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The lady tasting fea : "Design of Experiments
"

Sir Fischer introduced the Concept of Null hypothesis

ie YFR Vhe "Never proved or established butIs possibly disproved in the Course

出 FFVF of the experimentation
"
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-> Fisher gives her o randomly ordered Cups of tea

Steps
14 milkfirst ,

4d tha first) -> (8) assortmenta = T0

① Calculate frog of each amins and -> Ho : No ability to distinguish

②Global Alignment of pairs ofRandom proteins with 8 Scoring

-> She needs to be first
Correct tea
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Ave alignment it of order matmnglength (time complexity is min) Of the 70
, here it distribution of answers under to

Ang length of local alignment optiom is max Glogn, log m3
O answers Correct : 1/70

Phase Transition 1 Success : there area correct
.

Cups (for tea first) to guess

O(N) --> 0 (l0g m) ) *& places to put the 3 Wrong Cupt

19 () :·2
2 Success : 193(9) : 34

Kaulin & Artshul Statistic : 5 atioms

3 success : (9)(i) : 16

① positive score in matrix (min. 1)

② ExpectedScore is negative & Successes : \
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at this level , we

-> pulling from overall dist . of Amino Acidx

accept the H,

③ Letters independently , identically distributed

(Proteins are Random Sequence of Amino stcids)

&Sequences infinitely long

Intrition⑧ No gapz
->Karlin NOT a scoring scheme
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take ungapped a lignment asks for likelihood given pure chable
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-> E= number of alignments as good
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in sequence lengths min = Amne

-> Sig = log(r) logoratio : i
-> compute
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the max scoring segments -> I is scaling
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