Table S1: Sequences of oligonucleotides used in this study. Restriction sites are underlined. Where two restriction sites are present, the second is double underlined. RE,
restriction endonuclease; UTR, untranslated region; ecDHFR-DD, E. coli dihydrofolate reductase destabilization domain; yDHOD, yeast dihydroorotate dehydrogenase; HA,
hemagglutinin epitope tag; PfAPP, P. falciparum aminopeptidase P; HSP, heat shock protein.

Name  Oligonucleotide Sequence (5’ to 3°) RE site Purpose

334  GCACGCTCGAGAGTGGGAAATTGGAAGATATTGG Xhol .

335  GCACGCCTAGGTATAACTGTTGACTTATGTAGTTCAC Avrll PCR: PfVps29 bases 4 to 582

352 GCACGCTCGAGATACCAATTTATTAACAGTAGCTAGC Xhol .

353 GCACGCCTAGGTGATCTCAATATGGATGTATCTATATTAATTTTCTG Avrll PCR: PfVps35 bases 2444 to 3150

428  GCACGCTCGAGCTATATCAAAAGATC Xhol .

49  GCACGCCTAGGACCCATTTTTTTTCG Avrll PCR: PfVps26 bases 257 to 891

344  GTACGCCGCGGAAAATATGCCTCAAATATGCTGTGC Sacll .

345  GTACGACTAGTAGATCCAACTAACATTTTTACATCC Spel PCR: PfVps33 bases 368 to 938

346 GTACGCCATGGTTATTAACAGTAGCTAGCCAAATGC Neol .

347  GTACGCCTAGGTTATTGTAATAATCTTGGCATATGTC Avrll PCR: PfVps35 bases 2661 to 3238

456  GCACGCTCGAGCCGTGTTATTATTTAAAGATGAGTGG Xhol PCR. PEVos29 bases 1 to 582

457  GTACGCCTAGGTATAACTGTTGACTTATGTAGTTCAC Avrll - rIvpss7 bases 110

458  GCACGCCCGGGTCTATTTTCTGTTTTCAATTTTTCACAC Xmal . i

459  CACGGCTCGAGAAAAAAAAAAAAAATATATGAAAATA Xhol PCR: PfVps29 57 UTR (-800 to -20)

460 GTACGCCTAGGGAAAATTTATATTTTCAAAGTGTGAGCAAGGGCGAGGAGGATAAC Avrll PCR: mCherry bases 4 to 711

461 GTACGGCGGCCGCTTACTTGTACAGCTCGTCCATGC Notl - miAherry bases = 1o

470  GTACGCTCGAGCTTAAAAGAATAATAATGATCAGTCTGATTGCGGCGTTAG Xhol PCR. ccDHFR-DD bases 1 to 474

471  GTACGCCTAGGTCCTCCTCCTCCTCCCCGCCGCTCCAGAATCTCAAAGC Avrll -ee -l bases 1o

484  GTACGCCTAGGGTGAGCAAGGGCGAGGAGGATAAC Avrll
GTACGGCGGCCGCTACTCCGCGGACTTTGAAAATATAAATTTTCCTTGTACAGCTCGTCCAT PCR: mCherry bases 4 to 708

Sacll/Notl

485  GCCGC

476  GTACGCCCGGGAATAAAACATTTTAATTGCACATGTGTG Xmal . ,

477  GTACGCTCGAGTTGTTCTTTTTTTTTTTTTTTTTTTTATTAAAATTTGATTTTAC Xhol PCR: PfRab7 5" UTR (-880 to -17)

478  GTACGCCGCGGTCAAATAAAAAAAGAACCATATTAAAAG Sacll PCR. PfRab7 bases 4 1o 621

479  GTACGGCGGCCGCTTAACAACAACGACTTTTGTACATTTTTTG Notl - rHRabrbases = 1o

480 GTACGCCCGGGTTTCTTTTGTTTGAATTTAAAATATTTTAGAG Xmal . ,

481 GTACGCTCGAGAAAATAAAAAAATATTTTTAATTAAGAATTAGTC Xhol PCR: PfRab6 5" UTR (-806 to -16)
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GTACGCCGCGGGATGAATTTCAAAACTCGGGAC
GTACGGCGGCCGCTTAACATAAACATTTACTTAACATATTTTTG

GTACGGCGGCCGCTTACTTGTACAGCTCGTCCATGC
GTACGGCGGCCGCTTAACGACTTTTGTACATTTTTTGTTCG

GTACGAGATCTTACTCCGCGGTCAAATAAAAAAAGAACCATATTAAAAG
GTACGCTCGAGTACTGCGGCCGCTTAACAACAACGACTTTTGTACATTTTTTG

CTTGGAGATAGTGGTGTTGGTAAAAATTCATTAATGAATCAATATGTG
CACATATTGATTCATTAATGAATTTTTACCAACACCACTATCTCCAAG

GATATGGGATACTGCAGGACTAGAACGTTTTCAAAGTTTAGGAG
CTCCTAAACTTTGAAAACGTTCTAGTCCTGCAGTATCCCATATC

GAAAATTTTCCTTTTGTTATTATTGGACTTAAAGTTGATGAAACAAATAAAAG
CTTTTATTTGTTTCATCAACTTTAAGTCCAATAATAACAAAAGGAAAATTTTC

GTACGCCCGGGTAAGTTTTTTTTTATTTGATATAGAAAC
GCACGCTCGAGATTTAAAAAAAAAAAAAGAAAGAAGAAG

TATATATGTATATTGGGGTGATG

GCACGCTCGAGGTCAATATTATTTATAATATTTATCATGG
GTACGCCTAGGTGAAGGTGATATATTCCTTGAGGT

CTAGGTATCCATATGATGTACCAGATTATGCAAAAAATTATGCAGATAATATTGAATTATTA
TAAGC
GGCCGCTTATAATAATTCAATATTATCTGCATAATTTTTTGCATAATCTGGTACATCATATGG
ATAC

CTACGAGATCTCATTTTGTAAAAAAAATTAAAATATATTTATAT
CTACGGAATTCTTTAATAAATATGTTCTTATATATAATGAG

TCGAAGGCGCCATATACCCGGGATATAC
TCGAGTATATCCCGGGTATATGGCGCCT
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PCR: PfRab6 bases 4 to 624

PCR: mCherry with 3' stop codon

PCR: PfRab7ACC bases 4 to 612

PCR: PfRab7 transfer to pSP72

Quikchange: PfRab7 T22N

Quikchange: PfRab7 Q67L

Quikchange: PfRab7 N1251

PCR: PfAPP 5° UTR (-865 to -39)

Sequencing: HSP86 3° UTR reverse

PCR: PfSortilin bases 2476 to 3106

Annealing oligos: HA tag
and PfSortilin bases 3107 to 3139

PCR: yDHOD cassette

Annealing oligos: pXL-Bacll linker






