7 Cassava common mosaic virus isolate JB0O17_ApX (UXW87889.1)

i<t Cassava common mosaic virus isolate Hainan-CM [(QYL30858.1) China]
Cassava common mosaic virus isolate BR-21GS-C3-251-6 [(XKI101657.1) Brazil]
Cassava common mosaic virus isolate BR [(QTG40717.1) Brazil|

26 Cassava common mosaic virus isolate LG [(QOD42277.1) China]

Cassava common mosaic virus [(XHY11677.1) Argentina]

Cassava common mosaic virus isolate Argl27 1 [(QKG28054.1) Argentina]
Cassava common mosaic virus [(QJS39011.1) China]

a1
Group I'w Cassava common mosaic virus isolate Hainan-DZ [(QIA16092.1) China]
Cassava common mosaic virus isolate BGMO0087 [(XKI01652.1) Brazil]

. & Cassava common mosaic¢ virus isolate PisVera [(QPL17804.1) Iran]|
Potexvtl"us % &7 Cassava common mosaic virus isolate Mcol22 1 [(QKG28050.1) Colombia]
76 Cassava common mosaic virus (NP 042696.1)

Cassava common mosaic virus [(AAC54776.1) Brazil|
o Cassava Colombian symptomless virus isolate CM5460-10 [(YP_010797204.1) Colombia]
- Cassava virus X isolate Brazil [(WMX25969.1) Brazil]
= Cassava virus X isolate DSMZ PV-1350 (XKR75000.1)
Cassava virus X isolate Ven164 [(YP_009357227.1) Venezuela]
. e — Blackberry virus E [(YP 004659201.1) USA]
AllelelruS Allexivirus sigmamedicagonis isolate AVS-USA [(QJD13461.1) USA]

Supplementary Figure 3: Phylogenetic analysis of = Cassava Common Mosaic
Virus (CsCMV) Triple gene block (TGB)l. MEGAI12 was utilized to infer the
phylogenetic tree by constructing maximum likelithood phylogenetic trees, using
best-fit substitution models LG + G + I, with 1,000 bootstrap replicates. Virus
sequences were downloaded from the National Center for Biotechnology Information
(NCBI) database. Allexiviruses were used as an outgroup.



