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Figure 3. An example and guide for TLSfinder usage. (A) The input form for the TLSfinder. (B) The interface for checking data submission status. (C) The
interface when waiting for the calculation results of TLS scanning. (D) An interface when showing an identified TLS motif. The colors in red, pink, yellow
and green refer to structure elements of the RNA, namely the ‘Core stem’, ‘D stem’, ‘AC stem’ and ‘T�C stem’, respectively.

ing, users not only can retrieve FT from the mobile macro-
molecular database, but also can find flowering time-related
transcripts such as GI, SVP and GRF3 as mobile molecules
in the FT interaction network (Figure 4). These proteins are
key components in FT-mediated flowering pathways, indi-
cating that our database can reproduce biological meaning-
ful mobile molecular networks and, thus, provides new in-

sights by guiding further studies on signaling functions of
mobile macromolecules.

CONCLUSIONS AND PERSPECTIVES

PlaMoM is the first comprehensive web-based resource al-
lowing searching and retrieving known mobile mRNAs as
well as to detect mobility-related TLS motifs. For model
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Figure 4. A mobile molecular interactive network of FT protein. Dia-
monds represent proteins whose transcripts are mobile, and Circles au-
tonomous proteins respectively.

plants, the database not only enables to easily retrieve in-
formation about mobile RNAs, but also presents the related
interactive molecular network and known mobile orthologs
of these genes. PlaMoM offers interpretable, reusable and
multi-layered information to the user and aims for full cov-
erage of published mobile RNAs and proteins. The im-
provements of sequencing technologies lead to an increas-
ing number of mobile macromolecules identified in dis-
tinct plant species/ecotypes which will be continuously in-
tegrated into this database in the future. Upon identifica-
tion of new mobile macromolecules and improvement of
algorithms for detecting mobile motifs, we will update the
database frequently. We are convinced that the compiled
data in combination with the presented annotations will be
a useful source for further research on mobile plant macro-
molecules. Our PlaMoM platform will assist in identify-
ing novel mobile macromolecules, potential mobility motifs
and may provide a basis for characterizing their potential
function(s) in distant tissues and cells.
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