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ROZA XL and ROZA XL YF 

Genbank Accession Number KM979358 

 

 

cyROZA G L195 YPET

1846 bp

Apa LI ( 1243)

Bam HI (4) EcoRI (1842)

Hin dIII (1826)Nco I  (21)

Pst I  (1042)

Sma I  (1427)

Xma I  (1425)

Sac I  (1098)

Sph I  (712)

Ava I  (1367)

Ava I  (1425)

 
 

ROZA XL 1846 bp 
 
 

Coding sequence cloned into the BamHI-EcoRI sites within the MCS of pCDNA3.1+ 
 
Protein sequence: 
 

MVSKGEELFTGVVPILVELDGDVNGHRFSVSGEGEGDATYGKLTLKFICTTGK

LPVPWPTLVTTLTWGVQCFSRYPDHMKQHDFFKSAMPEGYVQERTIFFKDDGN

YKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYISHNVYITADKQK

NGIKAHFKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDP

NEKRDHMVLLEFVTAARMHKPHPWFFGKIPRAKAEEMLSKQRHDGAFLIRESE

SAPGDFSLSVKFGNDVQHFKVLRDGAGKYFLWVVKFNSLNELVDYHRSTSVSR

NQQIFLRDIEGNNGGNNNGGSAGNNGGGSREYVNVSQELELMVSKGEELFTGV

VPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKLLCTTGKLPVPWPTLVTTL

GYGVQCFARYPDHMKQHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGD

TLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYITADKQKNGIKANFKIRHN

IEDGGVQLADHYQQNTPIGDGPVLLPDNHYLSYQSALFKDPNEKRDHMVLLEF

LTAAGITEGMNELYK* 

 

 

Domain organization:         CFP SH2 GRB2 LINKER LAT SEQUENCE YPET 

 

ROZA XL YF =  

LAT SUBSTRATE SEQUENCE: SREYVNVSQEL mutated to SREFVNVSQEL 
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cDNA (see Genbank Accession number KM979358) :  
 

tcggatcccgcggccgccaccatggtgagcaagggcgaggagctgttcaccggggtggtgcccatcctggtcgagctggacggcg

acgtaaacggccacaggttcagcgtgtccggcgagggcgagggcgatgccacctacggcaagctgaccctgaagttcatctgcacc

accggcaagctgcccgtgccctggcccaccctcgtgaccaccctgacctggggcgtgcagtgcttcagccgctaccccgaccacatg

aagcagcacgacttcttcaagtccgccatgcccgaaggctacgtccaggagcgtaccatcttcttcaaggacgacggcaactacaaga

cccgcgccgaggtgaagttcgagggcgacaccctggtgaaccgcatcgagctgaagggcatcgacttcaaggaggacggcaacat

cctggggcacaagctggagtacaactacatcagccacaacgtctatatcaccgccgacaagcagaagaacggcatcaaggcccactt

caagatccgccacaacatcgaggacggcagcgtgcagctcgccgaccactaccagcagaacacccccatcggcgacggccccgt

gctgctgcccgacaaccactacctgagcacccagtccgccctgagcaaagaccccaacgagaagcgcgatcacatggtcctgctgg

agttcgtgaccgccgcccgcatgcataaaccacatccgtggttttttggcaaaatccccagagccaaggcagaagaaatgctcagcaa

acagcggcatgacggggccttcctgatccgagagagcgagagcgctcctggggacttctccctgtccgtcaagtttggaaatgatgtg

cagcacttcaaggtgctccgcgacggagccgggaagtatttcctgtgggtggtgaagtttaattctttgaatgagctggtagattaccaca

gatcaacatccgtgtccaggaaccagcagatattcttacgggacatagaaggcaataacgggggaaataacaatggcgggtctgcag

gtaataacgggggaggcagccgggagtatgtgaatgtgtcccaggaactggagctcatggtgagcaagggcgaggagctgttcacc

ggcgtggtgcccatcctggtggagctggacggcgacgtgaacggccacaagttcagcgtgagcggcgagggcgagggcgacgcc

acctacggcaagctgaccctgaagctgctgtgcaccaccggcaagctgcccgtgccctggcccaccctggtgaccaccctgggctac

ggcgtgcagtgcttcgcccggtaccccgaccacatgaagcagcacgacttcttcaagagcgccatgcccgagggctacgtgcagga

gcggaccatcttcttcaaggacgacggcaactacaagacccgggccgaggtgaagttcgagggcgacaccctggtgaaccggatcg

agctgaagggcatcgacttcaaggaggacggcaacatcctgggccacaagctggagtacaactacaacagccacaacgtgtacatc

accgccgacaagcagaagaacggcatcaaggccaacttcaagatccggcacaacatcgaggacggcggcgtgcagctggccgac

cactaccagcagaacacccccatcggcgacggccccgtgctgctgcccgacaaccactacctgagctaccagagcgccctgttcaa

ggaccccaacgagaagcgggaccacatggtgctgctggagttcctgaccgccgccggcatcaccgagggcatgaacgagctgtata

agtaaagatctaagctttctagaaatcgaattc 


