Lab practice EO3



Gram Staining: defining diversity based on
structural differences

Procedure

1. Flood the heat-fixed
smear with crystal
violet for 1 min

2. Add iodine solution
for 1 min

3. Decolorize with
alcohol briefly
— about 20 sec

4. Counterstain with
safranin for 1-2 min

Result
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All cells purple
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All cells remain purple
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Gram-positive cells are
purple; gram-negative
cells are colorless
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Gram-positive (G*) cells

are purple; gram-negative
(G") cells are pink to red
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Ribosomal RNAs are

components of ribosomes,

the structures that
synthesize new proteins in
the process of translation

16S ribosomal RNA
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regions V5 and VE; in blue, fragment RS including regions
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Step-by-step technology for evolutionary classification of microbes

DNA
\/l Gene encoding 3. Sequence DNA. Aligned rRNA
\\ ribosomal RNA gene sec\;uences
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BACTERIA ARCHAEA EUKARYA

Macroorganisms

Phylogenetic Tree of Life

LUCA: Last Universal Common Ancestor
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