
IDENTIFICATION 

Species: Sphagnum fallax 

Locus: Sphfalx0288s0007 

Gene Model: Sphfalx0288s0007.1.p 

Description: SfEXPA-27 

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-27 

MLTPALFQHFGNAFDLVAVARTKSFHQLYFIMSQTMVGYAMGTLVMQVAMLLTVQ

QVHGWDTAHATFYGGGDASGTQGGACGYGNLYTSGYGTNTVALSSALFNQGLSCG

ACYEVACAGSEWCLPGKSITVTATNFCPPNPSLPNDNGGWCNLPLQHFDMAMPAYQ

QIAAFQAGIVPVTYQRVSCIKSGGIHFTINGHSYFNLVLITNVGGAGDVQAVSIKGSNT

GWQAMTRNWGQNWQNNANLDAQSLSFMVTTGDGQTLTSMNVAPAYWSFGQTYE

GSQFS* 

CDS (coding sequence) 

>SfEXPA-27 

ATGTTAACACCAGCTCTGTTTCAACATTTTGGCAATGCTTTCGACTTGGTAGCTGT

AGCTCGGACAAAGTCGTTTCATCAACTTTATTTTATCATGTCGCAGACAATGGTCG

GATACGCGATGGGCACTCTGGTCATGCAGGTGGCTATGCTACTGACAGTGCAGCA

GGTGCATGGATGGGACACCGCACATGCAACTTTCTACGGAGGCGGCGACGCCTC

AGGCACGCAGGGAGGTGCTTGTGGGTACGGGAACCTGTACACTTCTGGGTACGG

GACCAACACGGTGGCCCTGAGCTCGGCCCTCTTCAATCAAGGGCTGTCGTGCGGC

GCCTGCTACGAGGTAGCGTGTGCGGGTAGTGAGTGGTGCTTGCCGGGCAAGTCCA

TTACGGTGACAGCAACCAATTTCTGTCCCCCGAATCCCAGTCTCCCAAACGACAA

TGGCGGGTGGTGCAACTTGCCGCTCCAGCACTTCGACATGGCCATGCCCGCATAC

CAACAAATTGCGGCGTTCCAGGCTGGGATCGTGCCTGTGACTTACCAAAGGGTTT

CATGCATCAAGTCTGGGGGCATTCACTTCACCATCAATGGACATTCCTACTTCAA

CTTAGTGCTCATCACAAATGTAGGAGGAGCTGGAGATGTGCAAGCTGTGTCCATC

AAGGGCTCCAACACAGGATGGCAAGCCATGACAAGGAACTGGGGTCAGAACTGG

CAGAACAATGCCAACTTGGATGCTCAGAGCTTGTCCTTCATGGTCACCACTGGTG

ATGGCCAAACTCTCACATCCATGAATGTGGCACCTGCCTACTGGTCCTTTGGACA

AACATATGAGGGCTCTCAGTTTTCATGA 

Nucleotide 

>SfEXPA-27 

TTGGTCTTGATCTTCTCAGGCTCTTGGGATCGAGCCGTAGCTGATCAGCATTGTTG

CAGCTTATCGTCGATGTTAACACCAGCTCTGTTTCAACATTTTGGCAATGCTTTCG

ACTTGGTAGCTGTAGCTCGGACAAAGTCGTTTCATCAACTTTGTAAGTTACTTCAA



CGTCGAGTTTTCCACTTCTTTTTGCAGTCCCTTGTCCCTTCCGATAAGCTGAGAAT

TTGTTCTCTGTCACAGATTTTATCATGTCGCAGACAATGGTCGGATACGCGATGG

GCACTCTGGTCATGCAGGTGGCTATGCTACTGACAGTGCAGCAGGTGCATGGATG

GGACACCGCACATGCAACTTTCTACGGAGGCGGCGACGCCTCAGGCACGCAGGG

TCAGGCTCAAATCATCCCCGCTGCTACTACATGTTTCTTCAGATGCCGTTTAATCG

CGGCCGTGCTTGAGCATAGAAGAGGCCATATTCTCTTGAGAATGCAATTATGGTT

TCGTAGAAAAGGCGATTCAGACCAGGAATTACTCGAGTTCTGAAGAGCTCTGGG

GACATTCTGTATCGTTAATTGCAGAGGAAGAAAGGAGGATTCGGAAGCTTTGGTG

TTTATTGTGGGGTTTTTCCTCTCCCCCGAATGCGTGGATTTCTAACCCGGGAGCTG

GAATGATCACCTGGGTTTGCAACAGGAGGTGCTTGTGGGTACGGGAACCTGTACA

CTTCTGGGTACGGGACCAACACGGTGGCCCTGAGCTCGGCCCTCTTCAATCAAGG

GCTGTCGTGCGGCGCCTGCTACGAGGTAGCGTGTGCGGGTAGTGAGTGGTGCTTG

CCGGGCAAGTCCATTACGGTGACAGCAACCAATTTCTGTCCCCCGAATCCCAGTC

TCCCAAACGACAATGGCGGGTGGTGCAACTTGCCGCTCCAGCACTTCGACATGGC

CATGCCCGCATACCAACAAATTGCGGCGTTCCAGGCTGGGATCGTGCCTGTGACT

TACCAAAGGCATTGATCTCTCTCCCTTCATCTTCATATTCTTTTGTTGTATAAGCTG

GATGCAAGGATGCCACCCTATTAGGGTCTCTTTCCATTAGGATGCTGTGATCATA

GTAGCCTAATTGAAGGCCACTGACATAGGGCCCTATTTCTTGCAACAGGGAAACA

GTGTGCTGTGATCAATTGAGTAGCTTAATGGAAAGCCACTGCAATAGGGCCTTAT

TTCTTGCTACAGTGACAGTTGCTTTCCATTGGAGAGCTGCAAATGTGTTGAAAAT

GTGTAGATGTTAGCAACTCTGAGAACACATGCTCTCACATGTGAAAAAGGATAAA

TGTCATTTTATGATCTGTCACAGTTTGACTCCCAGTTCTCATACAACTCCTGCAAT

TGGTTAATGCTCGACAGGTAGAATTGTGAGATGACTGTTAGCACAGCTAGCTAGA

AAAGTATAATGGAAAAGTTTCTACGATCCAAGAATCTGTGATCTCAGCAGCCTAA

TGGAAAGATATCCTTCCTATGTGGTGATGCCAAATTGCAAACTGCACTACACTTT

CTCAAAGCTCCTTACAACTAGAATGCTTTCCACTCGGTTGCAGCTGAGTCCTCTGA

AATATTGAATCAAGAACTTCTCAATGATCTCCAGGGGCTTGTTCTGCCACAAGCA

TTAACATCTACTAATGATTTTATTGTTGCAGGGTTTCATGCATCAAGTCTGGGGGC

ATTCACTTCACCATCAATGGACATTCCTACTTCAACTTAGTGCTCATCACAAATGT

AGGAGGAGCTGGAGATGTGCAAGCTGTGTCCATCAAGGGCTCCAACACAGGATG

GCAAGCCATGACAAGGAACTGGGGTCAGAACTGGCAGAACAATGCCAACTTGGA

TGCTCAGAGCTTGTCCTTCATGGTCACCACTGGTGATGGCCAAACTCTCACATCCA

TGAATGTGGCACCTGCCTACTGGTCCTTTGGACAAACATATGAGGGCTCTCAGTT

TTCATGACCAAATCCACCCTTGCTGAACAAAGCTTGAAATCCCTACTTGGCACTA

GAGTAGAATTGCAACCGGTGCAGAGGTCAACTTCATAATGCATTCAGTGCAGCAG

GGTAAGAGATTTCACCTGCTGATTTGAACAATTTATCATAACAGATTTGGACAGC

CCATTTGATCTGTATGTACAAAGATTGGAGGAGAAGATTCAAAGGAACTGTGAGC

TGCTGGAGTATTTCTTGCAGCTTGAGAATGAGCAGCCAGAAACCAGTACTGAAAT

TACTGTGCAGCAGATGTTGGGAGAATTGGATTGAAAGAGAGGTCTGGGGGGAAA

CTGGGATTTGATGTAATTTTGATGCTGGATTTGTTGTTTCACCATGGCTGCTGAGC

TGTTGGCATTTGTTCACCCACAGCTAGCAAGGTAGACTTGGGGAGCTGGTTAGGT

GGAGCTCCAATGCAGGAGAATGCCTCAATTTCAGTTGCTTCTGGTATGGACAGGG

TATTGTGTGGAGAGACAGCAACATGGCTAATCTTGTTC 


