ITBC BIO-INFORMATICA

Bioinforma
1

rse

Week 3:
Genlengte
Aminozuren

HAN_UNIVERSITY
OF APPLIED SCIENCES



Onderwerpen

* Resultaten afgelopen week
* Verschil in lengte gen/mrna
* Aminozuren
* Lading eiwit
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Resultaten afgelopen week

* GC% mRNA hoger dan GC% van totaal genoom organisme
* In Homo Sapiens ligt 80% van de genen op GC-rijk gebied

* Lengte mMRNA sequentie korter dan lengte gen seguentie
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Verschil in lengte Gen en mRNA

* Opdracht:

* ga naar de ncbi Gene pagina
* ENO1 Mus musculus

* ga naar Genomic regions, transcripts en products
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Genomics regions, transcript, products

+ Genomic regions, transcripts, and products z|[7

(o to reference sequence details

Genomic Sequence: |I'~.IC_DDI]D?D.E Chromosome 4 Reference GRCm35.pd C57TBLIG) 'v'|

Go to nucleotide: Graphics FASTA  GenBank

1 NC_DDD070.6: 150M..150M (16Kbp) ~ | Find: v|@ & I @ e == KeTools = | LPTracks - & 7 -
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FMA-zeq intron-spanning reads, aggregate (filtered), WHCBI Mus musculus Annotation Release 106 - log baze 2 scaled -4

D
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158,235 K 158,236 K 158,237 K [t5e, 238 Kk [tee.239 Kk [156,24m K [156.241 K [158.242 K [158.243 K 158,244 K 156,245 K 158,245 K [156,247 K [156,245 K [tce.249 K 156,256 K

" ¥ Tracks shown: 7/114

screenshot: https://www.ncbi.nlm.nih.gov/gene/13806 14-09-2017 OF APPLIED SCIENCES


https://www.ncbi.nlm.nih.gov/gene/13806

Verschil in lengte gen en mRNA

* Opdracht:
* ga naar de ncbi Gene pagina
* ENO1 Saccharomyces cerevisiae

* ga naar Genomic regions, transcripts en products

+ Genomic regions, transcripts, and products |7
Genomic Sequence: NC_0011399 Go to reference sequence details
Go to nucleotide: Graphice FASTA  GenBank

NC_001139.9: 1.0M..1.0M (1.7Kbp) ~ | Find: L A(= N =2NCY | @ i == AeTools~ T | £FTracks & P -
3,768 |1.E@8, 200 |1, B0, 700 [r@aL K |16, 168 [r@E, 200 |11, 208 [r@E1, 408 |11, 5a0 [1.E81, 500 |11, 7E@ [r.@81, 200 |161,588 162 K |12 188 1662, 208 |1802,206 1oz,
Genes ®
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Hr _eaiaaes s I Y P 17782
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= # Tracks shown: 2/11

Screenshot https://www.ncbi.nlm.nih.gov/gene/853169 14-09-2017


https://www.ncbi.nlm.nih.gov/gene/853169

Verschil in lengte gen en mRNA

* Opdracht:
* ga naar de ncbi Gene pagina
* ENO1 Pseudomonas syringae

* ga naar Genomic regions, transcripts en products

-~ Genomic regions, transcripts, and products

|7

Genomic Sequence: NC 0045781 Go to reference sequence details

Go to nucleotide: Graphics FASTA GenBank

= Nc_004578.1~ | Find: MR=R=J°% | @ % = I AoTools~ | ¥ Tradks~ & 7 -
|1,?1?,2ElE1 |1,?1?,3E18 |1,?1?,4BB |1,?1?,5EiEl |1,?1?,BE1E1 |1,?1?,?BEI |1,?1?,8EIE1 |1,?1?,9E1@ |1,?18 [ |1,?18,1EIE1 |1,?18,2E1E1 |1,?18,3E1Ei |1,?18,4BB |1,?18,5EIE1 |1,?18,BE1E1 |1,?18,?BB |1,?18,8I
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eno-1
HP_721379.1 HP_Fo1za6] |
e
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Warning: Mo track data found in this range
|1,?1?,2ElE1 |1,?1?,3E18 |1,?1?,4BB |1,?1?,5EiEl |1,?1?,BE1E1 |1,?1?,?BEI |1,?1?,8EIE1 |1,?1?,9E1@ |1,?18 [ |1,?18,1EIE1 |1,?18,2E1E1 |1,?18,3E1Ei |1,?18,4BB |1,?18,5EIE1 |1,?18,BE1E1 |1,?18,?BB |1,?18,8I
NC_004578.1: 1.7M..1.7M (1.7Kbp) " £¥ Tracks shown: 3/8
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Screenshot https://www.ncbi.nlm.nih.gov/gene/1183191 10-09-2019


https://www.ncbi.nlm.nih.gov/gene/1183191

Verschil in lengte gen en mRNA

* NCBI nucleotide DB
* Ga naar de mRNA sequentie van LIG1, homo sapiens

* Klik op CDS en gene, vergelijk
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https://upload.wikimedia.org/wikipedia/commons/thumb/a/a9/Amino_Acids.svg/624px-Amino_Acids.svg.png
https://upload.wikimedia.org/wikipedia/commons/thumb/a/a9/Amino_Acids.svg/624px-Amino_Acids.svg.png
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Lading Eiwit
* Naar EBI — tools — SAPS

* Laad je eiwitsequentie in, kijk naar de resultaten
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Lading Eiwit

* Met pythonscript:
* Toets of je iInput sequentie DNA of eiwit Is
* Bepaal de lengte van de sequentie

° |n elwit;
e Aantallen D,E,R,K tellen

* Percentage DE, RK, DERK uitrekenen ten opzichte van
de totale eiwitsequentie.

* Bereken met verschil RK-DE, de netto lading.
* Visualiseren met Pie-chart in excel.
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Vragen?
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Verantwoording

In deze uitgave is géen auteursrechtelijk beschermd werk
opgenomen

Alle teksten © Gonny Henkes tenzij expliciet externe bronnen zijn
aangegeven

Screenshots op basis van vernoemde websites
Eventuele images zijn opgenomen met vermelding van bron
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