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Computer Science!
for Solving Problems

ODirections from California Academy of
Sciences to Ferry Building?O

; model
¥ Recurring problem E]
- ? ¥ asimplibed description, especiall
¥ Should have a OformulaO or mathematical one, of a system o

process, to assist calculations ang

general scheme =5
predictions

[E]

¥ Need formal model!

New Oxford American Dictionary



A Model for the!
Directions Problem


























































long fib( int n){ !

if (n== 0){ !
return  0O; !
} else if (n== 1){ !
return 1;!
} else {!
return  fib(n - 1) + fib(n - 2); !

}o
}





















dynamic



























“












-> > -



2N



2N









2NN
Vb






NBYynt TOND JI 85




NBYynt TOND JI 85



PATIENT INFORMATION ABOUT TEST

PATIENT NAME GENDER RECORD ID DATE OF BIRTH
ACCESSION NO. SPECIMEN TYPE SAMPLE COLLECTION SITE
TUMOR PERCENTAGE HISTOPATHOLOGICAL DIAGNOSIS AND STAGE

ORDERING PHYSICIAN INFORMATION

PHYSICIAN NAME DATE TEST ORDERED CONSULTING PATHOLOGIST

TIME SPECIMEN COLLECTED TIME REPORT ISSUED

REPORT OVERVIEW































Alignment gen(

Genomic!
annoti

[ Annotation

module AlignmentAndVariantCalling {
in reference : FASTAFile
in fragments : FASTQFile

out annotations : List<AnnotatedVariant> = ga.annotations

al = Alignment(reference = reference , fragments = fragments )
vc = VariantCalling(genome = al .genome)

ga = GenomicAnnotation(variants = vC .variants)





















