IDENTIFICATION
Species: Cicer arietinum
Locus: Ca_02397

Gene Model: Ca_02397
Description: CarEXPA-18
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Carietinum_v1 0
KEGG: https://www.genome.jp/entry/T02819

EXTERNAL RESOURCES
https://www.pulsedb.org/bio data/80
http://www.cicer.info/databases.php
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DOMAIN ARCHITECTURE
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List of domain hits L

Name Accession Description Interval E-value
[+] PLN00193 super family 33423 expansin-A; Provisional 15-221 2.73e-82
SEQUENCES
Peptide

>CarEXPA-18

MGEPTLAVVIFRPRGACGYGNLFQNGYGTDTVALSSTLFNNGYACGACFQIKCYQSS
ACYRNVAFTTVTATNLCPPNWSKPSDNGGWCNPPRVHFDMAKPAFMKIAQWKAGI

VPVMYRRVPCQRKGGVRFSFQGNGYWLLVYVMNVGGGGDISSMMVKGSRTGWIK
MSHNWGASYQAFATLGGQALSFRITSYTTKETHAWNVVPSNWNVGLTYSARTNFH*

CDS (coding sequence)
>CarEXPA-18

ATGGGAGAACCAACACTTGCTGTGGTGATATTTAGACCCAGAGGAGCATGTGGAT
ACGGAAATTTGTTTCAGAATGGTTACGGGACAGATACAGTAGCTTTAAGCTCGAC
ATTGTTCAACAATGGTTATGCGTGCGGGGCTTGTTTCCAGATTAAATGCTACCAAT
CAAGTGCGTGCTACAGAAATGTAGCCTTCACCACTGTCACTGCCACCAATCTTTG
TCCTCCTAATTGGTCTAAGCCCTCTGATAATGGTGGATGGTGTAACCCACCACGA
GTGCATTTTGACATGGCCAAGCCTGCCTTCATGAAAATTGCACAGTGGAAAGCTG
GTATCGTCCCTGTTATGTACCGCAGGGTGCCATGCCAAAGGAAGGGAGGGGTTCG
ATTCTCTTTCCAAGGAAACGGGTACTGGCTATTGGTGTACGTGATGAATGTTGGA
GGTGGAGGTGACATTTCAAGCATGATGGTGAAAGGAAGCAGAACGGGATGGATT
AAAATGAGCCACAATTGGGGTGCTTCCTACCAAGCATTTGCAACACTTGGTGGTC
AAGCTCTTTCTTTCAGAATTACTTCATACACCACCAAGGAGACTATTATTGCATGG
AATGTTGTTCCTTCTAATTGGAACGTGGGACTCACTTATTCCGCTAGGACCAACTT
CCACTGA

Nucleotide
>CarEXPA-18

ATGGGAGAACCAACACTTGCTGTGGTGATATTTAGACCCAGTAAATGGGCTCTTG
CTCATGCTACATTTTATGGAGACGAAACTGCTTCTGAAACCATGGGTATATATCT
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NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN



NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
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NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNCGTAGGTATATATATATATATATATATATATATATAT
ATATATATATATATATATATATATACTTTTTCAATTATCATTAGTTTTCACTTTGCT
TAAGCTAATTCAACCTTAATTCAGGTTTGAAGAAAATCAACATTAATTAATATTT
GAAATAAAGAACAGAATTGAAGCTAAAAATATAAAATTTGTCAGTCAAATTTTGT
CTCTGAACACTTGGTGGTAGAATTTAAAAGAATGATTTTGTCTTTTTCACTCTCCA
CATTTTTGTCTCTATTGTAACGTTTTTCTAGTGTTAGTGTTATTCAACATCTTGTAA
CTTCAATTTATTAGTAAAATTAAACTAGAGTTACTTATTATTGATATTGATACTTA
ATAATATTTTTTTTTCTTATTATGAAAAGGAGGAGCATGTGGATACGGAAATTTGT
TTCAGAATGGTTACGGGACAGATACAGTAGCTTTAAGCTCGACATTGTTCAACAA
TGGTTATGCGTGCGGGGCTTGTTTCCAGATTAAATGCTACCAATCAAGTGCGTGC
TACAGAAATGTAGCCTTCACCACTGTCACTGCCACCAATCTTTGTCCTCCTAATTG
GTCTAAGCCCTCTGATAATGGTGGATGGTGTAACCCACCACGAGTGCATTTTGAC
ATGGCCAAGCCTGCCTTCATGAAAATTGCACAGTGGAAAGCTGGTATCGTCCCTG
TTATGTACCGCAGGTACTTCATAATACTTCTTTGTACAAAATGTATGATATTAAGT
AATTAATATTTTCATTAAAATACTAATGTGTTTTGTTTGATTAACTTATAGGGTGC
CATGCCAAAGGAAGGGAGGGGTTCGATTCTCTTTCCAAGGAAACGGGTACTGGCT
ATTGGTGTACGTGATGAATGTTGGAGGTGGAGGTGACATTTCAAGCATGATGGTG
AAAGGAAGCAGAACGGGATGGATTAAAATGAGCCACAATTGGGGTGCTTCCTAC
CAAGCATTTGCAACACTTGGTGGTCAAGCTCTTTCTTTCAGAATTACTTCATACAC
CACCAAGGAGACTATTATTGCATGGAATGTTGTTCCTTCTAATTGGAACGTGGGA
CTCACTTATTCCGCTAGGACCAACTTCCACTGA






