IDENTIFICATION

Species: Sphagnum fallax

Locus: Sphfalx0012s0046

Gene Model: Sphfalx0012s0046.1.p
Description: STEXPA-12

Family: Alpha Expansin

3D structure:

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

Peptide

>STEXPA-12

MMAGPSCSSYCCSLQSAAMPRLHYLQLLVVAALVIGFVNFVPVVHCGGYTGSSWGS
AHATFYGGADASGTQGGACGYGNTYSTGYGVNTAALSSALFNSGLSCGACFQLVCV
DSQWCLQNPAGITVTATNYCPDGSNGGWCNPPLQHFDLAEPMFLQFAQQLGGVVPV
SYRRVPCVKTGGIRFSINGNPYFMLVLITNVAGAGDVQQVSVKGTNTGWYAMSRNW
GONWEYSGNNLDSQALSFSVTTSDGQTVVSNDVAPAYWQLGSTYEGNQFPV*

CDS (coding sequence)
>SFEXPA-12

ATGATGGCTGGACCCAGCTGCAGTAGCTACTGCTGCTCACTTCAGTCTGCAGCAA
TGCCGCGCTTGCATTACTTGCAGCTGCTAGTGGTGGCTGCACTTGTAATTGGGTTT
GTGAATTTCGTTCCTGTGGTTCACTGCGGTGGGTACACAGGAAGTAGTTGGGGCT
CCGCTCATGCGACTTTCTATGGTGGTGCTGATGCTTCTGGCACACAAGGTGGAGC
TTGTGGGTATGGCAATACGTACAGTACGGGCTATGGAGTGAACACTGCTGCTCTC
AGCTCCGCTCTCTTCAACTCCGGTCTCAGCTGTGGAGCTTGCTTCCAGCTGGTGTG
TGTGGACTCACAGTGGTGCTTGCAAAATCCTGCAGGGATTACAGTCACAGCCACC
AACTACTGTCCTGATGGTTCTAATGGCGGCTGGTGCAATCCTCCCCTTCAGCACTT
CGACCTTGCGGAGCCCATGTTCTTACAATTTGCACAACAGCTTGGAGGAGTCGTG
CCAGTGAGCTACAGAAGAGTACCTTGTGTGAAAACTGGGGGCATTCGCTTCAGCA
TCAACGGGAATCCCTACTTCATGCTGGTGCTCATCACCAATGTAGCAGGTGCTGG
CGACGTGCAGCAAGTCTCCGTGAAGGGAACCAACACGGGGTGGTACGCAATGAG
CAGGAACTGGGGACAGAACTGGGAGTACAGCGGCAATAACCTGGACTCACAGGC
ATTGTCTTTCAGTGTCACCACTAGCGATGGTCAGACTGTTGTCTCCAACGATGTTG
CTCCTGCTTACTGGCAGCTTGGATCCACATATGAAGGAAACCAATTCCCCGTATA
A

Nucleotide
>SFEXPA-12

GGGAAGCTCAAGCTCCTCTGCAAGCAAAGCAAAGCAAAACAAGCAAGCCATCGC
CACCAACACCTCACAAATCTCTCTCTCTCTCTCTTGATCAAGTTCTCTCTTGTCTTC
TCACAAGCTGAGCTGAACTGAAGTGAGTTCGTCTTCTTCTTCTTGTCCCAGCTTCT
GCTCTGCTCACTCCGTTGAATTTTTGTTTCTCCAAGAGTTTTTTTCTTCTTGTTGGG



TTATGATGGCTGGACCCAGCTGCAGTAGCTACTGCTGCTCACTTCAGTCTGCAGC
AATGCCGCGCTTGCATTACTTGCAGCTGCTAGTGGTGGCTGCACTTGTAATTGGGT
TTGTGAATTTCGTTCCTGTGGTTCACTGCGGTGGGTACACAGGAAGTAGTTGGGG
CTCCGCTCATGCGACTTTCTATGGTGGTGCTGATGCTTCTGGCACACAAGGTAAA
GTACACATAAAACCTATGAACCCAAGAGTTTGGACAGAACAATTGCAGCGCTTG
AGTTAGGTTGAGTCTTTTATTTCTTTTTGGGTCTTCTGACTTTGGTGATGCTCTAGA
GCTGATGGAAGTATCGCTGGTTTGTTTTCTCGATCTCATTTGGTTTTTTTTCCATTG
AGAGTGGTTCTTCTTCTGCTGCTGTTGCTGCAGGTGGAGCTTGTGGGTATGGCAAT
ACGTACAGTACGGGCTATGGAGTGAACACTGCTGCTCTCAGCTCCGCTCTCTTCA
ACTCCGGTCTCAGCTGTGGAGCTTGCTTCCAGCTGGTGTGTGTGGACTCACAGTG
GTGCTTGCAAAATCCTGCAGGGATTACAGTCACAGGCAAGTGTCTGTTTTAAATA
CTCTCATCAGGAAACTAATATCTATTCTCATGCAGCATGCTAATCATGATCTAGCA
AGCAAGTCTTGTTCAGGGTGCAATGTATGTCTAGCAGGTGTGTTTGCCTTCAGCTA
GTGACCCTCTGTGCAAGCCTAACCTTCATCTACAAATTCTCACGTTTTTGTTTTTC
ATTTCCGCAGCCACCAACTACTGTCCTGATGGTTCTAATGGCGGCTGGTGCAATC
CTCCCCTTCAGCACTTCGACCTTGCGGAGCCCATGTTCTTACAATTTGCACAACAG
CTTGGAGGAGTCGTGCCAGTGAGCTACAGAAGGTCCGTGTCTCTCAGTTAGTCAC
ACTTGTAGGAATTACTACACGAGCTTTTGTACCTGAGGTTGCAGTCAAGATGCTT
GCCGATGGATATGTTATTATTCATGAACAACCAACAAATGGTTTCTCATGATCTG
ATTCTGATCAGATCTGATTGTTTGTTTTTTGTATTTTAATTTTCCTTTTGATTCTGCT
GCTGCTGCAGAGTACCTTGTGTGAAAACTGGGGGCATTCGCTTCAGCATCAACGG
GAATCCCTACTTCATGCTGGTGCTCATCACCAATGTAGCAGGTGCTGGCGACGTG
CAGCAAGTCTCCGTGAAGGGAACCAACACGGGGTGGTACGCAATGAGCAGGAAC
TGGGGACAGAACTGGGAGTACAGCGGCAATAACCTGGACTCACAGGCATTGTCT
TTCAGTGTCACCACTAGCGATGGTCAGACTGTTGTCTCCAACGATGTTGCTCCTGC
TTACTGGCAGCTTGGATCCACATATGAAGGAAACCAATTCCCCGTATAAGCAACC
AGTTTCCAACCCAACTCACAGCCCATGGGGTAGGAGTACTGTTCTGGAAGCAATT
GTGATGAAGAGAAAGGATCTATGATGATCATGGCAAAATGCAGCTGCTACAGTTT
CCATCTCCAAGCTCCCTGTTCTTCTTCTCCCCAAAATGTAGCAGCAGCTGCTGGAG
CACAATGTACTATGATAGAAAAATTATGTTGGGTTTGGACAAGTAGAGTTTCATC
AATCTTGTTGGGTCTTGAGCTGATCACAAGTATGAGAGAGAAGAGAGAGAGAGA
GAGAGAGAGAGAGAGAGAGAGAGAGAGTTGAGATCTAAGTACGTTTTTAACATG
TTGCAAAAGAAGAAGAAGAAGCAGCTGCAACATGAAACCTACAGTACAGTAGTG
GAGTGATAAAACCTTCACAAGGTATCCGACTGCAAGTTCCCAGCTACTAATCTAG
CTCACAAGAAAAAAAAAGAGAGATGAAGCTCTGGATTTCAAGGAAGTGAAATCA
GCTTCTGGAAAACTTCAATAAGGATTATGGTTTGAAGGTGGCTCTTGAAGAGGAG
AGTCAAGATCATACATAAGCGATGGGATCTCACAAGAGAACTCCTCTTTGAAAAT
TATTAGCTTGAAAATTATTTCAGGAAGGAAGGGACATACATTTTCATGATCGGTG
ATTTTATTTTTCTTATAATTTTTTTTGGGGGTAGTGGGGAGGGGGAGTGTAATTGG
TTTAAGTAGAGAGAGAAGAGGTGCGCGAGACTTGCACCCGCTCTGCCTTCATTCC
TATATAAAATTT




