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Overview:(

1.  Use(of(Qualita4ve(and(Quan4ta4ve(beta(diversity(metrics(in(community(

ecology.(

2.  Phylogene4c(diversity((PD)(as(a(metric.((

3.  Example(1(:(Germ(Free(mice(transplant(study(using(UniFrac(metric(and(

its(comparison(with(Euclidean(metric.((Caporaso(et#al.2010)(

4.  Example(2(:(Keyboard(study(–(Subset(study(on(data(for(Varia4on(with(

sampling(depth.(

5.  Example(3(:(Mammalian(gut(and(human(skin(comparison.(Kuczynski(et#

al.(2010.(

6.  Even(sampling(using(the(tutorial(dataset(–(QIIME(command(line(task.(((



Plot(showing(the(no.(of(papers(from(ISI(web(of(science(that(cite(Beta(diversity(

in(their(4tle(including(Greek(alphabet(“β”(diversity(btw.(1973(and(2009.(

Lead(up(from(Whi]aker’s(Taxon(paper(on(the(evolu4on(and(measurement(of(species(

diversity(in(1972.((
Anderson(et(al.2010(



Direc4onal(Species(turnover(in((

Community(structure(along(a(gradient(

Nonbdirec4onal(Varia4on(in(community((

Structure(among(samples(within(a(given(

area((

Anderson(et(al.2010(
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per_library_stats.py(

QIIME(script(for(summarizing(the(number(

of(sequences(in(each(sample,(as(well(as(

some(sta4s4cs(about(the(distribu4on(of(

sequences/sample(

single_rarefac4on.py(

QIIME(script(for(evenly(sampling(an(OTU(

table(to(a(specified(number(of(sequences(

per(sample(


