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(1) Average sequence identity between full sequences
REN2 REN3 mRNP1
REN1 16.25 16.76 16.00
REN2 23.12 18.23
REN3 16.97
(2) Average sequence identity between RNase Ill domains
REN2 REN3 mRNP1
REN1 28.47 31.16 35.04
REN2 42.86 26.92
REN3 27.27
B U1- Iike C2H2 ZnF
REN1 137 L TD . AKN EVQ. . SP K I STPYRGSHTNgTCaiaV 179
REN2 111 V FDGK SYM. . @ . W HSfgs. . . . .. svI Plgsdi= 146
REN3 49 TA YN RLE. SF S ...... GYV VA M
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Putative dsRBD

REN1 365 GL[E PQLYISVCFVE NGV A QELerVP KQl 430

REN2 313 ss TTC PFT MFMY EHA! QRVMREN 377

REN3 283 AS[2 €SCQY[gAFPT LY GSTEENSKEY AKY RQN 347
D vd

mRPN1 303 SLQSSTN €FTSI &SI H PYTI LALMARY] l dvrR VDL RREKYLLD 370
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Gel filtration analysis indicates recombinant mRPN1 forms a dimer
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REH2 downregulation does not affect the level of pre-gRNAs
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Direct interaction of mRPN1 and TbRGG2 in yeast two-hybrids
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Table S1
The mRPN1 associated proteins TbORGG2, 8170 and 4160 are also found in MRP-related complexes
mRPN1 REH2 [MRB1TbRGGI GRBC1/2
Protein ID TAP IP P | TAP TAP Name/motif
T. brucei |NUase |[NUase] |NUase]
Tb11.01.0150 6 4 nd n.d n.d n.d n.d n.d |[mRPN1 RNaselll
Tb10.406.0050 6 4 5 2 + + |+ + |TbRGG2 RRM
Th927.8.8170 5 5 14 4 + 4 nd nd |none
Th927.4.4160 5 3 12 3 + + + +'/- |none




