X 3xFLAG-mmSlug
pCMV-3XFlag-mmSlug S

Gene/insert: mmSlug (mmSnai2)
Insert size: 810bp
Species: mouse

p3XFLAG-mmSlug
(~5.5 kb)

Fusion protein or tag: 3x Flag
Terminal: N-terminal on backbone
Vector backbone: p3xFlag-CMV
Backbone manufacture: Sigma

f1 origin

Vector type: Mammalian expression
Backbone size: 4.7 K
Cloning 5’: EcoRl

Site destroyed during cloning: No

Cloning 3’: BamHI

Site destroyed during cloning: No

5’ sequence primer: CMV-forward** Sequenced with CMV FWD primer

** Sequenced with CMV FWD primer

Sequence File : mmSlug-CMV-Forward.seq

>mmSTug-CMV-Forward_D12.abl
NNNNNNNNNNNNNNNAGNNGANCTCGTTTAGTGAACCGTCAGAATTAACCATGGACTACAAAGACCATGACGGTGATTAT
AAAGATCATGACATCGATTACAAGGATGACGATGACAAGCTTGCGGCCGCGAATTCAATGCCGCGCTCCTTCCTGGTCAA
GAAACATTTCAACGCCTCCAAGAAGCCCAACTACAGCGAACTGGACACACACACAGTTATTATTTCCCCATATCTCTATG
AAAGTTACCCTATACCTGTCATACCAAAACCAGAGATCCTCACCTCGGGAGCATACAGCCCTATTACTGTATGGACATCG
TCGGCAGCTCCACTCCACTCTCCTCTACCCAGTGGCCTTTCTCCTCTTACTGGATACTCCTCATCCTTGGGGCGTGTAAG
TCCCCCGCCTTCCTCTGACACTTCATCCAAGGATCACAGTGGTTCAGAAAGTCCCATTAGTGACGAAGAGGAGAGACTGC
AGCCCAAGCTTTCAGACCCCCATGCCATCGAAGCTGAGAAGTTTCAGTGCAATTTATGCAATAAGACCTATTCTACGTTC
TCTGGGCTGGCCAAACACAAGCAGCTGCACTGTGATGCCCAGTCTAGGAAATCGTTCAGCTGCAAGTACTGTGACAAGGA
ATATGTGAGCCTGGGTGCCCTGAAGATGCACATTCGAACCCACACATTGCCTTGTGTCTGCAAGATCTGTGGCAAGGCTT
TCTCCAGACCCTGGCTGCTTCAAGGACACATTAGAACTCACACTGGGGAAAAGCCTTTCTCTTGCCCTCACTGCAATAGG
GCTTTTGCAGANAGATCAAACCTGAGGGCACATCTGCAGACCCACTCTGATGTAAAGAAATACCAGTGCAAAAACTGCTC
NNAAANNTNNNCCANAATGTCGCTTCTNNATAAACATGAGNNTCTGGCTGCTGTNTGNACACTGANNNGNTNCCNGNNNN
NTCCCNNNGACCCCTCCCCANNGCCTNNNCTNNNNNNNNNNNCNNTNN

Blast
I

> ref|NM 011415.2] mEE Mus musculus snail homolog 2 (Drosophila) (Snai2), mRNA

gb|BC062164.1| mEE Mus musculus snail homolog 2 (Drosophila), mRNA (cDNA clone MGC:70074
IMAGE:30242610), complete cds
Length=2084

GENE ID: 20583 Snai2 | snail homolog 2 (Drosophila) [Mus musculus]
(Over 10 PubMed links)

Score = 1423 bits (770), Expect 0.0
Identities = 792/810 (97%), Gaps = 2/810 (0%)
Strand=Plus/Plus
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ATGCCGCGCTCCTTCCTGGTCAAGAAACATTTCAACGCCTCCAAGAAGCCCAACTACAGC

FEErrrrrrrrrrr e et et e et e et e e e et e
ATGCCGCGCTCCTTCCTGGTCAAGAAACATTTCAACGCCTCCAAGAAGCCCAACTACAGC

GAACTGGACACACACACAGTTATTATTTCCCCATATCTCTATGAAAGTTACCCTATACCT

FEErrrrrrrrrrrrrrrrrt et e e et e et e e e et e
GAACTGGACACACACACAGTTATTATTTCCCCATATCTCTATGAAAGTTACCCTATACCT

GTCATACCAAAACCAGAGATCCTCACCTCGGGAGCATACAGCCCTATTACTGTATGGACA

FEErrrrrrrrerrr e et et e et et e et e e e e e
GTCATACCAAAACCAGAGATCCTCACCTCGGGAGCATACAGCCCTATTACTGTATGGACA

TCGTCGGCAGCTCCACTCCACTCTCCTCTACCCAGTGGCCTTTCTCCTCTTACTGGATAC

FErrrrrrrrrerrrrrrrrrrrrrer rerr e et e e e e e
TCGTCGGCAGCTCCACTCCACTCTCCTTTACCCAGTGGCCTTTCTCCTCTTACTGGATAC

TCCTCATCCTTGGGGCGTGTAAGTCCCCCGCCTTCCTCTGACACTTCATCCAAGGATCAC

FEErrrrrrrrerr e rrr et e et et e et e e e et e
TCCTCATCCTTGGGGCGTGTAAGTCCCCCGCCTTCCTCTGACACTTCATCCAAGGATCAC

AGTGGTTCAGAAAGTCCCATTAGTGACGAAGAGGAGAGACTGCAGCCCAAGCTTTCAGAC

FEErrrrrrrrerr e et et e et et e et e e e e et e
AGTGGTTCAGAAAGTCCCATTAGTGACGAAGAGGAGAGACTGCAGCCCAAGCTTTCAGAC

CCCCATGCCATCGAAGCTGAGAAGTTTCAGTGCAATTTATGCAATAAGACCTATTCTACG

Frrrrrrrrrrerrrrrrrrrrrrrerrrrrr e e e e e e e e e e
CCCCATGCCATCGAAGCTGAGAAGTTTCAGTGCAATTTATGCAATAAGACCTATTCTACG

TTCTCTGGGCTGGCCAAACACAAGCAGCTGCACTGTGATGCCCAGTCTAGGAAATCGTTC

Frrrrrrrrrrerrrrrrrrrrrrrerrrrrr e e e e e e e e e e
TTCTCTGGGCTGGCCAAACACAAGCAGCTGCACTGTGATGCCCAGTCTAGGARATCGTTC

AGCTGCAAGTACTGTGACAAGGAATATGTGAGCCTGGGTGCCCTGAAGATGCACATTCGA

Frrrrrrrrrrerrrrrrrrrrrrrerrrrrr e e e e e e e e e e
AGCTGCAAGTACTGTGACAAGGAATATGTGAGCCTGGGTGCCCTGAAGATGCACATTCGA

ACCCACACATTGCCTTGTGTCTGCAAGATCTGTGGCAAGGCTTTCTCCAGACCCTGGCTG

Frrrrrrrrrrrrrrrrrrrrrrrrerrrrrr e e e e e e e e e e
ACCCACACATTGCCTTGTGTCTGCAAGATCTGTGGCAAGGCTTTCTCCAGACCCTGGCTG

CTTCAAGGACACATTAGAACTCACACTGGGGAAAAGCCTTTCTCTTGCCCTCACTGCAAT

Frrrrrrrrrrerrrrrrrrrrrrrerrrrrr e e e e e e e e e e
CTTCAAGGACACATTAGAACTCACACTGGGGARAAGCCTTTCTCTTGCCCTCACTGCAAT

AGGGCTTTTGCAGANAGATCAAACCTGAGGGCACATCTGCAGACCCACTCTGATGTAAAG

Frrrrrrrrrrerr rerrrrrrrrerrrrrr e e e e e e e e e e
AGGGCTTTTGCAGACAGATCAAACCTGAGGGCACATCTGCAGACCCACTCTGATGTAAAG

AAATACCAGTGCAAAAACTGCTCnnaaannTNNNCCANAATGTCGCTTCTNNATAAACAT

I T I FEErrrrrrrrrr e rrrrrnd
AAATACCAGTGCAAAAACTGCTCCAAAACCTTCTCCAGAATGTCGCTTCTGCATAAACAT

GAGNN-TCTGGCTGCTGTNTGN-ACACTGA 945

[ FEEEErrrrrrr e rrrrrrd
GAGGAGTCTGGCTGCTGTGTGGCACACTGA 925



