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Table S1. Primer sequences and RNA probe lengths for Hox RNA in situ hybridisation
experiments
Probe Primer sequence (59 to 39) Probe length (bp)
Ubx universal FWD GAAATGACGCGGAGACAGAT

REV GGTTTGTCGCACTCCTCTTC
880

Ubx distal FWD CGTGTGTGTGTCCCGATAAT
REV TCCACATTCTCACTGGTTGC

819

abd-A universal FWD CCCACCATCAACCAACTTTC
REV TACTTGCGCAATTGTTTTGC

428

abd-A distal FWD GTTTTACTCCGCCTGGGAAG
REV AATCCCCTTGGCTGAAATCT

403

Abd-B universal FWD AGCTCCGCAAACAAGAAGAC
REV CCCTCCATCGTTTTCACACT

431

Abd-B distal FWD TCCGTACAACACCATTTTCG
REV AAGACATATGCCGAAACAAGA

410

Antp universal FWD CATACACCCGGTACCAGACTC
REV TAGGGTTTATGCTGGGGTGT

770

Antp distal FWD ATCCATTGCATGTTGGTTCA
REV TAGTTTGCCATTCCGTCCTC

756

pre-mir-iab-4 FWD ACGTTGGAAAGCAAACAACC
REV GTCCCTCAAAGTCACCGAAA

888

pre-mir-iab-8 FWD TGACAAGTGCTGGCTAAACG
REV AATTGCCGCTTGTTGAAGTT

757

The table lists each primer according to probe name (left column), indicating whether the expected amplicon will render a
product within the proximal (i.e. short) or distal (i.e. long) 39UTR region of target mRNAs. Primer pairs (middle column) are
indicated as forward (FWD) or reverse (REV). Probes were designed with the aim of generating labelled RNA molecules of the
highest specificity and similar length (right column).


