IDENTIFICATION

Species: Amborella trichopoda

Locus: evm_27.model. AmTr_v1.0_scaffold00012

Gene Model: evm_27.model. AmTr_v1.0_scaffold00012.186
Description: AtrEXPA-03

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Atrichopoda vl 0
KEGG: https://www.genome.jp/entry/gn:T02990

EXTERNAL RESOURCES
https://plants.ensembl.org/Amborella trichopoda/Info/Index?db=core



https://phytozome-next.jgi.doe.gov/info/Atrichopoda_v1_0
https://www.genome.jp/entry/gn:T02990
https://plants.ensembl.org/Amborella_trichopoda/Info/Index?db=core
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Legend:
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DOMAIN ARCHITECTURE

Query seq. e —————

Superfanilies PLNOOOS0

Name Accession Description Interval E-value
[+] PLN00050 super family ci31535 expansin A; Provisional 29-256  1.15e-122
SEQUENCES

Peptide

>AtrEXPA-03

MSPKWVLALALLASIMVPAFARIPGVYSGSDWESAHATFY GGSDASGTMGGACGYG
NLYSQGYGVETAALSTALFNSGLSCGACFEIKCASDPKWCHSGSPSIFITATNFCPPNY
ALPSDNGGWCNPPRPHFDLAMPMFLKIAEYRAGIVPVSYRRVSCRKPGGIRFTINGFR
YFNLVLISNVAGAGDIVKVWVKGSRTGWMSMSRNWGQNWQSNSILVGQALSFRVT
SSDRRTSTSWNVVPANWQFGQTFTGKNFRI*

CDS (coding sequence)
>AtrEXPA-03

ATGTCTCCGAAATGGGTCTTGGCTCTCGCGCTCCTGGCCTCCATTATGGTGCCCGC
CTTTGCTCGTATTCCAGGCGTTTACTCAGGCAGCGATTGGGAATCAGCTCATGCC
ACATTCTACGGTGGAAGTGACGCGTCAGGAACAATGGGTGGGGCTTGCGGGTAT
GGAAACCTTTACAGTCAAGGCTATGGCGTGGAAACTGCGGCTTTGAGCACAGCTC
TGTTCAATAGTGGTCTCAGCTGTGGAGCTTGCTTCGAGATCAAGTGCGCAAGCGA
TCCAAAGTGGTGCCACTCAGGAAGTCCCTCCATCTTCATCACTGCAACTAACTTCT
GTCCACCGAACTATGCTCTTCCCAGCGACAATGGGGGTTGGTGCAACCCTCCTCG
CCCGCATTTCGATTTGGCCATGCCCATGTTCTTGAAGATTGCAGAGTACAGGGCC
GGCATTGTGCCCGTCTCTTACAGAAGGGTGTCGTGCCGCAAGCCTGGGGGAATCA
GGTTCACCATCAATGGGTTCCGGTACTTCAACCTGGTGCTCATCTCGAATGTGGCC
GGGGCTGGGGACATTGTCAAGGTTTGGGTGAAGGGCTCTCGCACCGGGTGGATG
AGCATGTCCCGGAACTGGGGCCAGAACTGGCAGTCCAACTCCATCCTCGTGGGCC
AGGCTCTCTCCTTCCGGGTCACCAGCAGCGACCGCCGTACCTCCACTTCCTGGAA
TGTCGTCCCCGCCAATTGGCAGTTCGGCCAAACCTTCACCGGCAAAAACTTCAGG
ATCTAA

Nucleotide
>AtrEXPA-03

ATGTCTCCGAAATGGGTCTTGGCTCTCGCGCTCCTGGCCTCCATTATGGTGCCCGC
CTTTGCTCGTATTCCAGGCGTTTACTCAGGCAGCGATTGGGAATCAGCTCATGCC
ACATTCTACGGTGGAAGTGACGCGTCAGGAACAATGGGTACTCTCTCTCTCTAAC
CATGAAACCCCATTTCATAACCTGGAGAGAACATGCTCCAAAACCAACAAAACC



CATCTGGAAACCACCAAAGCCCTGCAAATAGCATATGAATCTGACCCATTTGTCC
ATTTTTCTTTTCAGGTGGGGCTTGCGGGTATGGAAACCTTTACAGTCAAGGCTATG
GCGTGGAAACTGCGGCTTTGAGCACAGCTCTGTTCAATAGTGGTCTCAGCTGTGG
AGCTTGCTTCGAGATCAAGTGCGCAAGCGATCCAAAGTGGTGCCACTCAGGAAGT
CCCTCCATCTTCATCACTGCAACTAACTTCTGTCCACCGAACTATGCTCTTCCCAG
CGACAATGGGGGTTGGTGCAACCCTCCTCGCCCGCATTTCGATTTGGCCATGCCC
ATGTTCTTGAAGATTGCAGAGTACAGGGCCGGCATTGTGCCCGTCTCTTACAGAA
GGTTAGAATCTCGTCCTTCTAGAGAGAGAAAGAAAGGGATTTCCTGCATGGGTAG
AGAGAGAAAAATGGGCTGCATTGGGGAGGAGAGAGAGAGGGAAATCGGAATCT
GACCCACTTGTGGAGTGGGCGAATGTTTTTCGTGCGCTTACAATCCTGTATCTGAC
ACATGTCACGGGGTGAATTGTTTTAGAGAGAGAGAGATCTCAGCCGCGTGGCATT
CCGATTTCGCTTTACCTATTTCGATTCAATTTTTTATTTGCGTTTCAGTGAATATTT
TCTTACCCCCTTAATTTACTTAAATGGTATACTTTTCCTTGTAGATGATTTAACTAC
TTTCATGGGTTTGGAATTTATTTTTTCTTTCCTATTTTCGTGTCATTTCTTTGTTTTA
GTTATGGTTTGTTGCTTCGTTTTAGTTTTGTTAAAATGTTAGGTATTTATTGTACTT
AATTCTTCCATTTATTGGCTCTTTAATACACGGAGTGTGTATTTATTTATTCAGTTG
TCCTTTTTTTTTCTTTTTGTTTAGATTTTTAGACCGTTTATTTTTTTAGATTTTTATA
TATTTATAGATACTTCATTTTAATTATTTTTTAAATTTAAAAATTTCCAAGTAGGT
ATGAAAATAGATTTTAAGATGATACTAATAATTTTTTACAACAAAATTACATGTT
ATGATAAAATTTTAAAATGCGCCTTAATTGAATTGTTTAAGGTTGCAACTTTATAA
AAATCGAACCCATATTTTTATTCTTTATCTCTTTTTTTTTCGTCTTTTTTTTTTTTGA
AAAAAATAATTGTTCAGTAGAGTAGGTCCTGGCCCGGGAAAGGCGGCCCGTTGCT
TGCCCTTGTTAAACCCAACGCCAAATCCTAATCACCGATTTCTCAGCTGGATGGA
TGATGTGCGATCTTAGCTGCTGTTTGTCATCCTAGATATCACAGCCGTGTGGCAGT
CGCACGTGTGAATCATTTATAAGGGATTAAAATTTTCACCGAAATGGCGCCCCGA
AATTTCGTCAAATTTTAGTCTGGGATGGGACCCGGATAATTCAATTCTGCCTCAG
ATTTCACATATGTTTTTCGCTTATTTTTACCTTTGATTTTAAAATTTCATCAAATTT
CTTCCTATTTTCCCTTCTTTAAAATTATTTTTGCTATATTTTTATGCCCTGAGGACT
TCTGAATTCAGTGTAGGACGCTTATAAATAAAGTAATTTCCTTATTTGGGTAAATT
TTCCCAGCATTCACTCAAAAAACATGTGTTAATTGTGCTTTCTCTAAGGAATTTTC
TACTATTTTTTACATTCGTTCCTTAATCTCCCTAAATTTGGAGAACTGAGCCTTTTA
ACCAAGTGAATCTCCTCTTCTTTTTCTCATTTGAATAGTATATTTCTTTCTAATTTC
GTTATAAATTCTCCTGCTCTTTCTCTCTAAATCACAAAAAGTGCAATCTCTCTCTA
AATTCTGAGACCTCTGCTCTGCAATGGTTATTGCTACAACAGGGTGTCGTGCCGC
AAGCCTGGGGGAATCAGGTTCACCATCAATGGGTTCCGGTACTTCAACCTGGTGC
TCATCTCGAATGTGGCCGGGGCTGGGGACATTGTCAAGGTTTGGGTGAAGGGCTC
TCGCACCGGGTGGATGAGCATGTCCCGGAACTGGGGCCAGAACTGGCAGTCCAA
CTCCATCCTCGTGGGCCAGGCTCTCTCCTTCCGGGTCACCAGCAGCGACCGCCGT
ACCTCCACTTCCTGGAATGTCGTCCCCGCCAATTGGCAGTTCGGCCAAACCTTCAC
CGGCAAAAACTTCAGGATCTAA




