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Length = 7
Busqueda >Seql
exhaustiva: TATAGAGTCATGCTAGGCGGATCGGCTAGGCTAGGCT
secuencias comunes

- Escision (+PFS) - 3rd subseq (MATCH!)

- Busqueda >Seq?2

AAGCTGGTCGAGCTGATAGAGTCACGCGCGTAGGCTA
- Comprobacion de >Seq3
PFSs TTCGCTAGCGCTGAGACTGAGCTTAGAGTCATCTATC

TAGAGTCA IS A COMMON

Busqueda exhaustiva de secuencias comunes
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Busqueda
exhaustiva:
secuencias
particulares

- Escision (+PFS)
- BUsqueda

- lteracion para cada
secuencia

- Comprobacion de
PFSs

Length = 7

>Seql
TATAGAGTCATGCTAGGCGGATCGGCTAGGCTAGGCT
- No Match - Right PFS

>Seq2

AAGCTGGTCGAGCTGATAGAGTCACGCGCGTAGGCTA
- No Match - Right PFS
- No Match - Right PFS

>Seq3
TTCGCTAGCGCTGAGACTGAGCTTAGAGTCATCTATC

- No Match - Right PFS

Busqueda exhaustiva de secuencias particulares
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commons:

>Commonl
UAGAGUCA http://www. ..UAGAGUC. . .PFS=A
- De DNA a RNA
Singles:
- Generacion de >Seql
enlaces a CRISPR-RT UAUAGAGU http://www. ..UAUAGAG. . .PFS=U
>Seq2
AAGCUGGU http://www. ..AAGCUGG. . .PFS=U
AGCUGGUC http://www. ..AGCUGGU. . .PFS=C
>Seq3

UCGCUAGC http://www. ..UCGCUAG. ..PFS=C

Acople con CRISPR-RT para el diseno de crRNAs
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RESULTADO

- Secuencia de 20 nt
(+PFS)

- Particular de HPV16

- Enlace a CRISPR-RT

Resultado

ID + Seq (FASTA format):

Protospacer PFS
5'-. . AAAAAAAAACAGGGGAUGCUA. . -3"

FEEEEEEEETTETETErTr

3" -, . UUUUUUUUUGUC CCCUACGAC AAARAUCAGGGGAAGT

>IN565303.1 Human papillomavirus type 16 il el
strain zG01-258, complete genome

AAAAAAAAACAGGGGATGCTA

CRISPR-RT Tink:

>IN565303.1 Human papillomavirus type 16
strain zG01-258, complete genome

http://bioinfolab.miamioh.edu/CRISPR-
RT/proc/crRNA_design.php?
seg=AAAAAAAAACAGGGGAUGCUA&GRNA=AAAAAAAAACAG
GGGAUGCU&PFS=A
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DNA or RNA Amplified RNA Detection of RNA Reporter Activation

- Casl3a + crRNA +

beacons Cas13a protein (yellow) bound to crRNA (red)
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Non-specific RNA

- Muestra biologica

IRy

- Deteccion cepa
oncogénica

Quenched RNA reporter
“®  Fluorescent RNA reporter

McDade, J. (2018). CRISPR 101: Targeting RNA with Cas13a (C2c2). [online] Blog.addgene.org. Available at:
http://blog.addgene.org/crispr-101-targeting-rna-with-cas13a-c2c2 [Accessed 5 Mar. 2018]
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Mejoras futuras

- Pruebas con mayor
numero de cepas

- Sistemas de
puntuacion

- Interfaz

- Validacion
experimental

Discusion

-
Future. ..

- Trials: - Interface:
>HPV1
>HPV?2
>HPV103
>HPV104
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- scoring:
>Seql

12 pt
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>Seq?2 - Final validation:
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>Seq3
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