IDENTIFICATION

Species: Capsella rubella

Locus: Carub.0005s0193

Gene Model: Carub.0005s0193.1.p
Description: CrEXPA-13

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Crubella_v1 1
KEGG: https://www.genome.jp/entry/gn:T02984

EXTERNAL RESOURCES
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GENE STRUCTURE
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L L L 1 1 1 1 1 1
Gbp 20y 300bp G0t Bibp 1000bp 12006p 1400bp 160p

Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

7 100 125 150 175 200 25 54
e —— P R T | P S Tl A T T U S A S S N N ]

Query seq.
Superfanilies PLN000S0

[+ PLNO0OS0 s::ﬂ:m\ y '."Eo'e“wn expansin A; Provisional — m;:?;" E;V:;::r
SEQUENCES

Peptide

>CrEXPA-13

MFMGKMGLLGILVLCFAAMVCSVHGYDAGWVNAHATFYGGSDASGTMGGACGY
GNLYSQGYGTNTAALSTALFNNGLSCGACFEIKCQSDGAWCLPGAIIVTATNFCPPNN
ALPNNAGGWCNPPLHHFDLSQPIFQRIAHYKAGVVPVSYRRVPCKRRGGIRFTINGHS
YFNLVLVTNVGGAGDVHSVAVKGSRTRWQQMSRNWGQNWQSNNLLNGQALSFKV
TASDGRIVVSNNIAPASWSFGQTFTGRQFR*

CDS (coding sequence)
>CrEXPA-13

ATGTTCATGGGAAAGATGGGTCTTTTGGGAATCTTGGTGTTGTGTTTTGCTGCAAT
GGTGTGCTCTGTTCATGGCTATGACGCTGGATGGGTCAATGCTCATGCTACTTTCT
ATGGTGGAAGTGACGCTTCTGGAACAATGGGTGGAGCTTGTGGGTATGGGAATCT
CTACAGTCAAGGATACGGAACCAACACTGCAGCGTTAAGCACAGCTCTGTTCAAC
AACGGGCTTAGCTGCGGCGCGTGTTTCGAGATCAAGTGCCAGAGCGACGGCGCG
TGGTGTTTACCTGGTGCTATTATAGTCACGGCCACCAACTTCTGTCCTCCCAACAA
CGCTCTTCCTAATAACGCTGGTGGTTGGTGTAACCCTCCGCTTCACCATTTTGACC
TTTCACAGCCTATCTTCCAACGCATTGCTCATTACAAAGCTGGTGTCGTCCCTGTT
TCTTACAGAAGGGTTCCGTGCAAGAGAAGAGGAGGTATAAGGTTCACAATCAAC
GGCCACTCTTACTTCAACCTCGTATTGGTGACCAATGTTGGAGGTGCTGGAGATG
TACACTCGGTAGCGGTTAAAGGTTCAAGAACAAGGTGGCAACAAATGTCAAGAA
ACTGGGGACAGAACTGGCAAAGCAACAATCTTTTAAACGGTCAAGCATTGTCCTT
TAAGGTTACTGCAAGCGATGGTCGAATCGTCGTCTCTAACAACATTGCTCCAGCT
AGTTGGTCGTTCGGACAAACCTTCACAGGCCGTCAATTCCGTTGA

Nucleotide
>CrEXPA-13

CTCCCATCAAAGCAAACCTATCTCTCTCCTTCACATTCTCTCACTCTCCAAAAAAG
CTCTGCACTTTCTCAAAGAGAATGTTCATGTAACTCATCTCTCTCGCTCTCTTTCTT
TCATTTACACTCTCTGTCTTGGTGCGTATTGTCAAGAGTTCTAACTTTGTTTGAAT
ATTTTGTTCAATTGCAGGGGAAAGATGGGTCTTTTGGGAATCTTGGTGTTGTGTTT
TGCTGCAATGGTGTGCTCTGTTCATGGCTATGACGCTGGATGGGTCAATGCTCAT
GCTACTTTCTATGGTGGAAGTGACGCTTCTGGAACAATGGGTATGTGTGTGCTCT



GCTTATAGCTACGTTCTCTTGAAAATGCTTCTATGAAAACTAAACTTTTGAAAATT
TACAATTTTGTTAATGTTGTTGTCTCTAGGTGGAGCTTGTGGGTATGGGAATCTCT
ACAGTCAAGGATACGGAACCAACACTGCAGCGTTAAGCACAGCTCTGTTCAACA
ACGGGCTTAGCTGCGGCGCGTGTTTCGAGATCAAGTGCCAGAGCGACGGCGCGT
GGTGTTTACCTGGTGCTATTATAGTCACGGCCACCAACTTCTGTCCTCCCAACAAC
GCTCTTCCTAATAACGCTGGTGGTTGGTGTAACCCTCCGCTTCACCATTTTGACCT
TTCACAGCCTATCTTCCAACGCATTGCTCATTACAAAGCTGGTGTCGTCCCTGTTT
CTTACAGAAGGTAAATTATCATACATTTGATCTGTCATAAAGTCTTAATCGTTTCA
CCATATGTTATCTCGTTGCTCTGTTTCTTAAAGTAGTTCTCAGTTTTCTCTTGAAAG
TTTCAATCTTTACTCAAATTTTCTGACTTGTGTAGGGTTCCGTGCAAGAGAAGAGG
AGGTATAAGGTTCACAATCAACGGCCACTCTTACTTCAACCTCGTATTGGTGACC
AATGTTGGAGGTGCTGGAGATGTACACTCGGTAGCGGTTAAAGGTTCAAGAACA
AGGTGGCAACAAATGTCAAGAAACTGGGGACAGAACTGGCAAAGCAACAATCTT
TTAAACGGTCAAGCATTGTCCTTTAAGGTTACTGCAAGCGATGGTCGAATCGTCG
TCTCTAACAACATTGCTCCAGCTAGTTGGTCGTTCGGACAAACCTTCACAGGCCG
TCAATTCCGTTGAACTTGTCTCATTTTGGTACAAGTCGGTTCGGTTCTTATATAGT
TTTAGAGTTTGTGTAGTGGTGAGGAAAGAGAAGAGACAGAGATAAAGAGGGTTT
AAGGCTTTTTAGGGTTTTAAGAGGAGAGCCTTGAAAACTTCTTCTCTGACTCTTGA
GGGGTAAAAAATGGAGAGAAGAGCTTATATTAAAAGGGCTCTTTTAGTCATTTTA
AGGATTAGGGTTTTAGTGAAGTTTGGTATTTGAGTAGTAGTAGTAGTAGTAGTAG
TAGTAGAGTGGTGTGTGTTCGTTCTTAAAGGGACCTCTATGTTTCACCAATGGGTT
CCTTTGTTTTTATCACTTTTCTTTTTTTGCCTTTTTTCTGTCTTGTGGTTTAAAAAAA
GCAGAAGTGGGTAGGGGCAGAGGAGGAATTTCACCTCCCGCCTTGTTGTTTTTTT
TTACTTTTACTTCTTGGGTCGTGTTTTTTGTTGTTTACGTTAATCAAGTTGTAATGT
AAGGGTTTGGTTAAGATCCAACTTTACAC




