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BioSun 3.0 : An Integrated Software System
for Aiding Molecular Biology Experiment
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m In this paper, a comprehensive software system for aiding design of molecular
biology experiments, named BioSun, is introduced. BioSun, as a software system
for molecular biology experiments developed by our Lab, offers an easy-to-use
environment and Integrated functions for biologists. By using BioSun to analyze data
and design molecular biology experiments, we can not only accelerate the process of
the related experiments, but also improve their success rate.
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High-Level Expression Design in pPICI Yeckor i ll

—Sequence
TTGTCCAGTTGATGCT TTGGGTAGATGTACTAGAGATTCTTTCGT TAAGGGT TTGTCT TTCGCTAGATCCGGTGGTGATTGG
GGETGAATGCT TTGLTTAAGLGGRLCGLGAAT TAAT TCRECT TAGACAT GACTGTTECTCAGT TCAAGTTGGGCACT TACGAGA
4GACCEGTCT TGLTAGATTLTAAT CAAGAGGATGTC

[~ Evaluatior

E valuation Result:
P-alue iz 0.872

The discriminant result meets the condition of high-level expression of foreign genes

[~ Design

Resultl:
Sequence:

CGAGAAGACCGGTCTTGCTAGATTCTAAT CAAGAGGATGTC
P4 alue iz 0.998

TTGTCCAGTTGATGETTTAGGCCGT TGLACCCGEGAT TCGTTCRT GAAAGGACT CTCGTT TGCCCGATCCGRAGGAGATT
GGEGGERARTRETTOGCRTAA GG GG GAAT TAAT TG CCT TAGACAT GACTGTTCCTCAGTTCAAGTTGRGECACT TA
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