
IDENTIFICATION 

Species: Sphagnum fallax 

Locus: Sphfalx0007s0263 

Gene Model: Sphfalx0007s0263.1.p 

Description: SfEXPA-08 

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 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>SfEXPA-08 

MYDLYSKRSEALKHKASTYVPPKNTTVEEDKGEPPKDSGRSFREKAYQSYGVQSEA

LKKKAATYVPKNHSAAEKNESSSPNDLGRSFREKAYQNYATQSEALKKRASSYVPK

KNDTVAEKGEPPKDLGRAFREKAYQNYGAQSEALKKRASSYVPPKTNGSILAEKGEE

QPPKDLGRAFREKAYQNYGAQSEALKKKASTYVPGSKQQKAQLQYSEQEEEPKQDL

GRAFREKAYQNYGAQSEALKKKASSYIPRGQQQHPVQLQSQGPPKQDLGRAYREKV

YASYNTRATHHPSPAAAKVASASAWTPAHATFYGGADASGTMAGACGYGNLYSTG

YGIQTAALSSVLFQEGLNCGACYEITCTGSWCLPGSIVVTATNFCPPNYAQAANDGG

WCNPPNEHFDLSQPAFTKIAQYRAGIVPVQYRRVPCTKSGGIRFTINGNPNFNLVTITN

VGGSGVVVAVKMRGDSSPWYPMSRNWGQNWQCGSKLVGQGLWFMVTTSDGKVT

TSRVANGDWQFGQTFQGAQVVY* 

CDS (coding sequence) 

>SfEXPA-08 

ATGTATGATCTCTACAGCAAGAGATCCGAAGCTCTCAAACACAAGGCCTCGACGT

ACGTCCCACCCAAGAATACCACAGTAGAAGAAGACAAGGGAGAGCCTCCAAAGG

ATTCGGGTCGTTCCTTCAGAGAGAAAGCCTACCAAAGCTATGGCGTGCAATCTGA

AGCTCTGAAGAAAAAAGCTGCCACCTACGTACCCAAGAACCATTCTGCTGCGGA

GAAGAACGAGTCCTCGTCTCCAAATGACTTAGGTCGAAGCTTCAGAGAGAAGGC

ATACCAGAACTACGCCACGCAATCTGAGGCGCTGAAGAAAAGAGCTTCCAGCTA

CGTGCCGAAGAAGAATGACACTGTGGCGGAGAAGGGCGAGCCTCCGAAAGACTT

GGGTCGTGCGTTTAGAGAGAAGGCGTACCAGAACTACGGAGCGCAATCCGAGGC

GCTGAAGAAACGAGCTTCCAGCTATGTGCCGCCGAAGACAAATGGCAGTATTCTG

GCGGAGAAAGGCGAGGAGCAGCCTCCGAAAGACTTGGGTCGTGCGTTCAGAGAG

AAGGCGTACCAGAACTACGGAGCGCAATCTGAAGCGCTGAAGAAAAAAGCTTCC

ACATACGTCCCGGGGAGCAAACAGCAAAAGGCGCAGCTGCAATACTCCGAACAA

GAGGAGGAGCCCAAACAGGATCTGGGGCGAGCTTTCAGAGAGAAGGCGTACCAA

AACTACGGAGCGCAATCTGAAGCTCTGAAGAAGAAGGCGTCTTCCTACATCCCCA

GGGGGCAGCAACAACACCCCGTGCAGTTGCAATCCCAAGGACCTCCTAAGCAGG

ATCTTGGGCGTGCCTACAGAGAGAAGGTATACGCATCCTACAACACACGAGCAA

CCCATCATCCAAGCCCGGCAGCAGCTAAAGTCGCATCCGCATCTGCATGGACTCC

TGCTCACGCCACTTTCTACGGGGGCGCTGATGCTTCCGGCACCATGGCTGGAGCT



TGTGGGTATGGCAATCTTTACAGCACAGGCTACGGCATTCAAACCGCGGCGCTAA

GCAGCGTCTTGTTTCAGGAGGGGCTGAACTGCGGTGCCTGCTATGAGATCACGTG

CACGGGCTCATGGTGCTTGCCGGGATCGATAGTCGTGACCGCGACCAATTTCTGC

CCTCCCAACTACGCGCAAGCGGCCAACGACGGCGGATGGTGCAACCCACCTAAC

GAGCATTTCGACTTATCGCAACCGGCGTTCACCAAGATCGCACAGTACCGGGCCG

GCATTGTGCCAGTACAGTACCGGAGAGTGCCGTGTACCAAGAGCGGCGGAATCC

GCTTCACCATCAACGGAAATCCCAACTTCAATCTCGTCACCATCACCAATGTGGG

TGGCTCAGGAGTCGTGGTTGCCGTGAAGATGCGAGGCGATTCTTCCCCCTGGTAT

CCCATGTCCCGAAACTGGGGCCAGAACTGGCAGTGCGGATCCAAGCTCGTTGGTC

AAGGTCTCTGGTTCATGGTCACCACCAGCGATGGCAAGGTTACCACTAGTAGAGT

TGCAAATGGCGACTGGCAATTTGGACAAACATTCCAAGGAGCTCAAGTCGTGTAC

TAA 

Nucleotide 

>SfEXPA-08 

TCACCATCACCGATCCTCTCCACCTGCTCCTTCACCGAGCTACGAAAATGATTCTG

GGTATGCTCCGGCTTCAGAGGGATCGGCGTATGCGCCAGAGCCAGCTTTCTCTTC

TGATGGGTCTTACGCACCGGAGCATTCTTCGACGGGTCCAAGCGAGTACTCTTCT

CCTCCCGCGCCACCCTCAAGCTTTGCTCCTGAGAGTTCTCTTGCAACTCCTCCTGT

TGCTGCGAGTGGATATGGCTACTATGCTGATGGTCCAGGACCTTCAGCTGAGCTT

TCTCCGTCTTCTAACGAATCCTTCGCACCGGAGCCAGCAGCTTCTGATGCGCCGG

AGAGTTACGACTTTCCTGGTGCGCCTGCGCCTTCGCGGCAAAGTGCAGATGCCTA

CTACGACTACGCCGCGAAGTTGAAGGAAACTGATGAGGTTGCTGAATCGCCTGCT

GAGTCTCCAGAAAGCGAGAAATCCTACGCCTTCACCGAGACTCTAGCGACTGAAT

CTCAAAAGCAAGCTGAGTCTCCTCCAGCAGAATCGTCAACTGGCGATGTGTTTGC

TGCTTTCTTCGGGACTGCAGAGAGCGAGGATTCCTACGACGACAGCGAAAGCGG

GAATAATGTGCAGTTGCAACAGCAGCAGCAAGAAGAATCCCAAGACTTGGGTCG

TGACTACAGAAACCGCATGTATGATCTCTACAGCAAGAGATCCGAAGCTCTCAAA

CACAAGGCCTCGACGTACGTCCCACCCAAGAATACCACAGTAGAAGAAGACAAG

GGAGAGCCTCCAAAGGATTCGGGTCGTTCCTTCAGAGAGAAAGCCTACCAAAGC

TATGGCGTGCAATCTGAAGCTCTGAAGAAAAAAGCTGCCACCTACGTACCCAAG

AACCATTCTGCTGCGGAGAAGAACGAGTCCTCGTCTCCAAATGACTTAGGTCGAA

GCTTCAGAGAGAAGGCATACCAGAACTACGCCACGCAATCTGAGGCGCTGAAGA

AAAGAGCTTCCAGCTACGTGCCGAAGAAGAATGACACTGTGGCGGAGAAGGGCG

AGCCTCCGAAAGACTTGGGTCGTGCGTTTAGAGAGAAGGCGTACCAGAACTACG

GAGCGCAATCCGAGGCGCTGAAGAAACGAGCTTCCAGCTATGTGCCGCCGAAGA

CAAATGGCAGTATTCTGGCGGAGAAAGGCGAGGAGCAGCCTCCGAAAGACTTGG

GTCGTGCGTTCAGAGAGAAGGCGTACCAGAACTACGGAGCGCAATCTGAAGCGC

TGAAGAAAAAAGCTTCCACATACGTCCCGGGGAGCAAACAGCAAAAGGCGCAGC

TGCAATACTCCGAACAAGAGGAGGAGCCCAAACAGGATCTGGGGCGAGCTTTCA

GAGAGAAGGCGTACCAAAACTACGGAGCGCAATCTGAAGCTCTGAAGAAGAAGG

CGTCTTCCTACATCCCCAGGGGGCAGCAACAACACCCCGTGCAGTTGCAATCCCA

AGGACCTCCTAAGCAGGATCTTGGGCGTGCCTACAGAGAGAAGGTATACGCATC

CTACAACACACGAGCAACCCATCATCCAAGCCCGGCAGCAGCTAAAGTCGCATC

CGCATCTGCATGGACTCCTGCTCACGCCACTTTCTACGGGGGCGCTGATGCTTCCG

GCACCATGGGTATGTCCCAAAACCCTCATCCTGCATTGCCATTGCAAATCTTCTGT



AGGTTCTTGCAATTGGGTTTCTTTCTCTGGGGAGAACTGCTGTATGCATGCACGCA

TGGCATCAAGTTGTTCTTTTCTCTTGCGACAAGAAATAATCATCGGTGCTGAGATC

TGTGTCTGATCAGCTTAGGGTTTGTTTGTTTGCTGTTGGGTACAATGCTGCTGCTG

CATCTGGAGCTTGTGGGTCTGGCTGAAATCTGTGTCTGATGAGCTTTGCGTTTGTT

TTTGTTGTTGGGAACAATTGCTGTTGCTCCAGCTGGAGCTTGTGGGTATGGCAATC

TTTACAGCACAGGCTACGGCATTCAAACCGCGGCGCTAAGCAGCGTCTTGTTTCA

GGAGGGGCTGAACTGCGGTGCCTGCTATGAGATCACGTGCACGGGCTCATGGTGC

TTGCCGGGATCGATAGTCGTGACCGCGACCAATTTCTGCCCTCCCAACTACGCGC

AAGCGGCCAACGACGGCGGATGGTGCAACCCACCTAACGAGCATTTCGACTTATC

GCAACCGGCGTTCACCAAGATCGCACAGTACCGGGCCGGCATTGTGCCAGTACA

GTACCGGAGAGTGCCGTGTACCAAGAGCGGCGGAATCCGCTTCACCATCAACGG

AAATCCCAACTTCAATCTCGTCACCATCACCAATGTGGGTGGCTCAGGAGTCGTG

GTTGCCGTGAAGATGCGAGGCGATTCTTCCCCCTGGTATCCCATGTCCCGAAACT

GGGGCCAGAACTGGCAGTGCGGATCCAAGCTCGTTGGTCAAGGTCTCTGGTTCAT

GGTCACCACCAGCGATGGCAAGGTTACCACTAGTAGAGTTGCAAATGGCGACTG

GCAATTTGGACAAACATTCCAAGGAGCTCAAGTCGTGTACTAAAACAAAACCCCC

CTCTCTACTCCTCCCAACTCCTCTCTGTCTGTCTCTGTATCTCTCTTCCCAATTGCG

AAAATGTCTGCAACTGCTACAGTATGGAGATGATGATGATGATGATGATGAAATC

TCTGCAAGGAAACAGCAAGCAACAAACAGAACTGCCTCTTCAAACAAACAACTT

CCTCTTTGGATTTTTGCTTTGGCAGAGCAAGAAGCCCATCTTGTTGCACCAGCAAC

ACCTCTGCAACAACAATACCAAAACACTTCATCCACCAGCAGCAGCTTCTCCTCA

GTTTTTCTTCTTTTTCCTTCAAATTCGTGAGATTGCTTGAGAATCAAAATTCCTCTC

GAAAAAGTCTTAAATTTCTTCTCTCCTTCAAATCATAAAAAATGCTTGAAAATCA

GGTGAATCAAAACTGCACCATAGTCGAAGATTTCATGGTCTGTTGTTGGGTGGGT

TCTAAAGAAAGCTTATAGAAATCATGGATCCTACAGAAACCTTATGGAAACCTTC

TTTTGCTGCTGCTGCTGGTTCATAAGTTTGAACAAAAAGATGTCTGGAACTTGCA

ACTTTCAGGTTAGGATTCTTGAAATGGTATTTATAGAGTTTAGATTGGGAAGTATT

TTGGAGGATTTTCCTCCCATCCTTTATGAGAATGAAGAGGAATGTGAACTGTTTCT

CTCTCTCACAATTTCCCTGAAACTTTTTTTCCTTAATTATCATATTATTAGTCATCA

ATTTGGGGGGTGATGGAGCTGATTCTAATCATGAATCAAGCTTCTCACTTTTGTGC

AATGAAGAAATTGATTGGAAATTGAAGCTGTGGTGGTGGTTGAACACCCGCCCGC

TTCCAAACTCTTGG 


