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Big Biodiversity Informatics “players” like 

EOL, ITIS and GBIF need to have access 

to all names of all organisms

… and need set of rules to operate them



Global Names Index

This repository (Global Names Index, GNI, 

http://globalnames.org) is already exist as 

a part of Global Names Architecture 

collaborative project



What taxonomists need

Taxonomists need to from the full lists of 

names the ability to improve checklists 

and taxonomic descriptions at the levels 

of:

– Common Latin misspellings;

– The grammar specified by particular 

nomenclatural Code;

– Analysis of homonyms;

– Compliancy with Code rules



Homonyms

One of the biggest is homonyms problem. 

“True” homonyms are illegal, but still exist, 

especially among names of higher ranks.

There are also hemiohomonyms belong to 

the scopes of different codes:

– Our analysis revealed around 1100 “double-

code” names, and even 22 “triple-code” 

names like Rhodococcus



Homonyms

In addition, there are “alien” names 

originated from different non-taxonomic 

sources but infiltrated to main databases:

– Names of constellations like Corona Borealis;

– Medical names like Ossa metacarpalia;

– Syntaxonomical names, like Glycerietum 

triflorae

and many others…



Ambiregnal names

Where bordes between codes are blurred, 

there is also a problem of names belong to 

several codes

– The most widespread example are protistan 

names: Euglena could be regulated by both 

ICBN and ICZN



Biocode

The biggest problem, however, is the 

absence of unified code along with 

inconsistencies between existing codes

– Five codes: ICBN, ICZN, ICNB, ICVCN, 

ICNCP plus emerging PhyloCode are 

incompatible in many aspects

– … whereas the attempt to bring codes 

together (Biocode) was unsuccessful



The idea

Codes are rule sets, why not to translate 

codes into algorithms and then to software 

tools?

Since every code is constantly changes, 

these tools would stay in versioning 

system which will accommodate all 

changes and proposals for all Codes, 

allowing to retrieve and use any version at 

any moment.



How it could work
Input:

– User will choose one or multiply codes

– Type or upload names, or supply text file 

containing names

Output:

– User will receive the output (Web page or text 

file) with all names commented for the 

compliancy with basic Latin grammar, 

selected code(s) (Beroë is not compatible with 

ICZN but compatible with ICBN), and 

homonymy (based on “warning lists”)



Code and Code

This will not substitute codes but provide a 

common framework for all of them



How it is working now: 

Name Parser



How it is working now: 

NameLink (1)



How it is working now: 

NameLink (2)



Future steps (1)

With the emerging name registration for 

ICZN in ZooBank, these tools could 

become an essential part of registration 

process 



Future steps (2)

The emerging taxonomic editor (NSF 

proposal, in review) will have these tools 

as a module



Future steps (3)
Software tools explaining here will create a 

base ground for further unification of 

names, where

– Resolving of hemiohomonyms, like 

Rhodococcus (z), Rhodococcus (b) and 

Rhodococcus (a) 

and

– Unification of higher-ranked names, like 
5Cycas for “Classis Cycadopsida”, or 6Sagitta

for “Phylum Chaetoghnatha”

are extremely wanted
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