[bookmark: _Hlk69980893]Additional Table 1: Statistical results of gene expression in the liver of ducklings.
The genes are listed according to whether they are differentially expressed (first part of the table, highlighted in dark grey; (Diet p-value (BH) < 0.05)), tend to be differentially expressed (second part of the table, highlighted in light grey; (Diet p-value (BH) < 0.10)) or are not differentially expressed for the maternal diet (white background). The genes which are differentially expressed (Sex P-value (BH) < 0.05) or tend to be differentially expressed (Sex P-value (BH) < 0.1); noted with a delta, ) depending of the sex of the duckling are in bold. For each gene, least square means (LS-Means) and standard deviations (SD) are presented for the two groups of maternal diet (R and C groups), for the two sexes, and for the four subgroups of interest, i.e. males (MR) and females (FR) in the R group and males (MC) and females (FC) in the C group. The corrected P-values with Benjamini-Hochberg procedure of the diet effect, the sex effect and their interaction are presented. The data used were the qqnorm transformed normalized relative expressions.
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Additional Table 2: Description of the 70 targeted genes and the 5 potential reference genes.
The genes targeted in the study are related to one-carbon metabolism, epigenetic mechanisms and cellular stress, or are transcription factors. Genes showing more that 25% of missing data were removed from the study and are highlighted in light grey. The 5 potential reference genes are highlighted in dark grey. Molette and Massimino: unpublished data from Caroline Molette and William Massimino. 
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Additional Figure 1: Correlation matrices of the transcript level of the 22 differential genes and the phenotypic traits in the four subgroups of ducklings.
[image: ]
[bookmark: _GoBack]The correlation matrices were plotted for the four subgroups of ducklings i.e. males (MR; n = 10) and females (FR; n = 8) of the R group, and males (MC; n = 9) and females (FC; n = 8) of the C group. Phenotypic traits are liver weight, percentages of liver lipids and liver dry mater (DM), plasma activities of ALP, ALT and AST, triglyceride and free fatty acid (FFA) concentrations. The color scale indicates the strength of the correlation; blue for a positive correlation and red for a negative one. Only the significant correlations (with a P-value < 0.05) were plotted. For the genes, the imputed but not qqnorm transformed, normalized relative expressions were used and for the phenotypic data the raw values were used.
image1.emf
Gene R group C group Males Females MR FR MC FC Diet Sex Sex*Diet

LsMeans  ± SD LsMeans  ± SD LsMeans  ± SD LsMeans  ± SD LsMeans  ± SD LsMeans  ± SD LsMeans  ± SD LsMeans  ± SD P-value (BH) P-value (BH) P-value (BH)

(n= 18) (n= 17) (n=19) (n=16) (n=10) (n=8) (n=9) (n=8)

ATIC -0.57 ± 0.21 0.51 ± 0.22 0.22 ± 0.20 -0.27 ± 0.23 -0.37 ± 0.27 -0.76 ± 0.32 0.81 ± 0.29 0.22 ± 0.31 < 0.01 0.54 0.95

HDAC9 -0.71 ± 0.26 0.66 ± 0.27 0.13 ± 0.25 -0.18 ± 0.26 -0.28 ± 0.33 -1.15 ± 0.34 0.55 ± 0.34 0.78 ± 0.36 < 0.01 0.77 0.52

EZH2 -0.49 ± 0.20 0.53 ± 0.21 0.00 ± 0.19 0.05 ± 0.21 -0.73 ± 0.27 -0.25 ± 0.30 0.72 ± 0.28 0.35 ± 0.30 < 0.01 0.94 0.58

SHMT1 -0.52 ± 0.21 0.56 ± 0.22 0.10 ± 0.21 -0.06 ± 0.22 -0.34 ± 0.27 -0.71 ± 0.31 0.53 ± 0.31 0.60 ± 0.31 < 0.01 0.94 0.95

HSBP1 -0.52 ± 0.20 0.50 ± 0.21 0.23 ± 0.20 -0.25 ± 0.21 -0.22 ± 0.27 -0.82 ± 0.30 0.69 ± 0.29 0.32 ± 0.30 0.01 0.51 0.95

GART -0.56 ± 0.25 0.53 ± 0.29 0.10 ± 0.25 -0.13 ± 0.26 -0.44 ± 0.31 -0.68 ± 0.33 0.63 ± 0.34 0.42 ± 0.35 0.01 0.93 0.98

AHCYL1 -0.47 ± 0.22 0.48 ± 0.22 0.10 ± 0.21 -0.08 ± 0.23 -0.39 ± 0.29 -0.54 ± 0.32 0.58 ± 0.30 0.38 ± 0.32 0.01 0.94 0.97

CBS -0.53 ± 0.22 0.51 ± 0.24 -0.05 ± 0.22 0.03 ± 0.23 -0.28 ± 0.29 -0.77 ± 0.31 0.19 ± 0.31 0.82 ± 0.32 0.01 0.94 0.52

MSRA -0.44 ± 0.21 0.50 ± 0.21 -0.02 ± 0.20 0.08 ± 0.23 -0.74 ± 0.27 -0.15 ± 0.32 0.71 ± 0.28 0.30 ± 0.32 0.01 0.94 0.52

DNMT3A -0.43 ± 0.22 0.55 ± 0.25 0.26 ± 0.24 -0.14 ± 0.23 -0.26 ± 0.32 -0.60 ± 0.32 0.79 ± 0.36 0.31 ± 0.34 0.02 0.77 0.95

CTH -0.48 ± 0.24 0.46 ± 0.22 0.10 ± 0.22 -0.13 ± 0.24 -0.52 ± 0.30 -0.44 ± 0.37 0.72 ± 0.32 0.19 ± 0.32 0.02 0.94 0.87

FTCD -0.55 ± 0.30 0.52 ± 0.35 0.03 ± 0.29 -0.06 ± 0.30 -0.58 ± 0.34 -0.52 ± 0.36 0.64 ± 0.41 0.39 ± 0.39 0.02 0.94 0.95

GLRX 0.27 ± 0.18 -0.37 ± 0.18 0.52 ± 0.17 -0.63 ± 0.19 0.62 ± 0.23 -0.08 ± 0.26

0.43 ± 0.25

-1.18 ± 0.26 0.07 < 0.01 0.52

ADK -0.42 ± 0.25 0.37 ± 0.28 0.27 ± 0.25 -0.32 ± 0.26 -0.07 ± 0.31 -0.78 ± 0.34 0.61 ± 0.35 0.14 ± 0.35 0.07 0.31 0.95

MTR 0.33 ± 0.22 -0.40 ± 0.22 0.25 ± 0.21 -0.31 ± 0.23 0.57 ± 0.29 0.09 ± 0.33 -0.07 ± 0.31 -0.72 ± 0.33 0.07 0.31 0.95

AHCY -0.40 ± 0.25 0.41 ± 0.29 0.20 ± 0.26 -0.19 ± 0.26 -0.11 ± 0.32 -0.68 ± 0.35 0.51 ± 0.38 0.30 ± 0.36 0.07 0.77 0.95

PLAGL1 -0.37 ± 0.23 0.37 ± 0.23 0.14 ± 0.22 -0.14 ± 0.24 -0.29 ± 0.30 -0.45 ± 0.34 0.58 ± 0.32 0.17 ± 0.34 0.07 0.93 0.95

ESR1 -0.32 ± 0.22 0.37 ± 0.23 -0.05 ± 0.21 0.09 ± 0.23 -0.62 ± 0.30 -0.02 ± 0.33 0.52 ± 0.31 0.21 ± 0.33 0.07 0.94 0.59

MTHFR -0.58 ± 0.34 0.43 ± 0.38 -0.01 ± 0.32 -0.15 ± 0.34 -0.57 ± 0.38 -0.60 ± 0.43 0.54 ± 0.43 0.31 ± 0.43 0.07 0.94 0.95

PRDM2 -0.37 ± 0.24 0.37 ± 0.24 0.00 ± 0.22 0.00 ± 0.25 -0.53 ± 0.30 -0.21 ± 0.36 0.54 ± 0.32 0.21 ± 0.34 0.07 0.95 0.85

WNT11 -0.32 ± 0.23 0.39 ± 0.26 -0.01 ± 0.23 0.08 ± 0.26 -0.56 ± 0.32 -0.09 ± 0.33 0.53 ± 0.33 0.25 ± 0.39 0.08 0.94 0.81

EEF1A1 -0.40 ± 0.30 0.46 ± 0.34 0.00 ± 0.29 0.06 ± 0.31 -0.37 ± 0.37 -0.44 ± 0.40 0.38 ± 0.41 0.55 ± 0.42 0.09 0.94 0.95

BHMT 0.06 ± 0.23 -0.18 ± 0.25 0.56 ± 0.22 -0.67 ± 0.24 0.44 ± 0.28 -0.32 ± 0.32

0.68 ± 0.30

-1.03 ± 0.32 0.70 < 0.01 0.52

BHMT2 0.04 ± 0.26 -0.10 ± 0.29 0.51 ± 0.25 -0.57 ± 0.26 0.36 ± 0.31 -0.27 ± 0.34

0.67 ± 0.35

-0.87 ± 0.36 0.90 < 0.01 0.55

DHFR -0.08 ± 0.17 -0.08 ± 0.18 0.70 ± 0.16 -0.86 ± 0.17 0.57 ± 0.21 -0.73 ± 0.24

0.83 ± 0.23

-0.98 ± 0.24 0.97 < 0.01 0.78

MAT2 -0.31 ± 0.23 0.19 ± 0.25 0.37 ± 0.22 -0.49 ± 0.24 0.39 ± 0.29 -1.00 ± 0.32

0.35 ± 0.31

0.02 ± 0.33 0.30 0.04 0.52

RBBP4

d

0.17 ± 0.20 -0.27 ± 0.20 0.33 ± 0.19 -0.43 ± 0.21 0.91 ± 0.26 -0.56 ± 0.30

-0.25 ± 0.28

-0.29 ± 0.30 0.18

0.06

 

d

0.52

HNF4A

d

-0.12 ± 0.22 0.00 ± 0.23 0.36 ± 0.22 -0.47 ± 0.24 0.54 ± 0.29 -0.78 ± 0.35

0.18 ± 0.32

-0.17 ± 0.32 0.90

0.08 

d

0.58

ADA -0.24 ± 0.25 0.26 ± 0.26 -0.01 ± 0.24 0.03 ± 0.26 -0.39 ± 0.33 -0.09 ± 0.36 0.36 ± 0.35 0.15 ± 0.37 0.30 0.94 0.95

ARHGEF28 -0.29 ± 0.27 0.20 ± 0.31 0.14 ± 0.27 -0.22 ± 0.29 0.04 ± 0.34 -0.62 ± 0.38 0.23 ± 0.38 0.18 ± 0.39 0.39 0.79 0.87

CHDH -0.09 ± 0.36 -0.10 ± 0.42 0.13 ± 0.35 -0.32 ± 0.37 0.18 ± 0.42 -0.36 ± 0.45 0.08 ± 0.48 -0.28 ± 0.49 0.98 0.67 0.95

DICER1 0.19 ± 0.24 -0.22 ± 0.24 0.07 ± 0.23 -0.11 ± 0.25 0.45 ± 0.31 -0.08 ± 0.35 -0.30 ± 0.33 -0.15 ± 0.35 0.37 0.94 0.85

EED -0.09 ± 0.28 0.03 ± 0.32 0.01 ± 0.28 -0.07 ± 0.30 0.12 ± 0.36 -0.29 ± 0.39 -0.09 ± 0.41 0.15 ± 0.41 0.90 0.94 0.87

ELP3 -0.25 ± 0.43 -0.11 ± 0.49 -0.04 ± 0.41 -0.33 ± 0.42 -0.09 ± 0.49 -0.42 ± 0.50 0.01 ± 0.54 -0.23 ± 0.54 0.90 0.93 0.97

ERCC6 -0.32 ± 0.32 0.19 ± 0.37 0.04 ± 0.31 -0.17 ± 0.33 -0.21 ± 0.38 -0.43 ± 0.41 0.29 ± 0.43 0.09 ± 0.44 0.40 0.94 0.98

ERRFI1 -0.49 ± 0.32 0.35 ± 0.39 -0.26 ± 0.31 0.11 ± 0.33 -0.62 ± 0.37 -0.36 ± 0.38 0.11 ± 0.42 0.59 ± 0.44 0.12 0.67 0.95

FOXP2 -0.30 ± 0.39 0.00 ± 0.45 -0.07 ± 0.38 -0.22 ± 0.39 -0.22 ± 0.44 -0.38 ± 0.46 0.07 ± 0.50 -0.07 ± 0.50 0.70 0.94 0.98

GALNT18 -0.39 ± 0.40 0.03 ± 0.46 -0.11 ± 0.39 -0.25 ± 0.39 -0.35 ± 0.44 -0.42 ± 0.46 0.13 ± 0.50 -0.07 ± 0.50 0.56 0.94 0.95

GAMT 0.04 ± 0.36 -0.03 ± 0.42 0.05 ± 0.36 -0.04 ± 0.37 -0.17 ± 0.46 0.24 ± 0.46 0.27 ± 0.50 -0.33 ± 0.50 0.97 0.94 0.75

HDAC1 -0.40 ± 0.42 0.05 ± 0.48 -0.14 ± 0.40 -0.21 ± 0.41 -0.12 ± 0.46 -0.69 ± 0.47 -0.16 ± 0.53 0.26 ± 0.52 0.51 0.94 0.52

HIBCH -0.07 ± 0.47 -0.15 ± 0.54 0.19 ± 0.45 -0.41 ± 0.46 0.18 ± 0.52 -0.32 ± 0.53 0.21 ± 0.59 -0.50 ± 0.58 0.97 0.31 0.95

IL4I1 -0.02 ± 0.31 0.02 ± 0.36 -0.15 ± 0.33 0.15 ± 0.34 -0.12 ± 0.40 0.08 ± 0.48 -0.17 ± 0.53 0.22 ± 0.48 0.97 0.94 0.95

MBD2 -0.04 ± 0.49 -0.07 ± 0.56 0.03 ± 0.47 -0.14 ± 0.47 0.09 ± 0.54 -0.18 ± 0.55 -0.03 ± 0.60 -0.11 ± 0.59 0.98 0.94 0.95

MBD3 -0.32 ± 0.39 -0.06 ± 0.46 -0.14 ± 0.38 -0.24 ± 0.39 -0.13 ± 0.45 -0.52 ± 0.47 -0.15 ± 0.51 0.04 ± 0.51 0.74 0.94 0.88

MMP2 -0.37 ± 0.41 0.11 ± 0.46 -0.25 ± 0.38 -0.01 ± 0.40 -0.56 ± 0.45 -0.18 ± 0.48 0.06 ± 0.51 0.16 ± 0.50 0.51 0.93 0.95

MTHFD1 -0.40 ± 0.33 0.29 ± 0.38 -0.04 ± 0.32 -0.07 ± 0.33 -0.14 ± 0.38 -0.67 ± 0.40 0.05 ± 0.43 0.53 ± 0.43 0.22 0.99 0.52

MTHFD1L -0.18 ± 0.45 0.37 ± 0.52 -0.06 ± 0.43 0.25 ± 0.44 -0.39 ± 0.50 0.02 ± 0.52 0.26 ± 0.56 0.49 ± 0.56 0.49 0.88 0.95

MTHFD2 0.17 ± 0.29 -0.17 ± 0.33 -0.01 ± 0.30 0.01 ± 0.30 0.21 ± 0.38 0.12 ± 0.39 -0.24 ± 0.43 -0.10 ± 0.41 0.59 0.99 0.95

MTRR -0.28 ± 0.37 0.21 ± 0.43 0.02 ± 0.38 -0.08 ± 0.37 -0.15 ± 0.46 -0.41 ± 0.46 0.18 ± 0.52 0.25 ± 0.49 0.49 0.94 0.95

NR3C1 -0.36 ± 0.23 0.32 ± 0.25 0.20 ± 0.23 -0.24 ± 0.25 -0.08 ± 0.31 -0.65 ± 0.34 0.47 ± 0.33 0.16 ± 0.35 0.12 0.67 0.95

NR4A3 0.12 ± 0.32 -0.22 ± 0.36 0.02 ± 0.31 -0.12 ± 0.33 0.12 ± 0.40 0.12 ± 0.41 -0.08 ± 0.42 -0.37 ± 0.45 0.59 0.94 0.95

RAN 0.21 ± 0.26 -0.35 ± 0.29 0.21 ± 0.25 -0.35 ± 0.26 0.77 ± 0.32 -0.36 ± 0.35 -0.35 ± 0.35 -0.35 ± 0.36 0.20 0.31 0.52

RPL14 0.00 ± 0.30 -0.03 ± 0.33 -0.03 ± 0.29 0.01 ± 0.31 0.00 ± 0.37 0.00 ± 0.40 -0.07 ± 0.41 0.01 ± 0.42 0.97 0.95 0.97

SETDB1 -0.05 ± 0.25 0.06 ± 0.25 -0.04 ± 0.24 0.04 ± 0.26 0.04 ± 0.33 -0.14 ± 0.37 -0.11 ± 0.34 0.22 ± 0.37 0.90 0.94 0.95

SIRT1 -0.42 ± 0.36 0.12 ± 0.42 -0.18 ± 0.35 -0.11 ± 0.36 -0.52 ± 0.41 -0.32 ± 0.43 0.15 ± 0.46 0.09 ± 0.46 0.39 0.94 0.95

SOD1 -0.21 ± 0.28 0.19 ± 0.35 0.39 ± 0.29 -0.40 ± 0.30 0.22 ± 0.34 -0.63 ± 0.37 0.55 ± 0.42 -0.16 ± 0.42 0.51 0.14 0.95

TET1 0.10 ± 0.30 -0.18 ± 0.34 0.18 ± 0.29 -0.27 ± 0.31 0.63 ± 0.36 -0.43 ± 0.39 -0.26 ± 0.40 -0.11 ± 0.41 0.59 0.66 0.52

TET2 -0.38 ± 0.30 0.36 ± 0.36 0.06 ± 0.29 -0.08 ± 0.33 -0.49 ± 0.35 -0.27 ± 0.41 0.61 ± 0.42 0.10 ± 0.45 0.14 0.94 0.81

TTF1 0.12 ± 0.42 -0.19 ± 0.49 0.05 ± 0.41 -0.11 ± 0.42 0.23 ± 0.48 0.02 ± 0.50 -0.13 ± 0.54 -0.25 ± 0.54 0.70 0.94 0.97

TYMS -0.19 ± 0.34 -0.05 ± 0.38 0.26 ± 0.33 -0.51 ± 0.34 0.11 ± 0.41 -0.50 ± 0.42 0.41 ± 0.44 -0.52 ± 0.46 0.90 0.15 0.95

UHRF1 0.12 ± 0.35 -0.25 ± 0.40 0.04 ± 0.33 -0.17 ± 0.35 0.58 ± 0.39 -0.34 ± 0.44 -0.50 ± 0.45 -0.01 ± 0.45 0.51 0.94 0.52

XPO5 -0.27 ± 0.23 0.25 ± 0.24 0.12 ± 0.23 -0.14 ± 0.24 0.07 ± 0.31 -0.60 ± 0.35 0.18 ± 0.33 0.32 ± 0.35 0.30 0.93 0.77
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Gene 

symbol Gene Name Species accession number

Forward primer Reverse primer Amplicon length (bp)

Reference

ADA

adenosine deaminase

Anas platyrhynchos XM_021270117.1

AGCATCGACACGGATTACG TCTCGGGTAAGAAGCTGGAC

106 New design

ADK

adenosine kinase

Anas platyrhynchos XM_005015706.2

TCCCTGTGTTGGTGAGTGAT CTGGCTGCGTAATGTCCA

139 New design

AHCY

adenosylhomocysteinase

Anas platyrhynchos XM_005016346.3

CAGATTGAGCTGTGGACGAA CCCATCCTTTGACAAGCCTA 165

Molette and Massimino

AHCYL1

Adenosylhomocysteinase Like 1

Anas platyrhynchos XM_021269226.1 

CCACCTTTGTCCTCTCCATC GGCAACGTACTCGTCCATC

128 New design

ARHGEF28

Rho guanine nucleotide exchange factor 28

Anas platyrhynchos XM_013092121.1

ACCAATGAACTGTGCAAACC CATGGCTCAGACCACTTGTT

133 New design

ATIC

5-Aminoimidazole-4-Carboxamide Ribonucleotide Formyltransferase/IMP Cyclohydrolase

Anas platyrhynchos XM_021273883.1 

GCATCGCTGTCAAATACACC CAGTTGTTGGCCTTGTCG

130 New design

BHMT

betaine--homocysteine S-methyltransferase

Anas platyrhynchos XM_013100082.1 

CCGAGCAATAGCTGAGGAAC AGCCATCTGGCTTTGACATT 197

Molette and Massimino

BHMT2

betaine--homocysteine S-methyltransferase 2

Anas platyrhynchos XM_013100082.1

GAGGAACTGGCTCCTGAAAG GAGGCAGGCTTCAAATTCTC

143 New design

CBS

cystathionine-beta-synthase

Anas platyrhynchos XM_013099547.2

CCTGGAGATAGACCACTTTGC CTTTCTTTCCCGTTCTCTCG

148 New design

CHDH

choline dehydrogenase

Anas platyrhynchos XM_005019060.3 

TGACATTCAGTTCCACTTTCTT AGCCAGCCTACACTTG

117 New design

CTH

cystathionine gamma-lyase

Anas platyrhynchos XM_005019212.2 

TTGCACTGGCTGAGAGTCTG ACCAATGGACAGGCGAATTA 134

Molette and Massimino

DHFR

Dihydrofolate Reductase

Anas platyrhynchos XM_013099024.2 

GGAGAAGCCAATTAATCATCG CTGGACTTCAGCAGGAACAC

137 New design

DICER1

Dicer 1, Ribonuclease III

Anas platyrhynchos XM_013101371.2 

GAATGAAATGCAAGGAATGG TATAAATGGCACCAGCAAGG

125 New design

DNMT3A

DNA Methyltransferase 3 Alpha

Gallus gallus NM_001024832.1

GGAAGACATCCTGTGGTGCA GCAAAGAGGTGGCGGATCA

144 New design

EED

Embryonic Ectoderm Development 

Anas platyrhynchos XM_005029748.3

TCAGGTTGGCAAACTTTACG CCCTGCTAAAACTGGTTTGTC

119 New design

EEF1A1

eukaryotic translation elongation factor 1 alpha 1

Anas platyrhynchos XM_005009711.3

ATTCCTGAAATCCGGAGATG CAACAGCAACCGTCTGTCTC

131 New design

ELP3

elongator acetyltransferase complex subunit 3

Anas platyrhynchos XM_013103752.2

GGAGGTGTTTCCATCGTC TTGGCTATTCTCTCTGCCT

131 New design

ERCC6

ERCC Excision Repair 6, Chromatin Remodeling Factor

Anas platyrhynchos XM_005022189.3 

GGACAGCGAAGAGAAGGAAG ACCAGCACATAATCTGCATTG

138 New design

ERRFI1

ERBB receptor feedback inhibitor 1

Anas platyrhynchos XM_013103946.2

CTTGAATCCATCAGCAGAGC GGGACTTACAGGAGCTGGAC

136 New design

ESR1

estrogen receptor 1

Anas platyrhynchos XM_021275842.1

CTTCTCCTCATCCTCTCTC AGCAAGAGATCGTAGAGTG

103 New design

EZH2

Enhancer Of Zeste 2 Polycomb Repressive Complex 2 Subunit

Anas platyrhynchos XM_013091872.1 

AAAGAGCCATTCAGACTGGTG AGCTGGTGTCAAGGGATTTC

112 New design

FOXP2

Forkhead Box P2

Anas platyrhynchos XM_021279770.1

GCAGTCCATGAAGATCTC ACAGTCTTCATCCTCTGC

138 New design

FTCD

Formimidoyltransferase Cyclodeaminase

Anas platyrhynchos XM_005024742.3

GCCTGCAAATCTGACATCC AGAGCCAAGCCTTGCTTC 

170 New design

GALNT18

polypeptide N-acetylgalactosaminyltransferase 18

Anas platyrhynchos XM_021271061.1

GAGAATGAAGCTTTACTGG CAGTGCATTTCTGTAGGAC

131 New design

GAMT

guanidinoacetate N-methyltransferase

Anas platyrhynchos XM_005023050.3

ACCAAGTACACCGACATC CTTGTGGAAGGAGTAGTACC

147 New design

GART

Phosphoribosylglycinamide Formyltransferase

Anas platyrhynchos XM_021268388.1 

TGCCCACAAATTGGTGTTAG CAGGGTCTCCACTGTGTCAC

140 New design

GLRX

Glutaredoxin

Anas platyrhynchos ENSAPLT00000005611.1

ACCTGCATTGGAGGATTTTC TGAAGATGGGAAGGTCACAG

129 New design

HDAC1

Histone Deacetylase 1

Anas platyrhynchos XM_005020452.3

ACAGTGGAGATGAAGAGG CCTTCATCTTCAGAGTCAG

106 New design

HDAC9

Histone Deacetylase 9

Anas platyrhynchos XM_021269289.1 

AGTACCAGCAACAGATCC GTCTCCATGAAGCTCTTC

108 New design

HIBCH

3-hydroxyisobutyryl-CoA hydrolase

Anas platyrhynchos ENSAPLT00000012759.1 

ATGGTTCTCCTTTCGCC TCAGCCTGTACTCCATCG

138 New design

HNF4A

Hepatocyte Nuclear Factor 4 Alpha 

Anas platyrhynchos XM_005016356.3 

ACACAATGCCTCCTCAGATG ATGGAGCTGGGCTGTTTC 142

New design

HSBP1

heat shock factor binding protein 1

Gallus gallus NM_205290.1

ACTGGAAGGCGAGAACAAGA TCGGTAATTCCAAGGGACTG 112

Pioche et al., 2020

IL4I1

IL4-Induced Protein 1

Anas platyrhynchos XM_005018309.3 

AGCAAACGTGGTCATCGTC TACCAGTCCTGTCCCTCCTC

150 New design

MAT2

methionine adenosyltransferase 2B

Anas platyrhynchos XM_005028927.2 

GCAATTGCAGATGCTTTCAA TGGAGCAGTCTAGCTGAGCA 106

Molette and Massimino

MBD2

Methyl-CpG Binding Domain Protein 2

Anas platyrhynchos XM_005011784.3 

TGGCTCAACACATCTCAACC TGCTTCCTCCAGTTTCTTACG

108 New design

MBD3

Methyl-CpG Binding Domain Protein 3

Anas platyrhynchos XM_005027662.3 

AAACCATCCCAGCAATAAGG AAGGTCCATTGTTTTCACCAG

136 New design

MMP2

matrix metallopeptidase 2

Gallus gallus NM_204420.2

TGGAACTTGCATCCCCTAAA GCAACCCAACCAGTCAGAAT 188

Molette and Massimino

MSRA

methionine sulfoxide reductase A

Anas platyrhynchos XM_021278871.1 

ATGGAAGCTGCCTTGAAATC CTTGCTGAGGTACTGCTGATG

138 New design

MTHFD1

methylenetetrahydrofolate dehydrogenase (NADP+ dependent) 1, methenyltetrahydrofolate cyclohydrolase, formyltetrahydrofolate synthetase

Anas platyrhynchos XM_021274547.1 

AGGTTTTATTCTGCCGATCC AACAGGGTCTTGTAGGAAGTCC

110 New design

MTHFD1L Methylenetetrahydrofolate Dehydrogenase (NADP+ Dependent) 1 Like Anas platyrhynchos XM_005008904.2 

AGGTGTATGGAGCTCAAG CTGATGGGAGATGGATAG

128 New design

MTHFD2

Methylenetetrahydrofolate Dehydrogenase (NADP+ Dependent) 2, Methenyltetrahydrofolate Cyclohydrolase

Anas platyrhynchos XM_021271570.1

GGATAACTAGAGTGCAGGAC GGACTGGAGTGATGTAACTAG

102 New design

MTHFR

methylenetetrahydrofolate reductase (NAD(P)H)

Anas platyrhynchos XM_005021295.3 

CCTGATCTACAACCCAATGC CTCAATCCACAGAGCAAAGG 126

New design

MTR

5-Methyltetrahydrofolate-Homocysteine Methyltransferase

Anas platyrhynchos XM_013103478.2

CCATGTGGAAACTTGCAAAC GCCAACAGCAAAATACTTGG

131 New design

MTRR

5-Methyltetrahydrofolate-Homocysteine Methyltransferase Reductase

Anas platyrhynchos XM_013104490.2

TGTGCAAGATGTCCTTAGGC TACACCATCAGCCATGTGC 

110 New design

NR3C1

nuclear receptor subfamily 3 group C member 1

Anas platyrhynchos XM_005022472.3 

ACGGCTTCAAGTCTCCTACG CTATGGCCTTTCCCAGCTC

143 New design

NR4A3

Nuclear Receptor Subfamily 4 Group A Member 3 

Anas platyrhynchos XM_013107052.2 

CCTTGATATCCCAGCCTTAGCA ACTGCTTGTGATCTTGTTGCA

112 New design

PLAGL1

PLAG1 Like Zinc Finger 1

Anas platyrhynchos ENSAPLT00000007641.1 

AGCTCACAGTCCACACTTACG GTAGCCACACTGGTGAGATTTC

146 New design

PRDM2

PR domain 2

Anas platyrhynchos XM_013101233.2

AGGCTGACTTGGATTCTTCTG GTCTTCGGTCACCATTTGTG

194 New design

RAN

RAN, Member RAS Oncogene Family

Anas platyrhynchos XM_005018075.3 

GCGGCAACAAAGTGGATATTA CAGAGGAAAGGCTTCTCG

130 New design

RBBP4

RB Binding Protein 4, Chromatin Remodeling Factor

Anas platyrhynchos XM_005020425.3

ATTTCTCGTGGAATCCCAAC ACGCTTCCTTCAGGATCTTC

118 New design

RPL14

Ribosomal Protein L14

Anas platyrhynchos XM_021277283.1 

GTCAGAAGTGTGTGCGAC TGCTTTCATAACCTTGTAACGA 140

New design

SETDB1

SET Domain Bifurcated 1

Anas platyrhynchos XM_021277105.1 

AGCCCAAACCTCTTCGTG CTTCTACGCTGCCCACTTC

142 New design

SHMT1

Serine Hydroxymethyltransferase 1 

Anas platyrhynchos XM_021266866.1 

GCCTGCAACAAGAACACTTG CTCGATCCCTCTGTGGATG

144 New design

SIRT1

Sirtuin 1

Anas platyrhynchos XM_005009117.3 

CACCAACGGAGAAAACAAAG TCAGCACCATGGAAAATATAGC

141 New design

SOD1

superoxide dismutase 1, soluble

Anas platyrhynchos XM_021271190.1

TCCGTCATCTCTCTGACTGG ACTTCAGGCACACCATTCAG

179 New design

TET1

Tet Methylcytosine Dioxygenase 1

Anas platyrhynchos XM_013092081.2

GCACCAGAAAATCTGAGCAAC ATGGCATAGAGGTGATCAGAAG

101 New design

TET2

Tet Methylcytosine Dioxygenase 2

Anas platyrhynchos XM_005029696.2 

CCTTGGAGAATGGGTCTAGC GATGTTGCTGCTGCTGTTG

150 New design

TTF1

Transcription Termination Factor 1

Anas platyrhynchos XM_005013248.3 

TCTGAGATGATGTCCCGTTC AGAAACACCTCCTCCACTGC

131 New design

TYMS

thymidylate synthetase

Anas platyrhynchos XM_013094482.1 

AGCCTGGAGAGTTCATACACAC TTTGAGTTTGGGGAAAGGTC

111 New design

UHRF1

Ubiquitin Like With PHD And Ring Finger Domains 1

Anas platyrhynchos XM_005027702.3 

TGTCAGGAGGTTGTGTTTCG AGTTTTTGCCAAGATCGTAGC

130 New design

WNT11

Wnt family member 11

Anas platyrhynchos XM_005024086.3

TACAGAGCTCGCCTGATTTC GTAGGGGTTGTAGCCTCTGC

137 New design

XPO5

Exportin 5

Anas platyrhynchos XM_013096076.2 

TGACAACCCAGAGTCTCAGG ATGCTCAGCCCCTTTCTTAG

112 New design

ALB

Albumin

Anas platyrhynchos NM_001310394.1

ACTGCCCTCCATTTTCCTG TCTGTTGTCCTCGTATTCCTTG 202

New design

DNMT1

DNA Methyltransferase 1

Anas platyrhynchos XM_021279567.1

GAGTGGGATGGCTTCTTCAG ACTGCGTTACCGACCTGTC

188 New design

GCLM

glutamate-cysteine ligase modifier subunit

Anas platyrhynchos XM_005027141.3

GAACCTAGCTTCCTGTTG GATGCTTTCCTGAAGAAC

139 New design

IDO2

indoleamine 2,3-dioxygenase 2

Anas platyrhynchos XM_021278660.1 

CTGGTGTACGAAGGGGTCTC TAGTCCCTCATCCTGTGCAG

146 New design

NOTCH1

Notch 1 

Anas platyrhynchos XM_021274570.1 

CAATGTGAGAGGTCCTGA TGAAGTCGGAGATGACGG

119 New design

NOTCH2

Notch 2

Anas platyrhynchos XM_013106804.2 

GTCAACAACGTGGAAGCAAC CAAAATGGTCCAGCAAGATC

142 New design

PLCG1

phospholipase C gamma 1

Anas platyrhynchos XM_021275325.1 

CCCCTTCGACAAGAGCAC CTCCACCTCCACAAAAGGAC

121 New design

PLCL1 phospholipase C like 1 Anas platyrhynchos XM_005021886.3  ACAAAGGAAGGCTTGAAAGG TCATTCTTGGCGTTCTTCAG 110 New design

GAPDH

Glyceraldehyde-3-phosphate dehydrogenase

Anas platyrhynchos XM_005016745.3

GGTTGTCTCCTGCGACTTCA TCCTTGGATGCCATGTGGAC 164

Chapman et al., 2016

HMBS

Hydroxymethylbilane synthase

Gallus gallus XM_417846

GGTTGAGATGCTCCGTGAGTTT GGCTCTTCTCCCCAATCTTAGAA 153

Staines et al., 2016

NDUFA10

NADH:Ubiquinone Oxidoreductase Subunit A10

Anas platyrhynchos XM_013104392.2

CCTGAAGTTCAACAAGGGGC TCTGGAACGAAGTGAGGGAC 123

Chapman et al., 2016

RPS13

Ribosomal protein S13

Anas platyrhynchos XM_005015078.1

AAGAAAGGCCTGACTCCCTC TGCCAGTAACAAAGCGAACC 82

Chapman et al., 2016

TBP TATA box binding protein Gallus gallus XM_005020207.3 CTTCGTGCCCGAAATGCT GCGCAGTAGTACGTGGTTCTCTT 79 Staines et al., 2016
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