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Family: Alpha Expansin

3D structure:

GENOME DATABASES
NCBI: https://www.ncbi.nlm.nih.gov/genome/?term=txid51953[orgn]
KEGG: https://www.genome.jp/entry/T03921

EXTERNAL RESOURCES



https://www.ncbi.nlm.nih.gov/genome/?term=txid51953%5borgn
https://www.genome.jp/entry/T03921
http://www.ocri-genomics.org/bolbase/login.htm

GENE STRUCTURE

EgEXPA-06 ——— — —
.

L L 1 1 1 L 1
tibp S00bp 1000bp 1500bp 2000 25000 30000

Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

125 120 s

Query seq.

Superfanilies PLN0O00S0

+ Name Accession Desecription Interval E.value
[+ PLN00050 super family 31535 expansin A; Provisional 1-247 2.41e-141
SEQUENCES

Peptide

>EgEXPA-06

MAFIGLVLFGFLPFVTAAHGYGGGWSSAHATFYGGSDASGTMGGACGYGNLYSQG
YGTNTAALSTALFNSGLSCGACYEIRCVNDRQWCLPGSIVVTATNFCPPNSALPNDA
GGWCNPPLQHFDLSQPVFQHIAQYRAGIVPVAYRRVPCRKRGGIRFTINGHSYFNLVL
ITNVGGAGDVHAVSIKGSRTGWQPMSRNWGQNWQSNAYLNGQALSFKVTTSDGRS
VVSYNVVPAGWSFGQTFSGGHFR

CDS (coding sequence)
>EgEXPA-06

TTCTCTCTTTTGCCCACCTGTTCTTCTCCTTCTTTTTCTCTTCTTACACTCATCATTC
GAAAGGAATGGCTTTTATTGGGCTTGTTTTGTTCGGTTTTCTCCCTTTTGTCACTGC
TGCGCATGGGTATGGAGGGGGATGGTCCAGTGCCCATGCGACCTTCTATGGAGGA
AGTGATGCTTCTGGGACAATGGGTGGGGCTTGTGGTTATGGTAACTTGTACAGCC
AAGGGTATGGGACTAACACTGCAGCTTTGAGCACTGCTCTGTTTAACAGTGGATT
AAGCTGTGGGGCTTGTTATGAGATAAGGTGTGTAAATGACCGCCAGTGGTGCCTG
CCAGGTTCCATTGTGGTCACTGCCACCAATTTCTGCCCACCCAACTCTGCCCTCCC
CAATGATGCTGGGGGCTGGTGCAACCCTCCCCTGCAGCATTTTGATCTCTCTCAGC
CTGTGTTCCAGCACATTGCTCAATACAGGGCTGGTATTGTACCTGTTGCTTATAGA
AGGGTCCCATGCAGGAAGAGGGGGGGCATCAGGTTCACCATCAACGGTCACTCC
TACTTCAACCTGGTGCTCATCACCAATGTTGGAGGTGCTGGAGATGTGCATGCAG
TGTCCATCAAAGGATCCAGGACTGGGTGGCAGCCAATGTCCAGGAACTGGGGCC
AGAATTGGCAGAGCAACGCCTACCTCAATGGCCAGGCTCTCTCCTTCAAGGTCAC
AACCAGCGACGGACGCTCTGTGGTCTCTTACAATGTGGTTCCTGCTGGCTGGTCTT
TTGGCCAAACCTTCAGTGGGGGGCATTTCCGTTAAACCTTTGAGAACCCCTCCTCC
TTCTATCTTCCAAGCTTATAGTAGGCAGTCTCATTAAATGTCTGGGGTATATGTTG
AAGTTAATGTGCCATTAGGAGTAGAAGAATGATGGGTCAAGATTAGAAGGGCTT
ATTTTAATATGGCTCTTCATAGTATCTGGTTGTGGGTTTCTCTATGCCTTCTTTCCA
GGCCTTAAGAATGCTCTTGAAGGAGAAGAAGAGGGTGGTGTTCGGCTTCTCTCTA
GGGGCAAAAGTTGGCAGTGGAGGACTCTTTACCACCCACCAAGTAGCATGTAGG
GAGTTTGAACGGTTTTGGCTTCTTTTCTCTGTGTTCCTTGGTTCTCTGGTGGTGAGC
CTCTTAAAGGAAGAAAGCGCCCTTCCGAGGTTATGTGATCAGCTGCTTCCTGAAA



GGCTTTTGTAATATTGAGCCATGTGTATGGAAGTTCAAATCTATAGTCACCTATTA
ATGAAAAGTAATGTTATAATTGGGTG

Nucleotide
>EgEXPA-06

AGAGAGTCGTGATCACCTGGCTTGCCAAGTGAGTCGCCCCTTTTTGATGCATCGG
ACATTTTCCGTTGGAAGGGACCTTTATGGTAACATCCAGAAGGGATTGTTACGCT
GGTATCCCCTCTTCCGATTATATAACAAAAAAAAAAAAACACCACACATTTTAGC
AATTATGAATACAACTTACGACATATAGTACCATACAATATTTAATAGATACCAC
ACCATTTAATTATTGAGATAAATGACTAGCAAACAGTATGATTGTACATACTATG
CATGGTATATTATTGATAATAGCTGTCCATCTCATTAACAACTGTACAGCACTCTT
AGTGCAAAATGCACACTGCAAAAATCCTAAATCAAAAAAAAAAAAATACATCCA
TCATGATCCACCTACATAGCTAATGTTTAGATAACATGATTAGCATAATTAAGAC
ACTTTAAACACCTTAAATCACTCTAAAATCGGAAAATGAGAATGAAGATCTCAGT
ATTGGCACCCAATTATAACATTACTTTTCATTAATAGGTGACTATAGATTTGAACT
TCCATACACATGGCTCAATATTACAAAAGCCTTTCAGGAAGCAGCTGATCACATA
ACCTCGGAAGGGCGCTTTCTTCCTTTAAGAGGCTCACCACCAGAGAACCAAGGAA
CACAGAGAAAAGAAGCCAAAACCGTTCAAACTCCCTACATGCTACTTGGTGGGT
GGTAAAGAGTCCTCCACTGCCAACTTTTGCCCCTAGAGAGAAGCCGAACACCACC
CTCTTCTTCTCCTTCAAGAGCATTCTTAAGGCCTGGAAAGAAGGCATAGAGAAAC
CCACAACCAGATACTATGAAGAGCCATATTAAAATAAGCCCTTCTAATCTTGACC
CATCATTCTTCTACTCCTAATGGCACATTAACTTCAACATATACCCCAGACATTTA
ATGAGACTGCCTACTATAAGCTTGGAAGATAGAAGGAGGAGGGGTTCTCAAAGG
TTTAACGGAAATGCCCCCCACTGAAGGTTTGGCCAAAAGACCAGCCAGCAGGAA
CCACATTGTAAGAGACCACAGAGCGTCCGTCGCTGGTTGTGACCTTGAAGGAGAG
AGCCTGGCCATTGAGGTAGGCGTTGCTCTGCCAATTCTGGCCCCAGTTCCTGGAC
ATTGGCTGCCACCCAGTCCTGGATCCTTTGATGGACACTGCATGCACATCTCCAG
CACCTCCAACATTGGTGATGAGCACCAGGTTGAAGTAGGAGTGACCGTTGATGGT
GAACCTGATGCCCCCCCTCTTCCTGCATGGGACCCTGCGGTCCAAAAGCAAGCCA
GCAGAGAGAAAAATAAGGATGGTAGTAGTGGGAATGACTAAAGAAGAGAAAAC
ATTATATGCGGTGATAAGAAGTAGACAGCTTGGCATAAGCAGGAGGAAGAAAAA
AGGCAGCAGGCTGACCCACAACATTTTACTGGTGTTCTTATAATATGTGACAATT
GGTCAGTCCATATATCACCTTGCTATGAACGATAGTCAATTTGGAAGGATGAATA
CCAATAGTCATCGAGTAATATAATTATGAAGCTGATCCCCCGCAAAGATCAATAA
TTTTCTTTGGAAATGTGTTGAGCTCAATGAGCAATGCTAGTATATCTAAGATCACA
AAGAGGAATTACTATAATACATGAAAGCTTAACAAACCCCACAGAGAGCAGAGG
TTGCTTTTTATGTATGTCTGTCAGATCTGTAACCATAAAACTTATGTAAAGTAAAT
AATACAAGATTCCATAGCAGGTGTAATCTGTTAGCCGCAAAATGTGACTTAAGAT
TTAGGAAGGTATCACCTAAACCCCAAGAGTAGGGGACTAAGCAAGTTCTTATATT
TTTTAGAAATACAATGGGATGCCATCACCCTGGCTTTGAACCAGGGACCTTTCGC
ATGTGAAACATGCCAACCAACTAATCTGAGTCTGGTTGGTTAGCGACTAACAAAT
AGACATGATTGCAATTATAGAATCAATGACATGGCAAGATTAGAAAGAGGAGAA
ATTAAAAAAAAAATCATTGGAAAAAATAAATGAATAAATAAATAAGCATGTAGT
TCAAAAACAAATGTTCCCACCTTCTATAAGCAACAGGTACAATACCAGCCCTGTA
TTGAGCAATGTGCTGGAACACAGGCTGAGAGAGATCAAAATGCTGCAGGGGAGG
GTTGCACCAGCCCCCAGCATCATTGGGGAGGGCAGAGTTGGGTGGGCAGAAATT



GGTGGCAGTGACCACAATGGAACCTGGCAGGCACCACTGGCGGTCATTTACACA
CCTTATCTCATAACAAGCCCCACAGCTTAATCCACTGTTAAACAGAGCAGTGCTC
AAAGCTGCAGTGTTAGTCCCATACCCTTGGCTGTACAAGTTACCATAACCACAAG
CCCCACCTGCCAGGAAATAGTGATAAATGGTCATTACTCATTACACTTGCATGGT
AGCACAATTAGTCTCTCTCTTACTGTAATGCCATCCATGTCTTGAGAACCATAACA
ATGCAAAGCATACCCATTGTCCCAGAAGCATCACTTCCTCCATAGAAGGTCGCAT
GGGCACTGGACCATCCCCCTCCATACCCATGCGCAGCAGTGACAAAAGGGAGAA
AACCGAACAAAACAAGCCCAATAAAAGCCATTCCTCTGCACAAAAAGACAAGGG
ATCTTTTATAACATTCTAAGACCATTGATAAATGATGAGCATAGGAGAAAAATGA
TTACTTCGAATGATGAGTGTAAGAAGAGAAAAAGAAGGAGAAGAACAGGTGGGC
AAAAGAGAGAAGGCTTGATGTCTTTGTGAAGATAGGAGAGGAAGATGGGAGGCC
TTAAATAGATGTTGGAGCAGGCAAGTTGCATGTTTTTACCCCACTTTTCCAAGTTC
CAGCTGACACTTGGGACTTCTAAAGTGGTATGGTAAGAGAAAAACCAGATTTGAT
GGCAAGAAAGGTGGTTTTAGGATGGAAACCGCGTGGTTTTGGAGTTATCCTGGAG
ATATGAAACCACCCAAAGTCCACCAAAACTAGGTGGCATTGCTTCTAGGACTGTG
GGCAAAGCTACAAGGGCCACATGCATGGGCCCTGCATGCTGCTAGGTGACTGCG
AAGCTCTTCGTTCTACGATTTTTTTAGCTTCTTCCAAGGTTATTAGCTCTTGTTTGT
CCATGGACTTGTTAATAGGAAACATTTTCACTGTGGTGAAATGGACAAGGAAAGC
ACAAAAGTTAAGGACACAGACCACCAAAAGGGAATATAGAAAAGAGTACAGCG
ACAACAACTGCCGCCAT





