


TABLE S7: NAME, SEQUENCE, AND PURPOSE OF OLIGONUCLEOTIDE PRIMERS USED IN THIS STUDY

Primer name Sequence (5’ to 3’) Purpose
Xrp Del FW1 GCGCAGTTTCTTCCAGCGAC
Xrp Del FW2 TCAAGGCCAATCGCAAAGTG Verfication of Xrpl&irs
Xrp Del REV1 CGGCGCAACAAGTTAGAAGG
Xrp Del REV2 ACACCTCTTAACGCTGCAAC
CG14291 Del FW1 | GTGCGTCCAGATTGGGAGTTTG
CG14291 Del FW2 | CCGAGGTGAAGGCGTTGTTG o
CG42613 Del REVI | TGTACTTCGGAGCCCGTTCG Verification of Df(3R)Xrp17L=
CG42613 Del REV2 | TTATACTCCTCGTCGGCAAC

Xrpl Long Eagl FW

GCTACGGCCGATGATCCAGGAGCCAGC

Generation of Xrp1-°"9

Xrpl short Notl FW

GCTAGCGGCCGCATGTTTGCCGAGGAGGATC

Generation of Xrp1Short

Xrpl Xhol REV

GCTACTCGAGTCAGTCCTGCTCCTGCTTA

Generation of Xrp1-°"9 and Xrp1Short

caz FW CAACGACATGATCACCCAGG Quantitation of caz MRNA
caz REV CATTGGTGTCGTCGTAGGTG
Xrpl Sh Junc FW1 ATGATCGGTTCGAGGCTCC

Xrpl Sh Junc REV1

ATCCTCTACGATGTCTGCATGG

Quantitation of total Xrp1 mRNA

Xrpl Long FW

TTGAAGAGATAGACGTTCCGGTG

Xrpl Long REV

AGATCCTCCTCGGCAAACATG

Quantitation of Xrpl Long mRNA

rp49 FW CCAGTCGGATCGATATGCTAA L

(p49 REV ACCGTTGGGGTTGGTGAG Quantitation of rp49 control MRNA

e STecoeomeTosy Quantaton of T convol N

xol LHA FW AGTCAAGCTTCAAAACGTCGTGAGACAGTTTGAACAGCTGTT | Amplification of left homology arm for
P — GCAACGTGTGG Xrpl gene targeting

Xrpl LHA REV AGTCGAATTCAGTATTGTTACTAACTGACTCAACTGCGAGC

Xrpl RHA _FW AGTCGAATTCCGTAGCCATAGAATAGAAATTGCGGAGC Amplification of right homology arm for

Xrpl_RHA_Rev

AGTCGGTACCATTACCCTGTTATCCCTAGCAGCAGGCGTAAA
TGTAATCCTTGC

Xrpl gene targeting



















Figure S5. Heterozygosity for Xrp1 mitigates gene expression dysregulation in cazmutant CNS. (A) Principal component analysis plot for all samples
included in the RNA-seq analysis (red dots, caz*%; purple dots, Df(3R)Xrp17“s/+; green dots, caz"%; Df(3R)Xrp1/+; blue dots, w). The principal component
analysis procedure performs an orthogonal transformation on the data to convert the observed gene expression values in each sample into a set of values of
variables linearly uncorrelated known as principal components (PCs). This transformation is defined so that the first principal component explains the largest
possible variance. The plot displays the distribution of the samples according to the first two principal components, which overall explain 58% of the variance
found in the data. The percentage of variance explained by the rest of principal components is displayed as a cumulative bar plot underneath the principal
component analysis plot. (B) Unsupervised hierarchical clustering of all RNA-seq samples. Entries in the matrix are color-coded according to the Manhattan
distance between samples. The dendrograms in the margins represent linkage distance between clusters. (C) Distribution of RPKM values for caz (left) and
Xprl (right) across all samples. RPKM values for each replicate are represented as solid dots. Horizontal lines indicate the mean value for each condition. (D)
Top 10 enriched GO terms (Molecular Function ontology) in the caz"C versus w8 comparison for the set of up-regulated (red) and down-regulated genes
(blue). (E) Correlation analysis of the log, fold change values obtained from the RNA-seq analysis and qPCR-derived AACt values for a panel of 19 genes. Each
plot displays the regression line (solid blue), 95% confidence interval (gray shadow), and R? values. Error bars indicate SEM.
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Table S1is a separate PDF showing human homologs of Xrp1.

Table S2 is a separate Excel file showing Xrp1'°"¢-interacting proteins ranked according to fold enrichment.
Table S3 is a separate Excel file showing Xrp1°h°'t-interacting proteins ranked according to fold enrichment.
Table S4 is a separate Excel file showing Caz-interacting proteins ranked according to fold enrichment.
Table S5 is a separate Excel file showing a list of RNA-seq results for each gene from the DESeq2 analysis.

Table S6 is a separate PDF showing human genes encoding AT-hook proteins, including gene name, Ensemble Gene ID, Ensemble
Protein ID, and chromosomal location.

Table S7 is a separate PDF showing name, sequence, and purpose of oligonucleotide primers used in this study.

Mallik et al. Journal of Cell Biology S25
Xrpl mediates caz mutant phenotypes https://doi.org/10.1083/jcb.201802151



