	Report type
	Target entity
	Source text
	Text processing rule
	Results derived

	Pathology reports of surgical specimen
	Morphology
	DIAGNOSIS : ADENOCARCINOMA
	Extract diagnostic names following keywords ‘DIAGNOSIS:’
(E.g. DIAGNOSIS\S*[:]*(.*))
	ADENOCARCINOMA

	
	Topology
	SAMPLE NAME: Colon
	Extract diagnostic names following keywords ‘SAMPLE NAME:’
(E.g. SAMPLE NAME\s*[:]*(.*))
	Colon

	Pathology reports of immunohistochemical study and molecular study
	Summary text
	Summary: No altered expression of p53
	Extract items that exist behind ‘SUMMARY:’ and prior to ‘EXAMINER:’
(E.g. summary\s*[:]*(.*)[ EXAMINER:|Note:])
	No altered expression of p53

	
	Biomarker names and results
	p53   |   Negative
	Extract left entity as biomarker name and right entity as its result value based on Vertical Bar (|)
(E.g. ‘^(.*)\|’ , ‘.*\|(.*)$’)
	p53, 
Negative
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def processReport (self, report):
#extract topographic information from surgical pathology reports
topology = re.search(SPECIMEN\S' [:]:\sx(.*) ', report, re.MULTILINE).group(1)
topology = topology.group(1)

#extract morpology information from surgical pathology reports
morpology = re. search('DIAGNOSTICS\s' [:1#\s*(.%) ", report, re.DOTALL).group(1)
morpology = re.sub(**\s®\d+\)', "', morpology)

#extract sumnary infornation fron Immunochenistry reports
sumnary = re.search(’ summary\sk:#\sx(,*) [EXAMINER\s:%\5|Note\s:#\s]
report, re.DOTALL) .group(1)

#extract Biomarker key, value fron immunochemistry, molecular genetics reports
keyIter = re.finditer(‘\ns*(.*)\|', report, re.MULTILINE)
valueTter = re. finditer('\nx.#\|(.*)$', report, re.MULTILINE)

for r in keyIter:
key = keyIter[r].group(1)
value = valueIter(r].group(1)

return topology, morpology, key, value, summary




