGACATAAGACAGCCTCATGAGTCCTCT
CATGAAGCCGATCCTGATCATCATCACCCCAGCTCAACTGATCTAGTAGTCCTTG
AATAGTCATGATCGACCTCCATTCTGAGGCAGAGATTCAATGGTTGGAGTCAATT
ACGTACTCCTGCAAGCACTGTTGTTTGTTTGTTTGAGTCTTCAGACAGTAACCCAG
CATCTGATGAATCACAACTTCAGTGTCATCAAAGATTGTTCAGTTCATGTCAGAA
TCCCAAGAACAGAATCTTGTAGGAAGTGTAGTAGTGGAACTTGCTAATTGGAATG
CCAATTGTTGAATGATGAGAAGACTAAACTTGGAGTGTACAACATGTTTGTGCAG
CAGGAGACGTTAGACGTGCTTTTTTACATATGGCTGCCTGTATGATGAAGTCGAC
TCGGTCGAGCAGATCAGTACTACTCATGGGTCGGATGCAGCAGCAATTGCAGCTA
GTGATGCAGCTAGCTGCTGTGTTGATGATCGGAGCTTCACGCTTGTGTGAAGTCT
CTGCTGGAGGCTACACTGGTGATACTTACTGGAGCCCAGCCCATGTTACCTTCTAT
GGTGGGGATGATGCCTCTGGCACTCAAGGTGAGACTTGAACAATGTGTGTCAGAA
TGTGTGTGTGTGTGTGTGTGTGTTTTGAGGATTTGAATGCCCCTGCAAGTCTGATA
AATCTTCTGCTGGTGTTCTGCTGCTGCCATAGGTGGTGCGTGCGGATATGGCAAC
CTTTACAGTCAAGGCTATGGCACCAACACAGCAGCTCTGAGCACGGCTCTTTTCG
ATGGAGGCTTGAGATGTGGAGCTTGCTACCAGCTGGTATGCAACCAGCCTCGATG
GTGCGTGCCTGGCGCACCTGTCCTGACTGTGACAGCCACTAATTTCTGTCCTCCCA
ATTGGGCGCTACCCAACGACAACGGCGGGTGGTGCAACCCTCCTCTCCAGCACTT
CGATCTGGCTGTCCCTGCCTTCATCCAGCTGGCCCAGCCCATTGCTGGAATTGTTC
CCGTCTTCTACAAGAGGTAATGTACAATCACACCCACAACTCAGAGTTCTTGGAT
GATTCCTTCCCTTGTGGGAGAGAATTGTCTAATTTTACCTTCAAGAATAGACTACA
AACAAACGCAGGGAATAATTGTGCAACACAAGCGGTCTTGCAACATTACCAAGG
AACCTCACAGGGAGGAAAGTTCAATCTAGAAGGGTTTATGTACATGAGTTCCCGT
TTGTCAGCCAGCTTCCTATTGTGATCTTATAGCGGTTGCAATATCGTGTGTGCAGG
GTACCATGTGAGAGACAAGGAGGATTGCGCTTCACCATCAATGGCAACCCTTGGT
TCCTGTTGGTGCTGATCACAAACGTGGGAGGAGCCGGGGACGTGCAGCAGGTGT
CAGTGATGGCAGAAGGAACAAACTGGTCCTGGGTGCCAATGCAGCAAAACTGGG
GCCAGAATTGGCAGCACCAAGGCAATGTTCTGTATGGACAGACGCTGTCCTTCAT
GACAACCACCAGTGACGGCCAGACGGTTGTCTCCAATAATGTAGCCGACAACTTT
TGGCAATTCGGCCAAACCTTTGAGGGTAGCCAATTCCTGTGGTAATAATTTACAT
ATGGTACCATCCATCATGAGGAGCTACCTGCATTTGAGAAAGATTTCTAGACTCG
ATCATTAGATGAATCCCGCCAAGCTTCCAAACTTCCAAAACTGCTGCTGCAGCGC
CCACTAGACCGAATCTATCCGCAAGTCTTCATGACAGGATTATAGCACATGATCA
GCTAGCTATTATCGACGGATTAATAACTCCCTGAAGATTAAAACTCATTGCAAGT
GAGCTGATTTATTAAGGGAGCTAGCTAACTATCTGCAGCTGATCGACTAGTATGA
TTGGGTGAACGTCTTACAGTAATTTGACACGCAGAGGATCATGAGGAAAACATAC
TGCAAACTAACTAGTACAACGTGAGATCAAGCTTTAAAGACGCGACCTAGATCA
AGCTTAATGACGCGATCAATTGCTGCATTTCTTGAACAAGAACATGCAGATATGA
GAAGATCAGTACTACTCCAATTACAATCTCTAGCTAGCATGGAACGCAATAAGTC
GAGGTGAAGAAAGCTGAATCTAATCATCATCAGTATGCAAATCGACTAGATCTAG




AATTCATGGTCATCATCATATTAATGTGCAACTCATTGAATTTCATAGATCGATTC
TAGCTAGCTAGCTAGCTGTTGCAGATCCAGCTAGCTAATGATCCGAGTTCATTCTC
AGTTACATGAACACTAGTAGGCTAGGGGATTCATCCAAAGAATGTCTCAGTTGCA
GCAACTCAGCTGCTAGTGCAGTTTGTACAGGAGCTGGAACGCCATGGAGTGCGTG
CTAGCTAGCTAGCTAGCTAGTAGTACTGATCATAATTCAAGTACTGTAGTGATTC
AGTACATGAAGGTCGCTGAGGTGTTTGATGATTTGGAAGAATTAGATCATCACCC
GCTCCTTAAAACCATTTTCTGGAAACTTGTATTAGCTGATTGCCCAGATCAG



