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Supplementary Figure S1. RNA binding motif of the p33 protein. The N-terminal amino acid se-
quence of the p33 protein from the T36 isolate of CTV is shown. A predicted canonical arginine-rich.

RNA-binding motif is marked in bold characters.
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Supplementary Figure S2. Schematic representation of the LMT1 secondary structure prediction generated by mFOLD.

The nucleotide positions in the LMT1 sequence are shown.
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Supplementary Figure S3. LMT1 binding of the p33 protein lacking its transmembrane domain.
The images show RT-PCR products analyzed by agarose gel electrophoresis following a RIP assay
using a GFP-tagged p330TMD. Panels shows RT-PCR products using the total RNA extract (Input)
or the RNA extract from the pelleted agarose beads after RIP. Two sets of primers used for the iden-
tification of the bound RNA size were described in Fig. 3. The molecular marker (M) on the far-left
lane of each agarose gel was described in Fig. 2.

Supplementary Table S1. List of primers used in this study.

Primer Name Sequence (5" to 3') ReferredFig. No.
FW108 ATGTCGAAACTCAGAGGAAGCTTC 1,2,34
R540 GCGAGAAGAGGCCCGGCTAGAAAGGG 1,2
P33-FW CAGTGAATTCATGTTTGCCTTCGCGAGCGAAAGC 1,5
P33-RV TCATATAAATATAATGGCTAATAAACCG 1
P23-FW CAGTGAATTCATGGATAATACTAGCGGACAAAC 1
P23-RV TCAGATGAAGTGGTGTTCACGGAG 1
R600 CTCGTCTCACCACACGTCTG 2
R660 CAAGTCGGCTGTTTCGCCGGG 2,3,4
R700 CGCTGCCTCCCCCATGTAAGGG 2
R750 CCATCGAGGGATGAGGATTAA 2
R800 CCAAGCCGTTGCAGGCATGG 2
R850 CGCGTGATAGTCAAGGCGGC 2
R900 GACGTACCGTACGTGTTTCTCC 2,3,4
R1050 CGCGTGAGAAGATCTCACGAACG 2
R1550 GGTTAGGAATAGATCGCAGGTCG 2
R2050 GCCACGCTTTACAAACACGTG 2
GSP1 GATTACGCCAAGCTTGGCTGTTTCGCCGGGTAGGCTTGTCTTGGG 2
GSP2 GATTACGCCAAGCTTGAGGAAGCTTCTGGTCTTCGGCCATCGCTG 2
P33ATMD-RV ATTTGCGGCCGCTTAGACCCGGCGTATTAATG 5
LMT FW 1 AATTTCACAAATTCAACCTG 5
LMT FW 200 GTAGTCCTGCACTACTTTG 5
LMT FW 400 TGGCGTTGTTCGTCCCCG 5
LMT FW 600 CTGACACTGCCCCAGTTG 5
LMT RV 400 GATGCGTTGATAACGGGAAG 5
LMT RV 600 * CTCGTCTCACCACACGTCTG 5
LMT RV 780 TTCCAAAAGTGATGGGCAC 5
M13FW CGCCAGGGTTTTCCCAGTCACGAC

M13RV CAGGAAACAGCTATGAC

*LMT RV 600 is identical to R600.



Supplementary Table S2. Sequence of clones produced from 3" RACE. Table shows the sequencing results for 90 clean
reads out of 100 clones rescued from the excised amplified product by 3’(+) RACE described in Fig. 2D. The “Ending nt”
column shows the nt position of the last nt read from the clone on CTV genome. The frequency of each ending nt was
shown in Fig. 2E.
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TTGGATGATATCCTTCGCTGGATCGAAGAGGTTAATCCTCNTCCCT
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TTGGATGATATCCTTCGCTGGATCGAAGAGGTTAATCCTCATCCCTCGA
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