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Content Model Parameter

Rationale

1. ICD Concept Title

1. Needed for human understandable title label for any concept
2. Useful for translators

3. Possible use of Fully Specified Name ( if agreed 4.4)

1.1. Fully Specified Name

1.To indicate the most concise title name that will completely represent the
entity as a stand-alone term

2. This will be useful to link to SNOMED  FSN Set

2. Classification Properties

2.1, Parents 1. to generate the linearizations: Hierarchical relations will be built
accordingly
2. Useful for Navigational purposes
3. Comparison with other ontologies /hierarchies: e.g. SNOMED CT

2.1.0 Current ICD-10 code 1. Linkage to existing ICD-10

(read-only field for unchanged 2. Legacy linearization prototype
categories) 3. Helpful Identify the new ICD entries with a new code
2.2 Type 1. To identify the nature of the entity — the type of the classification unit

e Disease

e  Disorder/Syndrome
e Sign/ Symptom

e  External Cause

e Injury

. Reason for Encounter

2. To precisely identify the shared characteristics in terms of definitions.
This will have implication for indicating the chapter as well as naming

convention




2.3. Use and Linearization(s) 1. To identify what level of granularity of linearization will be applied with
inclusion, exclusion and residual codes.
- Clinical
- primary care (simple categorizations — fewer number)
- specialty adaptations  (referring to common medical services)
- Research { more detailed equivalent to foundation component)
2. To align with use cases to identify the purpose of the linearization: e.g.
Mortality 1- main tabular list; 3 alternative views,
Morbidity 1 common list, alternatives { e.g. DRG, Admission, Discharge,
Event)
3. To allows also the Specialty Adaptations with implied inclusion, exclusion
and residual codes.
2.3.1. Linearization Parent
3.  Textual Definition(s) 1. Key description and guidance on what the meaning of the entity/category is,
in natural language
2. Useful for translation
a. Concise definition for printing
b. Detailed definition for online viewing
4, Terms
4.1. Base Index Terms To indicate the index entries which enable coders to search for the right code
These include the 4.1.1  Synonyms and 4.1.2 children.
4.1.1, Synonyms To indicate similar terms that are commonly used for the same entity — to
enable coders and transiators to specify the term
4.1.2, Narrower Terms To indicate the terms which are different from the synonyms. In the final
(to become > Children in the | instance, these should be children.
future)
4.2. Inclusion Terms To understand conceptual space of the entity through a subset of index terms
which provide convenient examples
4.3. Exclusions To understand the boundaries of the conceptual space of the entity thorough

convenient examples of other entities.

Exclusion 1: elsewhere classified




Exclusion 2: residual category

Exclusion 3: not included here

5. Body Structure Description
5.1.  Body System(s) To identify the physiological grouping of the entities (which physiological
system does this entity belong to?)
5.2.  Body Part(s) [Anatomical Site(s)] To identify the anatomic grouping of the entities (which anatomic grouping set
does this entity belong to?)
5.3. Histopathology To identify the cellular type or morphological appearance of the entity (usually
used for tumors, skin lesions, etc)
6. Manifestation Properties
6.1. Signs & Symptoms 1. To enable the functional description of the disease or disorders as they are
seen constellation of certain sets of signs and symptoms.
2. This will be useful to link to SNOMED and other terminologies through codes.
3. This will be useful to express Diagnostic Criteria (13 below) digitally, as
necessary.
6.2. Investigation findings To enlist laboratory, imaging and other type of established diagnostic
interventions
7. Causal Properties
7.1. Etiology Type To indicate the basic grouping causal factors underpinning the entity to group
- Infectious
- Nutritional
- Physical forces
- Chemical substances
- Neoplastic
- Vascular
{ This does not apply to Chapter 20 External Causes}
7.2. CP-Agents To enlist the detailed agents: microbiological, physical, chemical, etc. to
enable different sorting of the causal agents
{ This does not apply to Chapter 20 External Causes}
7.3.  CP- Causal Mechanisms To enlist the mechanism by which an agent causes disorder or disease
{ This does not apply to Chapter 20 External Causes}
7.4. Genomic Linkages 1. To enlist the genes (and genetic mechanisms) to see whether a specific class

should be assigned to a specified term

2. To seek similarities in grouping similar disease/disorders




7.5. Risk Factors

To enlist factors that have increased associations with the occurrence of a
condition.  Their association may be grouped to concur with WHO

Comparative Risk Assessment framework.

8.  Temporal Properties

8.1. Age of Occurrence & Occurrence | To identify the Pediatric, Adult or Geriatric Specialty Adaptation
Frequency
8.2. Development Course/Stage { when a FSN uses a temporal qualifier} To bring operational definitions to

loosely used terms as temporal qualifiers (acute, subacute, chronic;

immediate-onset, late-onset etc)

9. Severity of Subtypes Properties

Option 1: No Severity sub-classification

DEFAULT

Option 2: If the classification entity
employs terms MILD, MODERATE, SEVERE

for the disease name.

{ when a FSN uses a severity qualifier} To bring operational definitions to

loosely used terms as severity qualifiers ( i.e.: mild, moderate, severe )

Option 3: Custom scale — if the category
name, employs the severity or staging

terms.

To capture existing severity scales that are commonly used with the ICD

entities/categories (e.g. TNM for Neoplasms).

10. Functioning Properties

10.1. Impact on  Activities and | 1.To identify functional properties associated with the ICD entities
Participation 2.To differentiate from severity criteria, when necessary
10.1.1. Understanding Ditto

10.1.2. Communication Ditto

10.1.3. Mobility Ditto

10.1.4. Self-care Ditto

10.1.5. Interpersonal Relations Ditto

10.1.6. Life  Activities (Household, Ditto

School, Work & Economic Life, Life

Management)

10.1.7. Sccial Participation Ditto

10.1.8. Children and Youth Ditto

10.2. Contextual factors

To link mainly Chapter Z codes to ICF contextual factors, as necessary

10.3. Body functions

To link signs — symptoms and other features with ICF body functions as

necessary

10




11. Specific Condition Properties

11.1 Gender

To identify gender related categories for validity checking of codes ( e.g. women

cannot have prostate cancer, men cannot be pregnant...)

11.2. Life-Cycle Properties

To identify certain ICD categories related to pregnancy, delivery, abortion etc.

12. Treatment Properties

1. To identify treatment related diagnostic labeling ( e.g. Insulin-resistant
diabetes)

2. To identify linkage to WHO treatment guidelines, ICHI, ICTM etc (e.g.
Hypertension}

3. To identify use in Primary Care Version to link Diagnostic Modules with
Management Modules { e.g. PC version, Map of Medicine)

4. To complete the Reasons for Encounter entities

13. Diagnostic Criteria

1. To enable the compilation of the core diagnostic information necessary and
sufficient to describe a category
2. To enable the digital representation of the diagnostic algorithms /

aggregation logic using SNOMED- CT and other elements as appropriate

14. External Causes

To enable the coding of the External Causes and enable identification distinct
components such as:

EC- Agents (object - substance)

EC- Mechanism

EC- Intent

EC - Place

EC- Activity

EC - Substance use

(3% 1 Content Model with Rationale — WHO-TAG HIM 2010 8 A 27 HRL L ¥)
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| ICD11 Content model

| GSVML

5. Body Structure Description

Striking_body_area(Disease_epidemiology M)

6. Manifestation Properties

6.1 Signs & Symptoms

Symptoms GEMTEEAY)

6.2 Investigation findings

GHHIEEAY)
Pathological_findings GEMITERAEY)

Laboratory_findings,

7. Causal Properties

7.1 Etiology Type

Etiology_description

7.2 CP-Agents

Etiology_description

7.3 CP-Causal Mechanisms

Etiology_description. Etiology_condition

7.4 Genomic Linkages

Variation_data

7.5 Risk Factors

Etiology_condition, Family_history

8. Temporal Properties

8.1 Age of Occurrence & Frequency

Diagnostic_differential

8.2 Development Course / Stage

Diagnostic_differential

9. Severity of Subtypes Properties

Diagnostic_differential,
Pathological_findings_expression_probability,

Symptom_expression_probability,

10. Functioning Properties

10.1 Impact on Activities and

Participation

Symptoms_description

10.2 Contextual factors

Symptoms_condition

10.3 Body functions

Symptoms_description

11. Specific Condition Properties

11.1 Gender

Gender

(Disease_epidemilogy > Differences )

11.2 Life-Cycle Properties

Striking_age (Disease_epidemiology P39)

12. Treatment Properties

Therapy GEHITEBAH V)

13. Diagnostic Criteria

Diagnostic_criteria GEHERAEY)

14. External Causes

None (#—7%'v h& L TR

(3% 2: ICD11 Content model 7* 5 R.7- GSVML @ B 5k H9 BBAFHEER 45 DO %)
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g Attribute Permissible Values (Category
Finding Site Anatomical structure, Acquired body structure
Associated Morphology Morphologically abnormal structure
Associated With: Clinical finding, Physical object, Procedure,
Physical force, Event,
Pharmaceutical/biologic product,
Organism, SNOMED-CT concept, Substance
-CausativeAgent Organism, Physical force, Substance,
Pharmaceutical/biologic product, = Physical object,
SNOMED-CT concept
-DueTo Clinical finding, Event
-After Clinical finding,  Procedure
Severity Severities
Clinical Course Courses
Episodicity Episodicities
Interprets Observable entity, Evaluation procedure,
Laboratory procedure
Has Interpretation Findings values, Result comments
Pathological Process Autoimmune
Has Definitional Clinical finding
Manifestation
Occurrence Period of Iife
Finding Method Procedure
Finding Informer Performer of method (person), Subject of record (person),

Provider of history other than subject (person),

Subject of record or other provider of history (person)

(% 3: SNOMED-CT (2351} 2 BB HRLBE 7 1)
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GSVML Disease_description |

SNOMED-CT RBM&HRREF L

Name % Description_table |ZH#l&3R50 7~ /L F 1
Synonym % Description_table (2K iE T ~</VF D

Definition_concept

Is-A

Classification

(inverse)Is-A

Etiology

-Etiology_description

Associated_with::Causative_agent
Associated_with::Due_to

Associated_with::After

-Etiology_condition

Associated_with (L3303 DGk Ek)

-Etiology_expression_probability

None
(K _EF2 3 >D#45 L Associated_with DX
AIZE > TREASNTWARBEELHD)

Laboratory_findings

-Laboratory_finding_type

Finding method

-Laboratory_findings_description

Associated_morphology,
Has_definitional_manifestation,

Has_interpretation, Interprets

-Laboratory_findings_condition

Finding_method, Finding_informer

-Laboratory_findings_expression_

probability

None

Pathological_finidngs

-Pathological_findings_description

Associated_morphology,
Pathological_process,
Has_definitional_manifestation,

Has_intepretation, Interprets

-Pathological_findings_condition

Finding_method, Finding_informer

-Pathological_findings_expression_

probability

Severity

Symptoms

-Symptoms_description

Has_definitional_manifestation,

Finding_site, Associated_with, Severity

-Symptoms_condition

Associated_with

-Symptoms_expression_probability

Severity

Diagnostic_criteria

14




-Diagnostic_standard

None

-Diagnostic_modify

None

-Diagnostic_differential

Occurrence, Clinical_course

Therapy
-Conservative Associated_with
-Pharmaceutical None
-Responder_side_effects_ None
Description
-Responder_side_effects_causer None
-Responder_side_effects_condition | None
-Responder_side_effects_express_ | None
probability
-Physical None
-Surgery Associated_with
-Radiation Associated_with
Complication

-Complication_description

Associated_with, Associated_with::After

-Complication_condition

Associated_with

-Complication_expression_probability | None
Prophylaxes

-Prophylaxes_description None

-Prophylaxes_condition None

-Prophylaxes_expression_probability None

(3% 4: GSVML Disease_Description %5 72 SNOMED-CT & B4R T T /L OxtiE)
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GSVMLroot - Variation_data
- Variation_type
- Location
- Variation_att
- ... ete.
- Direct_annotation
- Whole_genome_sequence
- Mendelian_segregate
- Homozygote_detect
- Somatic_mutation
- Experiment_analysis
- Epidemiology
.. ete.
- Indirect_annotation
- Personal_info
- Phenotype
- Omics_annotation
- Environmental_condition

- Clinical_annotation

(X 1: GSVML &Efi#EE (1S025720 GSVML & v —EhikEL)
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m———n emememe——— ,

¢ iysublective findings (i cymp ai M 3.1-2
: Ve L i

(3 2: Clinical_annotation (ISO25720 GSVML X 9))
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- Fetioloey_expression probabill..

(X 8: Disease_description (IS025720 GSVML X v))
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