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Supplemental Figure 1. qRT-PCR quantification of selected starch-related genes show expression patterns consistent with the RNAseq. A) Relative expression of
five starch metabolism genes in durum wheat over endosperm development, measured using qRT-PCR. The relative expression was calculated using the AACt
method, normalised to ATG8d [76] and the average Ct value of the 6 dpa time point measurements. Primers for AGPS1 and SBE2b were obtained from [76] and
were not homeolog-specific. B) Expression patterns of starch metabolism genes in durum wheat, expressed in TPM, from our current study. C) Expression patterns
of starch metabolism genes in hexaploid bread wheat, expressed in FPKM from Gu et al. [22].



TargetP

Chlamydomonas reinhardftii Cre06.g278210.t1.1
Amborella trichopoda evm_27.model. AmTr_v1.0_scaffold00001.187
Populus trichocarpa Potri.015G134700.1
Populus trichocarpa Potri.012G132500.1
Vitis vinifera VIT_216s0022g02320.1
Medicago truncatula Medtr1g102010.2
Arabidopsis thaliana AT5G51820.1 (PGM1)
Zea mays Zm00001d044211_TO001
97 851': Oryza sativa LOC_Os10g11140.1

100

PGM1
94

100

Brachypodium distachyon Bradi3g22930.2

Selaginella moellendorffii 81154
Populus trichocarpa Potri.010G109500.2
Populus trichocarpa Potri.008G132500.3
Medicago truncatula Medtr8g104540.1
Vitis vinifera VIT_201s0011g05370.1
Arabidopsis thaliana AT1G23190.1 (PGM3)
Arabidopsis thaliana AT1G70730.3 (PGM2)
Amborella trichopoda evm_27.model. AmTr_v1.0_scaffold00010.123
Oryza sativa LOC_Os03g50480.1
Zea mays Zm00001d033746_T003
Zea mays Zm00001d036666_T001
Zea mays Zm00001d036664_T001
Zea mays Zm00001d013428_T002
Hordeum vulgare HORVU4Hr1G007620.2
PGM2/3 100 Triticum aestivum TraesCS4B02G047300.1
94! 6 Triticum turgidum TRITD4Bv1G013910.1
Triticum aestivum TraesCS4D02G047300.1
756120, Triticum aestivum TraesCS4A02G267000.1
00! Triticum turgidum TRITD4Av1G192620.2
Brachypodium distachyon Bradi1ig11440.2
Selaginella moellendorffii 269569

72

OO0 v™®wv VTV TV VT UV =T O OOOO=00OS=7797vT7T7OTVO®® VT T TV T

Escherichia coli P36938

0.2

Supplemental Figure 2: Phylogenetic tree of PGM isoforms. Sequences of PGM isoforms were obtained from Phytozome v13 (Goodstein et al., 2012; doi:
10.1093/nar/gkr944). Sequences were aligned using MAFFT (Rozewicki et al., 2019; doi: 10.1093/nar/gkz342) and a maximum likelihood tree was constructed
using RAXML (Stamatakis 2014; doi: 10.1093/bioinformatics/btu033) with 1,000 bootstrap replicates. Bootstrap values greater than 50 are shown next to the node.
Branch lengths represent the number of substitutions per site, indicated by the scale bar. TargetP (Emanuelsson et al., 2007; doi: 10.1038/nprot.2007.131) was
used to predict the subcellular targeting of each isoform, either as plastidial (P), mitochondrial (M), secreted (S) or other (O).



