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Table S1. The 12 deduced protein sequences of clementine (C. clementina), retrieved from Phytozome 
v10 database for producing significant alignments vs. C. roseus TDC protein of 500 aa residues, are 
reported with source parameters. 

Sequence Code Score 
(Bits) E Value Identity Length Phytozome Annotation 

Ciclev10014992m 702.6 0 68.0% 499 Tyrosine decarboxylase 
Ciclev10018100m 601.3 0 55.4% 506 Tyrosine decarboxylase 
Ciclev10000723m 595.9 0 56.2% 567 Tyrosine decarboxylase 
Ciclev10033968m 590.5 0 56.6% 501 Tyrosine decarboxylase 
Ciclev10031252m 578.9 0 55.1% 517 Tyrosine decarboxylase 

Ciclev10018301m 567.0 0 53.2% 519 
Aromatic amino acid 

decarboxylase (PANTHER) 

Ciclev10025359m 548.1 0 53.3% 523 
Aromatic amino acid 

decarboxylase (PANTHER) 

Ciclev10025447m 508.4 8.8 × 10−176 50.8% 498 
Aromatic amino acid 

decarboxylase (PANTHER) 
Ciclev10020518m 439.1 3.5 × 10−150 53.2% 391 Tyrosine decarboxylase 

Ciclev10025789m 424.1 2.3 × 10−144 51.0% 395 
Aromatic amino acid 

decarboxylase (PANTHER) 

Ciclev10027405m 395.2 1.9 × 10−132 48.7% 432 
Aromatic amino acid 

decarboxylase (PANTHER) 

Ciclev10031566m 1 35.4 8.8 × 10−2 25.3% 438 
Sphingosine phosphate lyase 

(PANTHER) 
1 The BLAST parameters for this sequence suggest to consider it not significant. 

Table S2. The 11 deduced protein sequences of sweet orange (C. sinensis), retrieved from Phytozome 
v10 database and producing significant alignments vs. C. roseus TDC protein of 500 aa residues, are 
reported with source parameters. 

Sequence Code 
Score 
(Bits) E Value Identity Length Phytozome Annotation 

orange1.1g010842m 703.4 0 68.0% 499 
Aromatic amino acid 

decarboxylase (PANTHER) 

orange1.1g038818m 595.1 0 56.7% 486 
Aromatic amino acid 

decarboxylase (PANTHER) 

orange1.1g010125m 578.9 0 55.1% 517 
Aromatic amino acid 

decarboxylase (PANTHER) 

orange1.1g048643m 570.1 0 55.4% 506 
Aromatic amino acid 

decarboxylase (PANTHER) 

orange1.1g037144m 562.8 0 54.7% 502 
Aromatic amino acid 

decarboxylase (PANTHER) 
orange1.1g041829m 545.0 0 53.5% 486 Tyrosine decarboxylase 

orange1.1g048019m 397.1 3.9 × 10−134 56.3% 355 
Aromatic amino acid 

decarboxylase (PANTHER) 

orange1.1g046506m 329.7 1.4 × 10−108 51.1% 310 
Aromatic amino acid 

decarboxylase (PANTHER) 
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orange1.1g048438m 258.8 3.6 × 10−82 50.0% 239 
Aromatic amino acid 

decarboxylase (PANTHER) 

orange1.1g036996m 231.5 6 × 10−72 58.5% 214 
Aromatic amino acid 

decarboxylase (PANTHER) 

orange1.1g041549m 194.9 6.0 × 10−58 44.1% 218 
Aromatic amino acid 

decarboxylase (PANTHER) 

 
Figure S1. Workflow for TDC annotation in Citrus based on genomic screening and bioinformatics 
approach. In grey it is reported what is the result of the previous action and the input for the following 
one. pAADC (putative Aromatic L-Amino Acid Decarboxylases). 
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Figure S2. Multiple sequence alignment for representative plant TDC enzymes. Residues identical or 
similar in at least 80% of the aligned sequences are shaded in black or grey, respectively; gaps 
introduced are represented by dashes. C. annuum TDC2 sequence is indicated in red color to evidence 
its divergence respect to remaining TDC. 
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Figure S3. Multiple sequence alignment for representative plant TYDC enzymes. Residues identical 
or similar in at least 80% of the aligned sequences are shaded in black or grey, respectively; gaps 
introduced are represented by dashes. 
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Figure S4. Multiple sequence alignment for Citrus sequences retrieved in this work. Residues identical 
or similar in at least 80% of the aligned sequences are shaded in black or grey, respectively; gaps 
introduced are represented by dashes. 
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Figure S5. Multiple sequence alignment for representative plant TDC and TYDC enzymes with the 
two Citrus sequences retrieved in this work. Residues identical or similar in at least 80% of the aligned 
sequences are shaded in black or grey, respectively; gaps introduced are represented by dashes. 


