Table S1. Primer used for cloning and RT-gPCR analysis.

Primer Name Sequence Analysis

CiAct2for 5’-CCAAATCCAGCTCATCAGTCG-3" | RT-gPCR
CiAct2rev 5’-TCTTTCGGCTCCGATGGRGAT-3" | RT-qPCR
CiTub2for 5’-GCACGGCATTGATGTGACC-3’ RT-gPCR
CiTub2rev 5’-GAACAACCTCCCGCCACT-3 RT-gPCR
AtXTH29-3’clonefor | 5>-TGGTATCGTCGTCGCTTTCT-3’ Cloning

AtXTH29-3’clonerev | 5’- GTCCAGTATCTCTAAACCGG-3’ | Cloning

CiXTH29RTfor 5’-TGATAAAGTTGCCAGGAGCG-3’ | RT-gPCR
CiXTH29RTrev 5’-AGGCTTTCCTTCTAGGTTCC-3’ RT-gPCR
CsLEA4for 5’-CGGCTTGGGTATGCTAATGT-3’ RT-gPCR
CsLEA4rev 5’- CGTCAAGGCAAGAAAAATTG -3 | RT-gPCR
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Figure S1. Comparison of CiXTH29 nucleotide (A) and amino acid (B) sequence
with all the other sequences present in BLAST database.
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Figure S2. Comparison of CiLEA4 nucleotide sequence with all the other sequences
present in BLAST database (A). Alignment of CiLEA4 PCR product (query) with

AtLEA4 (Sbjct) (B).
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Figure S3. Bright field images of leaf lamina thin transverse section of 6-week-old

chicory varieties in mock and drought stress conditions.

Scale bar =1 mm.




Table S2. Validation of reference genes in C. intybus. Ct values of the candidate reference
genes CiAct2 and CiTub2 in 6-week-old chicory plants kept for further 10 days with (Mock)
or without watering (Drought). Ct values of the three biological replicates for the six studied
varieties. Means + SD of single independent experiments and Coefficient of Variation (CV)
are reported.
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Figure S4. 2.0% agarose gel showing CiXTH29 amplicon sizes for the different variety. Lane
L: 200bp DNA ladder, CiXTH29 PCR amplimer (~ 100 bp) obtained from Selvatica (lane
1), Zuccherina di Trieste (lane 2), Brindisina (lane 3), Esportazione (lane 4), Rossa Italiana
(lane 5) and Galatina (lane 6) variety cDNA.
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Figure S5. Comparison of CiXTH29 amplimer nucleotide sequence with AtXTH29
nucleotide sequence.



CiXTH29
Mock Drought
2"+ 5D 2%+ 5p
Selvatica 0,00340 = 0,00040 0,0023% 0,00020
Zuccherina 0,00270 £ 0,000040 0,0038 + 0,00070
Brindisina 0,00051 + 0,00009 0,00426 = 0,00037
Esportazione 0,00098 + 0,00060 0,00532 £ 0,00033
Rossa 0,00111 £ 0,00021 0,005322 + 0,00067
Galatina 0,00147 +0,00038 0,00716 = 0,00067

Figure S6. Amplification output values of CiXTH29 mRNAs in mock condition and
after drought stress. The values are expressed as 224 + SD and are considered as
proportional to the amount of MRNA target according to [56].



Mock Drought

245D 2" 45D
Selvatica 0,00390 + 0,00113 0,00450+ 0,00063
Zuccherina 0,00171 + 0,00038 0,00137 + 0,00029
Brindisina 0,00083 + 0,00030 0,00475 + 0,00123
Esportazione 0,00075 + 0,00012 0,00337 + 0,00027
Rossa 0,00047 + 0,00005 0,00199 + 0,00014
Galatina 0,00096 + 0,00015 0,00228 + 0,00017

Figure S7. Amplification output values of CiILEA4 mRNAs in mock condition and
after drought stress. The values are expressed as 229 + SD and are considered as
proportional to the amount of MRNA target according to [56].



