SUPPLEMENTARY DATA

Borlin M., Miot-Sertier C., Vinsonneau E., Becquet S., Salin F., Bely M., Lucas P., Albertin W., Legras J.-L., & Masneuf-Pomarede I. (2020). OE I |

The “pied de cuve” as an alternative way to manage indigenous fermentation: impact on the fermentative process and Saccharomyces
cerevisiae diversity. OENO One, 54(3), 335-342. https://doi.org/10.20870/0eno-one.2020.54.2.3105

VINE AND WINE
OPEN ACCESS JOURNAL

Figure S1. Fermentation curves of the 4 inoculated barrels with PdC (SB PDC A and B, UgB PDC A and B),
spontaneous fermentation (Spon FA) and X5 inoculated barrel (Inoc ADY).
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Table S1. 33 S. cerevisiae strains from industrial yeast production commonly used in Nouvelle Aquitaine region,

in organic and conventional farming system.

Commercial name Strain Distributor
Actiflore cerevisiae 522D Laffort
Excellence B2 Lamothe Abiet
Lalvin BM 45 Lallemand
Levuline CHP CIvC8130 Oenofrance
Lalvin CY 3079 BourgoBlanc Lallemand
Excellence C1 Val oeno Lamothe Abiet
Zymaflore F10 FZ 182 Laffort
Zymaflore F15 Laffort
Actiflore F33 F33 Laffort
Fermol Arome plus PB2010 Spindal
Fermivin 7013 Littorale
Zymaflore FX10 Laffort
ICV-GRE 138 grenache ICV
K1 Killer non marquée Lallemand
LA.L13 L13 Lamothe Abiet
Rhone L2226 Lallemand
Lallferm bio 10C / Lallemand
Lalvin QA23 QA23 Lallemand
Lalvin 71B 71B Lallemand
Levuline ALS EG8 Oenofrance
Levuline BRG UP 30Y5 Oenofrance
Oenoferm Bio Littorale
Vitilevure KD R2 Martin Vialatte
Zymaflore RX60 rx60 Laffort

SP organic
Uvaferm CEG
Achor vin 13

Vitilevure quartz
Zymaflore VL1
Zymaflore VL3
Zymaflore X16
Zymaflore X5

Zymaflore 011 organiq

CEG - Epernay 2
vin 13

vil
Iv3
x16

x5

Martin Vialatte
Lallemand
Littorale
Martin Vialatte
Laffort
Laffort
Laffort
Laffort
Laffort




SUPPLEMENTARY DATA

Borlin M., Miot-Sertier C., Vinsonneau E., Becquet S., Salin F., Bely M., Lucas P., Albertin W., Legras J.-L., & Masneuf-Pomarede I. (2020).
The “pied de cuve” as an alternative way to manage indigenous fermentation: impact on the fermentative process and Saccharomyces
cerevisiae diversity. OENO One, 54(3), 335-342. https://doi.org/10.20870/0eno-one.2020.54.2.3105

Table S2. Microsatellite loci for Saccharomyces cerevisiae genotyping with, repeated motif, ORF, primer

sequence, fluorescence dye, mix number and concentration used for 8 samples PCR mix preparation for each

marker.
Site Motif and ORF or Primers Fluorescent Multiplex Quantity Authors
name type coordinates dye (nM)
FW: CAGTCTTATTGCCTTGAACGA
ScAAT2 TAA YBLO84c PET 1 100 4
RV: GTCTCCATCCTCCAAACAGCC
FW: TGGGAGGAGGGAAATGGACAG
ScAAT3 TAA YDR160w NED 1 200 1,3
RV: TTCAGTTACCCGCACAATCTA
cs GT VI- FW: TGACACAATAGCAATGGCCTTCA VIC 1 50 5
210250/210414 RV: GCAAGCGACTAGAACAACAATCACA
FW: CTTTTTATTTACGAGCGGGCCAT
c3 CAA YGL139w NED 1 100 5
RV: AAATCTCATGCCTGTGAGGGGTAT
FW: CAGGTCGTTCTAACGTTGGTAAAATG
c8 TAA YGLO14w 6FAM 1 25 5
RV: GCTGTTGCTGTTGGTAGCATTACTGT
c11 T X- FW: TTCCATCATAACCGTCTGGGATT 6EAM 1 50 5
518870/519072 RV: TGCCTTTTTCTTAGATGGGCTTTC
FW: AGATACAGAAGATAAGAACGAAAA
YKRO72c GAC YKRO72c PET 1 50 1,2
RV: TTATTGATGCTTATCTATTATACC
SCAATE TAA IX- FW: TTACCCCTCTGAATGAAAACG PET 1 100 13
C ,
105711/105883 RV: AGGTAGTTTAGGAAGTGAGGC
FW: TACTAACGTCAACACTGCTGCCAA
SCYOR26 TGT YOR267c VIC 1 100 1,4
7c RV: GGATCTACTTGCAGTATACGGG
FW: CAGGACGCTACCGAAGCTCAAAAG
YKL172w GAA YKL172w 6FAM 2 25 2
RV: ACTTTTGGCCAATTTCTCAAGAT
FW: AAAGCGTAAGCAATGGTGTAGATACTT
ScAAT1 TTA X111-86902/87140 VIC 2 100 1,3,4
RV: CAAGCCTCTTCAAGCATGACCTTT
ca TAATAG XV- FW: AGGAGAAAAATGCTGTTTATTCTGACC NED ) 200 5
"
110701/110935 RV: TTTTCCTCCGGGACGTGAAATA
FW: AAGGGTTCGTAAACATATAACTGGCA
Cc9 TAA YOR156¢ NED 2 100 5
RV: TATAAGGGAAAAGAGCACGATGGC
SCAATS TAA XVI- FW: AGCATAATTGGAGGCAGTAAAGCA NED ) 100 5
C
897051/8970210 RV: TCTCCGTCTTTTTTGTACTGCGTG
XVI- FW: GTGGCATCATATCTGTCAATTTTATCAC
C6 CA VIC 2 50 5
485898/485996 RV: CAATCAAGCAAAAGATCGGCCT
FW: AACCCATTGACCTCGTTACTATCGT
YPLOOSc CTT YPLOO9c 6FAM 2 50 1,4
RV: TTCGATGGCTCTGATAACTCCATTC
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