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Die Bioinformatik entwickelt ein virtuelles Biolabor.

Ein virtuelles Biolabor ermöglicht die Durchführung
biowissenschaftlicher Experimente im Rechner.
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AACCTTACTACTGGGGTTTTATGCATGCATGCCCCGGGA
TTGGAATGATGACCCCAAAATACGTACGTACGGGGCCCT



ATGGCCTCGTCAATGCATG
CCGGTGCATGCATGGCCTCGTCAA



ATGCGGTTGCTACGT   ATCGGTGACCA     
ATTCATGCGGTTGC  CGTCGTATCG  GACCACGGTT

TCATGCGG     ACGTCGT TCGGTGACCACGGTT
ATTCATG GGTTGCTAC  CGTATCG   ACCACGG
--------------------------------------
ATTCATGCGGTTGCTACGTCGTATCGGTGACCACGGTT

Sequenzierung

„Mondlandung der Biologie“
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Entschlüsselung des menschlichen Genoms
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Gen
Annotation

ATGCGTGCAAT.............GCACGCATGA

Gen-Datenbank:
TTTATGCGTGTACGTGCAACGTCTTTGTCAATTCCGTTT
GCAATTGAAACCACACATCTCTGTGCGTGACCAGTCATG
TGCATGCATTCGTGTCGATATGCGTGCAATGCGTGCAGC
TGTGTGCAAACACCAAAAGTGTGCATGTGCGGCCCCAAA
ACCCGTGTGCACGTGTGCACGTGCACGTGCACGTGTGCA
ACCTCTCTCTCATCTGCATGTGCACGCATGATCGTGCTG
TGCGTGCATACTGCATGCATGCATGTGTGCGCCAAAAAA
ATGCAGTGCACGTGCACGTGCACGTACGTGGCGTTTGCA

TGACGCA      CACGTG        GGGCGG         CCAAT                 TATA              ATG                                    TGA

Gen
Annotation

ATGCGTGCAAT.............GCACGCATGA

Gen-Datenbank:

Protein -> Pepsin -> Verdauungsenzym

TGACGCA      CACGTG        GGGCGG         CCAAT                 TATA              ATG                                    TGA
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Peter      ATGTGCCACACGGTCATGGGCCCACGTTGGCATACTCTCT
||||||||||||||||||||||||||||||||||||||||
TACACGGTGTGCCAGTACCCGGGTGCAACCGTATGAGAGA

Paul       ATGTGCCACACGGTCATGGCCCCACGTTGGCATACTCTCT
||||||||||||||||||||||||||||||||||||||||
TACACGGTGTGCCAGTACCGGGGTGCAACCGTATGAGAGA
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Single Nucleotide Polymorphism (SNP)

ATTGAT               ATGGAT
|||||| ||||||
TAACTA               TACCTA

0.3-0.6 % SNPs
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Bachelor-Master-Studiengang:

In 6 Semestern zum Bachelor-Abschluß (Bachelor of Science)
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