


This PDF is generated automatically by Vizle.

Slides created only for a few minutes of your Video.

D -
“:I For the full PDF, please Login to Vizle. MR

Sstay connected with us:

Join us on Facebook, Discord, Quora, Tfa_iegrum.



BIOINFORMATICS

Section 9

Gene Prediction




Gene prediction e

OUTLINES |

Prediction of non-coding tRNA genes (non-coding genes)

@ D

output format

Email (5]

geneticsdepdrtment@agr.asu.edu.eg



Gene prediction =Y, Bioinformatics R
i Wl "'j

Prediction of non-coding
tRNA genes (non-coding
genes)

€ 'a 7 1RMAgcan-SE
L Sasrcing i MMA D

i WA 1 o e

tRNA scan -SE is the most widely adopted tool = =

for the prediction of tRNA gene transfer in ~= —
3 e enems [ —

genetic sequences over the past two decades. s e -

The tRNAscan-SE interface consists of three e

main components:

* Choose search mode L

* Choose query sequence i
* Configured search mode and results display =
options.
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QOutput Format:

The default output of tRNAscan -SE includes
summary data that includes:

Enumerate the total number of tRNAs found
Number of tRNA pseudogenes found

Number of tRMNAs with introns and any
antigens detected
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The output shows the cxpf:cted sc{:u‘m‘:lary sl.r_uc:hlre ey . o= s
each selected sequence. With an additional click on the = =1 s o e o
“View tRNA" button to the right of each tRNA, 22D ©' = = = ™ i
representation of the tRNA structure can be viewed, = [T s wi w0 e i od,
resulting in the familiar cloverleaf structure. e e T T his !
The output also displays the total length of the =~ = = LR il
sequence, the location of the anticodon, and the overall :,' el —= :.1..'
score. tRNAscan-SE scores for known RNA sequences = = = by
S X 2 i i B ma .
of different species are included on the website to ., 4 = =:-:
facilitate the assessment of the significance of the = - i
i : mm o oon
result, which i1s measured as a percentage score from 0 o, = Yas
to 100, where 100% means an exact and identical = = = bt oy g ol S M i
prediction of one of the tRNAs from the database. T A M FA L M D,
] map ASGTOOCTAAGCA Sty:
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