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Abstract

The diversity of available TE-related methods and resources raises
compatibility concerns and can be overwhelming to researchers and
communicators seeking straightforward guidance or materials. To
address these challenges, we have 1nitiated a new resource, TE Hub, that
provides a space where members of the TE community can collaborate
to document, create, and integrate resources and methods.
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TE Hub consists of

* a website (http://tehub.org) organized with an open wiki framework

* a conversation framework via a Twitter account (@hub te) and a Slack channel (#te-hub) housed i1n the
larger TransposonsWorldwide workspace

* bi-monthly Hub Update video chats on the platform’s development

In addition to serving as a centralized repository and communication platform, TE Hub lays the foundation
for improved integration, standardization, and effectiveness of diverse tools and protocols.
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