IDENTIFICATION

Species: Boechera stricta

Locus: Bostr.7128s0621

Gene Model: Bostr.7128s0621.1.p
Description: BosEXPA-08
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Bstricta_v1 2
KEGG:-

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Bstricta_v1_2

GENE STRUCTURE

BosEXPA-08

| 1 1 1 L 1 1 1
Obp 2y 3000p Gibp 800bp 100060 13006p 14006p

Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

7 100 125 150 175 200 25 285
| e R oy L TR R TR R | O R DRy T e T Rt R T (B T T, I e e ]

Query seq.
Superfanilies PLNO0193

+! Name Accession Description Interval E-value
[+] PLN00193 super family 334 expansin-A; Provisional 17-254 4.85e-166
SEQUENCES

Peptide

>BosEXPA-08

MIMSKSLAGLAVLAALFITVDAFKPSGLTNGHATFYGGSDASGTMGGACGYGDLYS
AGYGTMTAALSTALFNDGASCGECYRITCDYAADSRWCKKGASVVITATNFCPPNF
ALPNNNGGWCNPPLKHFDMAQPAWEKIGIYRGGIVPVVFQRVSCYKKGGVRFRING
RDYFELVNIQNVGGGGSIKSVSIKGTKTGWLAMSRNWGANWQSNAY LDGQSLSFSIT
TTDGATRVFLNVVPSSWSFGQTYSSNIQF*

CDS (coding sequence)
>BosEXPA-08

ATGATCATGTCAAAGTCTCTAGCTGGCTTGGCGGTTTTGGCCGCTCTTTTTATTAC
GGTTGATGCGTTTAAGCCTTCTGGTTTAACCAATGGTCATGCCACATTCTATGGAG
GAAGTGACGCTTCTGGAACAATGGGTGGAGCTTGTGGTTACGGAGATCTTTACTC
GGCGGGGTACGGGACAATGACGGCGGCGCTAAGCACGGCTCTGTTTAACGACGG
AGCTTCTTGCGGAGAATGCTATAGGATAACGTGTGATTACGCGGCGGACTCACGG
TGGTGCAAGAAAGGAGCGTCCGTTGTCATTACAGCCACTAACTTTTGCCCACCAA
ACTTTGCTCTACCCAACAACAACGGTGGTTGGTGCAATCCGCCGCTCAAACATTT
TGACATGGCACAACCCGCTTGGGAAAAGATCGGAATTTACAGAGGAGGAATTGT
TCCCGTCGTTTTCCAAAGAGTGAGCTGTTACAAGAAAGGAGGGGTGAGATTCAGA
ATAAACGGAAGAGACTACTTCGAGCTAGTCAACATTCAAAACGTAGGAGGAGGA
GGTTCAATTAAATCTGTCTCCATCAAAGGAACAAAGACTGGTTGGTTAGCTATGT
CTCGTAATTGGGGAGCTAATTGGCAATCAAACGCTTACCTCGATGGCCAATCTCT
GTCTTTCTCCATTACTACTACCGATGGTGCTACAAGAGTTTTCCTCAATGTTGTTC
CTTCTTCTTGGTCCTTTGGACAGACTTATTCTTCCAATATTCAGTTTTAA

Nucleotide
>BosEXPA-08

ACTCATCTGCAGCATATTACAAACAGAGTTTGCAGATCTGCTGTCTTTTTTGGACT
TATATTGTTACTTACAAATATACACATGTAGGAGATTTTGCCCAAAAAATGAAAA
ATAAAGAAATAAAGATACACACAGGCTAGATAAAGATAAGATCACATGTAAGGT
TTTGTTGCTACTACATAGTTTATACTCACTTCCCACCTTTATTTAAACAACTCTCTC
CTTCTCTCGATCATCATCATCATCTCTTTCTTCTGCAAGAATTATGATCATGTCAA
AGTCTCTAGCTGGCTTGGCGGTTTTGGCCGCTCTTTTTATTACGGTTGATGCGTTT



AAGCCTTCTGGTTTAACCAATGGTCATGCCACATTCTATGGAGGAAGTGACGCTT
CTGGAACAATGGGTAATTTAACAGTTCAATTTCATACGATTTTGACTCGAATGGA
TTTGGACCATTTGGTTAATCGATTAATTATTTTCTTGTTTTTTTTTGTTCAGGTGGA
GCTTGTGGTTACGGAGATCTTTACTCGGCGGGGTACGGGACAATGACGGCGGCGC
TAAGCACGGCTCTGTTTAACGACGGAGCTTCTTGCGGAGAATGCTATAGGATAAC
GTGTGATTACGCGGCGGACTCACGGTGGTGCAAGAAAGGAGCGTCCGTTGTCATT
ACAGCCACTAACTTTTGCCCACCAAACTTTGCTCTACCCAACAACAACGGTGGTT
GGTGCAATCCGCCGCTCAAACATTTTGACATGGCACAACCCGCTTGGGAAAAGAT
CGGAATTTACAGAGGAGGAATTGTTCCCGTCGTTTTCCAAAGGTTAGATTTCTTTT
TCAAACAAACCCCAGAAAAAGCGAAAGATTGATAAATCCCCCCACTTAATTTGG
ATCCTATATATTTAGAACCTTTAACTATTATTTCTCAATAATTTAAACCTCTGTTTA
TCGCCTAAACGACAGTGTTTTGTGTGTTTATGACGGTTTAAATATTTTTGGGTTTA
AAAATGAATCAGATGAAAGTTTAGGTATTTTTATGCAATTTGTCAAAAAATTTAA
CGAAAAGTCTTTTTTTTTTGTTTTGTTTTCCGTTTGTTGTGCTGGGAAAAACAGAG
TGAGCTGTTACAAGAAAGGAGGGGTGAGATTCAGAATAAACGGAAGAGACTACT
TCGAGCTAGTCAACATTCAAAACGTAGGAGGAGGAGGTTCAATTAAATCTGTCTC
CATCAAAGGAACAAAGACTGGTTGGTTAGCTATGTCTCGTAATTGGGGAGCTAAT
TGGCAATCAAACGCTTACCTCGATGGCCAATCTCTGTCTTTCTCCATTACTACTAC
CGATGGTGCTACAAGAGTTTTCCTCAATGTTGTTCCTTCTTCTTGGTCCTTTGGAC
AGACTTATTCTTCCAATATTCAGTTTTAAATTTCTTTTGGTTCTGTCTGAAAAATTA
TTGGCAGTGGTCGCGCTCTGAGTCTGTTTCTTTTCTCCCTGAGCGACCCGCCCTCT
TTGGTTTTTTTTTTTACTTCTTCTTGTTTGATGGGTCTGTTAATACAAAAGACACAG
TTTGATT






