IDENTIFICATION

Species: Capsella rubella

Locus: Carub.0004s2768

Gene Model: Carub.0004s2768.1.p
Description: CrEXPB-02

Family: Beta 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



https://phytozome-next.jgi.doe.gov/info/Crubella_v1_1
https://www.genome.jp/entry/gn:T02984

GENE STRUCTURE

CrEXPB-02
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DOMAIN ARCHITECTURE
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Query seq. HYSAGGASLFKSG1GCGACYOIK CTSKSECSENPY TYWHMTDDECROGCE TESYHF DL SGTAFGAMA I SGOSSORSFGOSLOKVVGGLNPYHFEAL YAYGOGE I GEVELKOALDSOTWHSHSRLUGAYWKLOVSAPLRAPLSLRYTSLESGKTWYA TOV I PAGUEPGAKYKSNINF OV

Superfanilies OPBE_R1pA_EXP_N-1ike superfamily

PLNI3023

List of domain hits o

+ Name Accession Description Interval  E-value

[+] DPBB_RIpA_EXP_N-like super family 41724 double-psi beta-barrel fold of RipA, N-terminal domain of expansins, and similar domains; The 1-73 25137
[+] PLN03023 super family 33621 Expansin-like B1; Provisional 4174 7.25e-23
Peptide

>CreXPB-02

MVSAGGASLFKSGIGCGACYQIKCTSKSECSENPVTVVMTDDECRDGCETESVHFDL
SGTAFGAMAISGQSSQRSFGDSLQKVVGGLNPYHFEALVAYGDGEIGGVELKQALDS
DTWMSMSRLWGAVWKLDVSAPLRAPLSLRVTSLESGKTVVATDVIPAGWEPGAKY
KSNMNFQV*

CDS (coding sequence)
>CrEXPB-02

ATGGTATCAGCCGGAGGTGCTTCGTTGTTTAAGTCAGGGATAGGATGTGGCGCAT
GTTACCAGATAAAATGTACTTCGAAATCGGAGTGCTCAGAAAATCCGGTTACGGT
AGTGATGACAGACGACGAATGTCGTGATGGATGCGAGACAGAATCGGTCCATTT
CGATCTGAGTGGTACAGCGTTTGGTGCCATGGCCATTTCTGGTCAAAGTAGTCAG
CGGAGTTTTGGAGATTCTTTACAGAAAGTGGTTGGAGGGTTAAACCCTTACCACT
TCGAGGCTTTGGTTGCGTATGGAGACGGCGAAATTGGTGGAGTCGAACTCAAACA
AGCTCTAGATTCTGACACGTGGATGTCTATGAGCCGTTTATGGGGGGCCGTGTGG
AAGCTAGACGTGTCGGCACCTTTGAGGGCACCGCTGTCTCTCCGAGTGACTTCGC
TGGAGTCTGGCAAGACTGTTGTGGCTACCGATGTCATTCCGGCCGGCTGGGAACC
CGGTGCGAAGTACAAATCCAATATGAACTTTCAAGTGTAG

Nucleotide
>CrEXPB-02

ATGGTATCAGCCGGAGGTGCTTCGTTGTTTAAGTCAGGGATAGGATGTGGCGCAT
GTTACCAGGTTACTAATTACACTTAATCAAGCAGAAGAGATTTAAAAATTAGTGA
AAGATTAGCTTATACATACTGATATATGTGTACTACTGATGTGTTTACGTATAGAT
AAAATGTACTTCGAAATCGGAGTGCTCAGAAAATCCGGTTACGGTAGTGATGACA
GACGACGAATGTCGTGATGGATGCGAGACAGAATCGGTCCATTTCGATCTGAGTG
GTACAGCGTTTGGTGCCATGGCCATTTCTGGTCAAAGTAGTCAGCGGAGTTTTGG
AGATTCTTTACAGAAAGTATGTATATAACTTATATAAGGATTTCACATTAACACA
TTATATACACTTTTTTTTTTTAATGACAACAAAGGATAAAGATATTGAGATGATAT
TGATAGTTTTTTTCGTTGTGTTCCATTGATGTGTGTGTAGAGTTGAGTGCAACTAT
TTTGGGGAAACGATGACGTTTCAGGTGGTTGGAGGGTTAAACCCTTACCACTTCG




AGGCTTTGGTTGCGTATGGAGACGGCGAAATTGGTGGAGTCGAACTCAAACAAG
CTCTAGATTCTGACACGTGGATGTCTATGAGCCGTTTATGGGGGGCCGTGTGGAA
GCTAGACGTGTCGGCACCTTTGAGGGCACCGCTGTCTCTCCGAGTGACTTCGCTG
GAGTCTGGCAAGACTGTTGTGGCTACCGATGTCATTCCGGCCGGCTGGGAACCCG
GTGCGAAGTACAAATCCAATATGAACTTTCAAGTGTAG



