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Supplementary Material
Supplementary Tables S1-S4 (see separate file for Supplementary Table S5)Table S1. Variant’s effect. Summarized variant’s (SNPs and InDels) effect comparing between P. arabica and U.E.F. All data shown analyzed by the SnpEff program (SnpEff 5.0d version). Only SNPs with DP>20 were analyzed. 
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Table S2. Genotyping quality parameters for the selected SNPs. Data provided by LGC Genomics (LGC Genomics, Germany).
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Table S3. List of highly linked markers, detected by GWAS and QTL mapping, regulating the SPC trait. Markers highly associated with the QTLs are presented according to their method of detection. Grey markers represent markers from chr-0 which were found by the genetic map on chr-7. The QTL boundaries defined by ±1 LOD or by the significance threshold. Marker ID also represents its physical position.   
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[image: ]Table S4. Candidate genes annotation list. Annotation of the genes located in the DNA region underlined by the two QTL’s according to their physical position, after filtering for genes with only non-synonymous variant located in the coding region. The orange rows represent genes from chr-0 that were genetically mapped to Locus 7.
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QTL Gene ID Chromosome Position (bp)Description

Prudu_004391 138,301,438Protein phosphatase 2C family protein

Prudu_004392 138,312,029alpha/beta-Hydrolases superfamily protein

Prudu_004397 138,334,995Outer arm dynein light chain 1 protein

Prudu_004400 138,361,883peptidases

Prudu_004403 138,392,534UDP-glucosyl transferase 85A2

Prudu_004404 138,417,559UDP-glucosyl transferase 85A2

Prudu_004408 138,446,031UDP-glucosyl transferase 85A2

Prudu_004415 138,491,373Class-II DAHP synthetase family protein

Prudu_004416 138,497,457transferases ( transferring glycosyl groups)

Prudu_004444 138,695,641Putative disease resistance TIR-NBS-LRR class protein

Prudu_004452 138,778,771MATE efflux family protein

Prudu_004456 138,826,980Pentatricopeptide repeat-containing protein

Prudu_004457 138,829,424Tetratricopeptide repeat-like superfamily protein

Prudu_004463 138,853,771Homeodomain-like transcriptional regulator

Prudu_004471 138,902,580FH interacting protein 1

Prudu_018743 7 1,441,299phosphatidylinositolglycan synthase family protein

Prudu_018746 7 1,486,403BURP domain-containing protein

Prudu_018760 7 1,640,243Leucine-rich repeat receptor-like protein kinase family protein

Prudu_018765 7 1,691,276transposable element gene

Prudu_018774 7 1,786,237zinc ion binding

Prudu_018777 7 1,861,699Major facilitator superfamily protein

Prudu_018778 7 1,873,924hypothetical protein

Prudu_018781 7 1,908,274hypothetical protein

Prudu_018795 7 2,075,667zinc ion binding

Prudu_018806 7 2,198,976homolog of X-ray repair cross complementing 3

Prudu_018810 7 2,283,474small and basic intrinsic protein 2

Prudu_018815 7 2,359,300Restriction endonuclease 2C type II-like superfamily protein

Prudu_018816 7 2,374,926SU(VAR)3-9 homolog

Prudu_018817 7 2,387,985hypothetical

Prudu_018820 7 2,470,388alpha-L-arabinofuranosidase 1

Prudu_018825 7 2,561,001transposable element gene

Prudu_018832 7 2,656,886cysteine-rich RECEPTOR-like protein kinase 26

Prudu_018834 7 2,669,396hypothetical protein;protein

Prudu_018857 7 2,972,898Subtilisin-like serine endopeptidase family protein

Prudu_018862 7 3,041,435HXXXD-type acyl-transferase family protein

Prudu_018869 7 3,151,517BED zinc finger

Prudu_018881 7 3,413,913hypothetical protein

Prudu_018882 7 3,424,410BURP domain-containing protein

Prudu_018883 7 3,431,279EPIDERMAL PATTERNING FACTOR-like protein 2

Prudu_018891 7 3,465,742HAESA-like 2

Prudu_018895 7 3,511,841hexokinase-like 3

Prudu_018904 7 3,587,067UDP-glucosyltransferase 74F2

Prudu_018907 7 3,610,860UDP-Glycosyltransferase superfamily protein

Prudu_018910 7 3,635,340phosphoenolpyruvate carboxykinase 1

Prudu_018912 7 3,663,238myb family transcription factor

Prudu_018918 7 3,750,133Glycosyl hydrolase family protein

Prudu_018922 7 3,774,085Protein of unknown function

Prudu_018924 7 3,792,676Leucine-rich repeat protein kinase family protein

Prudu_018929 7 3,849,642Concanavalin A-like lectin protein kinase family protein

Prudu_018930 7 3,853,817Concanavalin A-like lectin protein kinase family protein

Prudu_018931 7 3,863,434ABC-2 type transporter family protein

Prudu_018934 7 3,899,076cinnamyl alcohol dehydrogenase 6

Prudu_018936 7 3,937,669Homeodomain-like superfamily protein

Prudu_018939 7 3,965,026hypothetical protein

Prudu_018943 7 4,015,960UDP-glucose 6-dehydrogenase family protein

Prudu_018951 7 4,070,501DNA/RNA helicase protein

Prudu_018957 7 4,172,297lectin protein kinase family protein

Prudu_018969 7 4,275,773MADS-box transcription factor family protein

Prudu_018972 7 4,334,098hypothetical protein

Prudu_018973 7 4,345,554microtubule-associated proteins 70-2

Prudu_018974 7 4,352,521disease resistance family protein / LRR family protein

Prudu_018983 7 4,436,188hypothetical protein

Prudu_75S000300AP020412.1 59,974hypothetical protein

Prudu_75S000800AP020412.1 87,203hypothetical protein

Locus 1

Locus 7
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