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CORRECTION

Correction: In silico guided structural and
functional analysis of genes with potential
involvement in resistance to coffee leaf rust: A
functional marker based approach

The PLOS ONE Staff

Fig 2 is incorrect and there is an error in its figure legend. The authors have provided corrected
versions here.
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Name Accession Description Interval E-value
[+ NB-ARC super family ~ cl26397 NB-ARC domain; 192413 1.19%e-31
HRx N pfam18052  Rx N-terminal domain; This entry represents the N-terminal domain found in many plant ... 1096 3.05-14
[#+] PLN0O113 super family ~ cl33413 leucine-rich repeat receptor-like protein kinase; Provisional 507-655 1.10e-06
[+ PLN03210 super family  c33662 Resistant to P. syringae 6; Provisional 880-1117 3.18e-03
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Name Accession Description Interval E-value
[#] NB-ARC super family ~ ¢l26397 NB-ARC domain; 192-382  8.86e-29
#HRx N pfam18052  Rx N-terminal domain; This entry represents the N-terminal domain found in many plant ... 1096 2.59%-13
[#] PLN03210 super family ~ cl33662 Resistant to P. syringae 6; Provisional 877-1082 1.12e-06
[#] PLN00113 super family  cl33413 leucine-rich repeat receptor-like protein kinase; Provisional 512612 1.34e-05
#H LRR C0G4886  Leucine-rich repeat (LRR) protein [Transcription]; 439645 1.46e-05

Fig 2. Comparison of conserved domains and motif architecture in genes 5 and 11. Different numbers of domain
hits and variations in the domain length were detected and compared in both genes. Red bar (s) on the left side was
(were) used to spot domain (s) exclusive to each gene while those on the right side were used to show the variation in
the interval (number) of the amino acids constituting the respective domain and the polymorphisms in the size of the
domains. Conserved domains were detected using NCBI Conserved Domain Database (https://www.ncbi.nlm.nih.gov/
Structure/cdd/wrpsb.cgi). Graphical summary was set to standard view. https://doi.org/10.1371/journal.pone.0222747.
g002.
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