IDENTIFICATION

Species: Sphagnum fallax

Locus: Sphfalx0028s0010

Gene Model: Sphfalx0028s0010.1.p
Description: STEXPA-16

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
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Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

Query seq. PRGACGYTNWYSEGYGTKTY ALSTAF NOGLSOGA CYE TKINA VIMCLSGNPS LY TH THFCPANP SEPNONGGICNPPLNHFTMAPAFLOT AEYORGT VPWL YRKVOCTRSGEIRF T NGNPYFNL VL VSNWGGSGOWCAY SHRGSN RN T PMER NIGCNUICNCDFVGCS TSFLYTTSOGSSYTSVWRPATUSFGOTYEGADF*
Superfanilies PLN0OOOS0O

[+] PLN0ODO50 sac:f'::m\ y _.AfiESSion expansin A; Provisional — In“?ﬂ?‘ !F::!:-EQT
SEQUENCES

Peptide

>SfEXPA-16

MAGACGYTNVYSEGYGTKTVALSTAMFNDGLSCGACYEIKCNAVQWCLSGNPSILV
TATNFCPPNPSEPNDNGGWCNPPLNHFDMAQPAFLQIAEYQAGIVPVLYRKVDCTRS
GGIRFTINGNPYFNLVLVSNVGGSGDVCAVSMKGSNMANWIPMSRNWGQNWQCNQ
DFVGQSISFLVTTSDGSSVTSVNVAPATWSFGQTYEGAQF*

CDS (coding sequence)
>STEXPA-16

ATGGCTGGAGCATGTGGATATACAAATGTCTATAGTGAGGGCTATGGCACCAAA
ACAGTGGCACTGAGCACTGCAATGTTCAACGATGGGCTTAGCTGTGGAGCTTGCT
ATGAAATCAAGTGTAATGCTGTCCAGTGGTGCTTATCTGGAAACCCCTCCATCTT
AGTCACAGCAACCAACTTCTGTCCTCCCAATCCCTCTGAACCCAATGATAATGGT
GGCTGGTGCAACCCTCCTCTCAACCATTTTGACATGGCCCAACCTGCTTTCCTTCA
AATTGCTGAGTACCAAGCTGGCATTGTTCCAGTCCTCTACCGCAAGGTGGATTGC
ACAAGAAGTGGAGGGATTAGGTTCACCATCAATGGCAATCCTTACTTCAATTTGG
TGCTGGTGAGCAATGTGGGTGGCTCTGGAGATGTGTGTGCAGTCTCCATGAAAGG
ATCCAACATGGCAAACTGGATCCCAATGTCCCGAAACTGGGGTCAGAACTGGCA
ATGCAACCAGGATTTTGTGGGTCAATCCATCTCCTTCCTTGTCACTACTAGTGATG
GCAGCTCTGTAACCTCCGTGAATGTGGCACCTGCTACCTGGAGTTTTGGACAGAC
TTATGAAGGAGCTCAGTTCTGA

Nucleotide
>SfEXPA-16

GCTACTATGGAGTTTATAGTGGATATAACAGCCAAGAAGCATATTCCCACAACAG
CTTGAAGAAACCAGAGAGCTTAGCTTTAGCTTCTGCAGCTGCAGCATGGTCTGCT
GCACATGCAACTTTCTATGGAGGAGCAAATGCTGAAGGCACGATGGGTAATAAA
TGACTTTCTTTCTCTTTTGAACTTTTTTTTCCCCTCTTTTTTGTTGTATTCCATTTTA
TGTGGTGAGATGTGGTGTGCAGTCAGATGGATTTCTTGGATAGCAGAACTTGGGG
AGTTGAGGAACTCACAATTTGTGGAGTTTTGGAAATTTTTGTGGCAGCTGGAGCA
TGTGGATATACAAATGTCTATAGTGAGGGCTATGGCACCAAAACAGTGGCACTGA
GCACTGCAATGTTCAACGATGGGCTTAGCTGTGGAGCTTGCTATGAAATCAAGTG




TAATGCTGTCCAGTGGTGCTTATCTGGAAACCCCTCCATCTTAGTCACAGCAACC
AACTTCTGTCCTCCCAATCCCTCTGAACCCAATGATAATGGTGGCTGGTGCAACC
CTCCTCTCAACCATTTTGACATGGCCCAACCTGCTTTCCTTCAAATTGCTGAGTAC
CAAGCTGGCATTGTTCCAGTCCTCTACCGCAAGTAAGCAAAAAAAAACTTTACAA
ATTCCTTTCTCACCTGAGCTTGAAGATTTTTCTCCTTTTCAGTCAGTAGTTACTCCT
GATTGTCCAAAATCTCTCTGCAGGTTCTTGAACTTTTGAAGGCTTCAATTTCTGAT
GGGTGCTTGGCATTTCTTTTGGGGTGTTTGGATGGATGGATGGATGGGTGGGTGG
TGATCTCTCATGGTAGGGTGGATTGCACAAGAAGTGGAGGGATTAGGTTCACCAT
CAATGGCAATCCTTACTTCAATTTGGTGCTGGTGAGCAATGTGGGTGGCTCTGGA
GATGTGTGTGCAGTCTCCATGAAAGGATCCAACATGGCAAACTGGATCCCAATGT
CCCGAAACTGGGGTCAGAACTGGCAATGCAACCAGGATTTTGTGGGTCAATCCAT
CTCCTTCCTTGTCACTACTAGTGATGGCAGCTCTGTAACCTCCGTGAATGTGGCAC
CTGCTACCTGGAGTTTTGGACAGACTTATGAAGGAGCTCAGTTCTGAAAATCAAA
CCCCACGCAACCAACCAACCAATCAACAACCAACCAACCAACTCCTGATATATAA
AATTCATATTCTTCAACAGTTATGAATCTATTTTCAACAGTTTTCTGATTTGTGCTT
CCTTTGTTTATTGATTTGGGATATGATTTGAATAATCACAATTGGGTTAATTTGTG
CTTAACGAATAATTAGGCTAAACCTCAATGCTAACTTTGAGTGCGACAAATTTCC
AATCAGTGCTTGCTTGTCTTTACCAGCAGCACATGCATCACAATCAAGATGTGAA
GAAGTACTACTAGTTCCAAGCTTTTTCCTTGGTTTTCACCGATTCAGGATTGAACT
TCTCTTGAGTGC




