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Abstract: A comprehensive assessment of cassava brown streak disease (CBSD) and cassava mosaic 
disease (CMD) was carried out in Comoros where cassava yield (5.7 t/ha) is significantly below the 
African average (8.6 t/ha) largely due to virus diseases. Observations from 66 sites across the Com-
oros Islands of Mwali, Ngazidja, and Ndzwani revealed that 83.3% of cassava fields had foliar symp-
toms of CBSD compared with 95.5% for CMD. Molecular diagnostics confirmed the presence of both 
cassava brown streak ipomoviruses (CBSIs) and cassava mosaic begomoviruses (CMBs). Although 
real-time RT-PCR only detected the presence of one CBSI species (Cassava brown streak virus, CBSV) 
the second species (Ugandan cassava brown streak virus, UCBSV) was identified using next-generation 
high-throughput sequencing. Both PCR and HTS detected the presence of East African cassava mo-
saic virus (EACMV). African cassava mosaic virus was not detected in any of the samples. Four 
whitefly species were identified from a sample of 131 specimens: Bemisia tabaci, B. afer, Aleurodicus 
dispersus, and Paraleyrodes bondari. Cassava B. tabaci comprised two mitotypes: SSA1-SG2 (89%) and 
SSA1-SG3 (11%). KASP SNP genotyping categorized 82% of cassava B. tabaci as haplogroup SSA-
ESA. This knowledge will provide an important base for developing and deploying effective man-
agement strategies for cassava viruses and their vectors. 
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1. Introduction 
Cassava (Manihot esculenta Crantz) is cultivated in many countries in sub-Saharan 

Africa (SSA) where it supports the livelihoods of more than 500 million people as a source 
of food and income [1]. Although Africa hosts the largest proportion of the world’s cas-
sava-cultivated land (>80%, [2]), farmers do not fully benefit from the crop’s yield poten-
tial due to the many pests and diseases, and poor agricultural management practices re-
sulting from lack of the resources and knowledge to practice profitable and sustainable 
farming [3]. The most devastating diseases are cassava mosaic disease (CMD) and cassava 
brown streak disease (CBSD) which are caused by viruses [4]. CMD is present in all cas-
sava-growing areas in Africa and can account locally for over 80% of cassava root yield 
losses [5]. The last continent-wide assessment of losses due to CMD provided an estimate 
of greater than 30 million tonnes annually [6]. 

CBSD is caused by cassava brown streak ipomoviruses (CBSIs; which is the standard 
name for the two cassava brown streak viruses together) [7–10] and CMD by cassava mo-
saic begomoviruses (CMBs) [11–13]. Both groups of viruses are propagated by infected 

Citation: Shirima, R.R.; Wosula, 

E.N.; Hamza, A.A.; Mohammed, 

N.A.; Mouigni, H.; Nouhou, S.; 

Mchinda, N.M.; Ceasar, G.; Amour, 

M.; Njukwe, E.; et al.  

Epidemiological Analysis of Cassava 

Mosaic and Brown Streak Diseases, 

and Bemisia tabaci in the Comoros  

Islands. Viruses 2022, 14, 2165. 

https://doi.org/10.3390/v14102165 

Academic Editor: Aurelie  

Rakotondrafara 

Received: 2 August 2022 

Accepted: 28 September 2022 

Published: 30 September 2022 

Publisher’s Note: MDPI stays neu-

tral with regard to jurisdictional 

claims in published maps and institu-

tional affiliations. 

 

Copyright: © 2022 by the authors. Li-

censee MDPI, Basel, Switzerland. 

This article is an open access article 

distributed under the terms and con-

ditions of the Creative Commons At-

tribution (CC BY) license (https://cre-

ativecommons.org/licenses/by/4.0/). 



Viruses 2022, 14, 2165 2 of 18 
 

 

planting material and transmitted by the whitefly vector, Bemisia tabaci (Genn.) [14,15]. B. 
tabaci comprises many morphologically identical populations but with genetically distinct 
mitotypes designated based on the partial sequencing of the COI gene [16,17]. The cas-
sava-colonizing group is subdivided into several mitotype sub-groups (SG) [18–21]. A 
more recent study used more than 60,000 SNPs to reassign all the known cassava B. tabaci 
mitotypes into six SNP-based haplogroups [22]. Currently there is no knowledge of the 
diversity of cassava-colonizing whiteflies in the Comoros Islands. 

CMBs have been reported from Comoros, an archipelago in the south-west Indian 
Ocean Between mainland Africa and Madagascar [23]. However, there are no country-
wide reports about CMD in Comoros. Although CMD is the second most important biotic 
constraint to cassava, it has received less attention in Africa in recent years mainly owing 
to the growing CBSD threat. Nevertheless, CMD is the most important biotic constraint to 
cassava production in West Africa and other parts where CBSD has not been reported. 

CBSD was first reported to affect cassava in the 1930s at a research station in north-
eastern Tanzania [4], and remained confined to coastal East Africa for over 70 years before 
it started to spread at mid-altitude areas of East and Central Africa. Although until about 
two decades ago CMD was the only major viral disease of cassava, outbreaks of CBSD 
started to spread throughout East and Central Africa during the early years of the 21st 
century [24,25]. A series of new disease spread reports in previously unaffected areas fol-
lowed [26–28] exacerbating concerns about food security in the Great Lakes region, where 
losses caused by the severe CMD outbreaks had not yet been recovered. Ever since, CBSD 
has progressed further into the interior of East and Central Africa [24]. CBSD causes yield 
losses of up to 100% in susceptible cassava varieties [29]. 

Recent reports have revealed the occurrence of CBSD in the Comoros Islands [30]. 
Similar to CMD, there is very little information about CBSD spread in Comoros. Owing 
to the importance of these two viral diseases, the current study conducted a detailed anal-
ysis of CBSD and CMD spread and the distribution of B. tabaci in Comoros and proposed 
strategic management approaches to ensure sustainable cassava production. 

2. Materials and Methods 
2.1. Survey Sites and Dates 

Field surveys were conducted throughout the Comoros Islands of Mwali, Ngazidja, 
and Ndzwani in July 2019 where cassava fields were inspected for the presence of foliar 
viral disease symptoms and infestation by B. tabaci. Sites were selected at intervals of 
about three kilometers between fields along motorable roads, enabling the assessment of 
66 sites across the three islands. 

2.2. Foliar Viral Disease Symptoms and Vector Abundance Assessment 
For each visited field, virus disease symptoms and abundance of B. tabaci were rec-

orded from 30 cassava plants sampled at regular intervals along two diagonal axes (X 
pattern) through the field [31]. The predominant variety was recorded and selected for 
the parameters assessment. CMD foliar symptoms were scored on a scale of 1–5 where 1 
= no symptoms and 5 = very severe symptoms [32]. Whitefly-borne and cutting-borne 
CMD symptoms were distinguished using the method of Sseruwagi et al. [31]. CBSD foliar 
symptoms were recorded using a scale of 1–5 where 1 = asymptomatic, 2 = mild severity, 
and 5 is the most severe symptoms [33]. B. tabaci abundance was recorded by counting 
adult whiteflies from the top five leaves of the tallest shoot for each of the 30 visited plants 
[34]. In addition, approximately 50 whiteflies were randomly aspirated from several 
plants in each field and preserved in 95% ethanol for subsequent genetic identification.  

2.3. CBSIs and CMBs Detection by (RT) PCR Testing 
Wherever symptoms of virus disease were present, four CBSD and four CMD symp-

tomatic plants were deliberately sampled at near regular intervals along the first of the 
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two diagonal axes while two non-symptomatic plants were sampled whenever encoun-
tered at the beginning and at the end of the diagonal, making up a total of ten leaf samples 
per field. Wherever there were no virus symptoms in a field for either or both of CBSD 
and CMD, ten leaf samples were picked at regular intervals, five along each diagonal. This 
sample collection method aimed at maximizing the chances of selecting virus-infected 
plants for molecular characterization while providing a chance for detecting viruses in 
non-symptomatic plants. Samples were preserved by pressing between two to three layers 
of blank newsprint sheets in a herbaria, clearly separating the ones for CBSD and CMD 
testing. In this way, the leaves were left to dry and maintained at ambient temperature 
and moisture-free until required for further processing.  

Total nucleic acid (DNA and RNA) was extracted using a standard cetyltrimethyl 
ammonium bromide (CTAB) method [35] and nucleic acids were re-suspended in nucle-
ase-free PCR-grade water. CBSIs were detected using CBSV- or UCBSV-specific TaqMan 
assays [36,37] using an AriaMx Real-Time PCR System (Agilent technologies, Santa Clara, 
CA 95051 United States). CMBs were detected using a standard multiplex PCR method 
for simultaneous detection of ACMV and EACMV [38]. Amplicons were separated in 1% 
agarose gel 1× Tris-acetate-Ethylenediaminetetraacetic acid (TAE) (Life Technologies, 
Grand Island USA) stained with 0.3x GelRed nucleic acid stain (Biotium, Fremont, Cali-
fornia, United States) and visualized under UV light. Gel images were recorded using a 
G-Box: Chemi XR5 Gel Documentation System (Syngene, UK).  

2.4. High Throughput Sequencing for CBSIs and CMBs 
Fifty-five out of 264 samples that had typical symptoms of CBSD and 208 out of 237 

with CMD symptoms did not produce positive RT-PCR or PCR tests with the methods 
described above. For CMBs, other methods not shown here were also employed produc-
ing similar results. A subset of these symptomatic samples that provided negative PCR 
results, 10 showing typical CBSD symptoms and 10 showing typical CMD symptoms, 
were randomly selected for next-generation sequencing. These were used to prepare the 
total RNA. Total RNA was extracted (using the CTAB protocol described by Maruthi et 
al. [35]) from dried leaf samples. The total RNA obtained was ethanol-precipitated (ac-
cording to requirements established by sequencing agent: Fasteris) and transported to 
Fasteris, Switzerland. At Fasteris, samples were subjected to quality control and libraries 
for each of the 20 samples were individually prepared using a Qiagen Kit for small RNA 
(sRNA). Libraries were sequenced using the Illumina NextSeq500 platform. 

2.5. Virus Detection 
Small RNA sequences obtained from NextSeq500 were input into the virus detection 

software (VirusDetect for Windows (VDW) version 0.93; [39]) with the appropriate pa-
rameter settings for automatic library cleaning. The minimum sequence length after clean-
ing was set at 15 nucleotides. VDW automatically mapped input small RNA sequences to 
the selected plant virus database: vrl_Plants_239_U95 uploaded to VDW from GenBank. 
Generated contigs were then automatically BLAST-aligned (NCBI) and aligned virus se-
quences/genomes were generated in an output file. 

2.6. Viral Genome Assembly 
Sequence reads or contigs generated with the VDW were uploaded into CLC Ge-

nomics WorkBench (Version 21.0.3; Qiagen Aarhus, Denmark) with parameter settings: 
mapping tool selected, Burrows-Wheeler Aligner (BWA) [40]. Assembled sequences were 
aligned to publicly available sequences using the native alignment tool in CLC Genomics 
WorkBench and were manually inspected and edited for errors. Additionally, primer and 
probe binding sites for the routine CBSIs real-time RT-PCR [36] were inspected for mis-
matches using randomly selected CBSV (MK103392, Fn434437, Gu563327, HG965221, and 
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KR911738) and UCBSV (MK103391, MK103392, KR911721, NC_014791, and MG387656) 
isolates available in GeneBank and aligned with the newly sequenced isolates.  

2.7. Genetic Identification of B. tabaci and Other Whiteflies 
The whiteflies collected in this study were identified through COI sequencing, while 

those identified as cassava B. tabaci were further designated using KASP genotyping. Alt-
hough COI is ineffective at distinguishing cassava B. tabaci, it is used because: (i) COI al-
lows for comparison of findings to earlier datasets that used only COI for cassava B. tabaci, 
(ii) COI allows for separation of cassava and non-cassava B. tabaci as KASP is currently 
only applicable to cassava B. tabaci, (iii) COI allows for comparison with B. tabaci from 
other parts of the world. DNA was extracted from 168 single adult whiteflies. A partial 
fragment of mitochondrial DNA Cytochrome Oxidase I (COI) was amplified using one set 
of primers, 2195-Bt-F (5’-TGRTTTTTTGGTCATCCRGAAGT-3’) and C012-Bt-sh2-R (5’-
TTTACTGCACTTTCTGCC-3’) [41]. Samples that failed to amplify with this first set of 
primers were tested using the universal primers LCO (5'-GCTCAACAAATCATAAAGA-
TATTGG-3') and HCO (5'-TAAACTTCAGGGTGACCAAAAAATCA-3') [42]. The PCR 
reaction contained 1× QuickLoad Master Mix (New England Biolabs, UK), 1 mM MgCl2, 
0.24 µM of each primer, 2 µL DNA, and sterile distilled water to achieve the desired reac-
tion volume of 25 µL. PCR was carried out under the following conditions: 95 °C for 5 min 
for initial denaturation of template DNA, followed by 35 cycles of (94 °C for 40 s, 56 °C for 
30 seconds for annealing, and 72 °C for 90 seconds for extension), with a final extension at 
72 °C for 10 minutes. The PCR products were run on a 1% agarose gel in 1× TAE buffer 
stained with GelRed. DNA bands were visualized while using a Gel Doc XR+ Gel Docu-
mentation System and only samples with intact bands of the expected size (867 bp) were 
selected for sequencing. PCR products were sent to Macrogen Inc. (Rockville, Maryland, 
United States) for purification and direct sequencing. DNA sequences were manually ed-
ited using Ridom Trace Edit v1.1.0 (Ridom GmbH., Würzburg, Germany). The sequences 
were assembled into contigs using CLC Main Workbench 7.0.2 (QIAGEN, Aarhus, Den-
mark). Multiple alignment of edited sequences was performed using ClustalW in Molec-
ular Evolutionary Genetics Analysis software (MEGA version 7.0.26) [43] and the se-
quences were trimmed to 669 nucleotides. Construction of a maximum likelihood phylo-
genetic tree was performed using MEGA with 1000 bootstrap replicates. Sequences were 
blasted using GenBank’s (NCBI) Blastn and selected reference sequences with 99% to 
100% identity to our COI sequences were included in the phylogenetic tree for comparison 
with previously published haplotypes. 

The 46 cassava B. tabaci samples used to generate the COI phylogenetic tree were 
tested using the KASP diagnostic with a set of six primers (BTS99-319, BTS22-762, BTS141, 
BTS55-473, BTS613, and BTS46203) [22]. Conventional primers were used to generate PCR 
products of genome portions containing target SNPs and the PCR products were then 
used as DNA template in KASP genotyping [22]. The KASP reaction mixture (10 µL) con-
tained 5 µL 2× KASP master mix, 0.14 µL KASP primer assay mix and 5 µL DNA template 
(1 µL of PCR product/DNA extract + 4 µL of sterile water). KASP genotyping was per-
formed in a Stratagene MX 3000P qPCR system (Agilent Technologies, Santa Clara, Cali-
fornia, United States). The following cycling conditions were used: Stage1: 30 °C 60 sec-
onds (pre-read); Stage 2: 94 °C for 15 minutes hot-start Taq activation (1 cycle); Stage3: 94 
°C for 20 seconds, 61 °C (61 °C decreasing 0.6 °C per cycle to achieve a final annealing/ex-
tension temperature of 55 °C) for 60 seconds (10 cycles); Stage 4: 94 °C for 20 seconds, 55 
°C for 60 seconds (29 cycles); Stage 5: 94 °C for 20 seconds, 57 °C for 60 seconds (3 cycles); 
Stage 6: 37 °C for 60 seconds (1 cycle, cooling) followed by an end-point fluorescent read. 
These conditions were used for four primers (BTS99-319, BTS22-762, BTS55-473, and 
BTS141), while Stage 3: 94 °C for 20 seconds, 68 °C (68 °C decreasing 0.6 °C per cycle to 
achieve a final annealing/extension temperature of 62 °C) was used for two primers, 
BTS613 and BTS46-203. The quality of genotyping cluster plots was visually assessed and 
only samples in distinct clusters with respective positive controls were considered for 
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manual SNP calling using the MxPro software incorporated into the Stratagene MX 3000P 
unit.  

3. Results 
3.1. Distribution of Cassava Varieties and Disease Symptoms 
3.1.1. Distribution of Cassava Varieties 

Eleven varieties were encountered during the field survey (Table 1). Variety Mdja 
was the most frequently encountered appearing in 32 of the 66 sites visited. During the 
survey, crops were at growing stages of 1.5 to 12 months after planting (MAP) with mean 
age at 6.1 MAP. 

Table 1. Incidence, prevalence, and severity of cassava virus diseases and abundance of the whitefly 
Bemisia tabaci for cultivars surveyed in islands of Comoros, July 2019. 

Island Variety Sites 
$ Bemisia 

tabaci 
# Leaf CBSD 

Severity 
& Leaf CBSD 

Incidence 
# CMD Se-

verity 
& CMD Inci-

dence 
^ CBSD 

Prevalence 
^ CMD Prev-

alence 

N
dz

w
an

i 

Chihawati 2 0.92 2.33 10.0 3.90 25.0 

65.0 95.0 

Java 2 0.17 3.04 41.7 2.71 20.0 
Mdja 8 2.05 2.79 43.3 3.18 35.8 
Meladi 2 3.02 * 0.0 2.80 8.3 
Mkoudu  1 0.57 * 0.0 2.56 30.0 
Unknown  1 1.77 * 0.0 3.00 3.3 
Wachididri  4 1.26 2.97 35.0 3.05 21.7 

M
w

al
i 

Chihawati 2 3.85 2.77 66.7 3.25 26.7 

100.0 94.1 

Mdja 6 2.97 2.99 51.1 3.01 41.7 
Mdjomani  1 4.87 2.60 16.7 3.00 53.3 
Meladi 3 1.23 2.72 24.4 2.96 23.3 
Mweou 4 0.29 2.91 71.7 3.01 25.0 
Unknown  1 0.47 2.60 16.7 3.83 20.0 

N
ga

zi
dj

a 

Java 3 1.82 2.85 24.4 3.18 54.4 

86.2 96.6 

Mdja 18 1.37 2.86 56.3 2.73 30.6 
Mdjema 2 3.97 * 0.0 3.53 56.7 
Mdjomani 3 1.89 2.98 47.8 2.95 21.1 
Mkoudu 1 2.13 2.92 40.0 3.07 50.0 
Nkatsa 1 1.37 2.76 56.7 2.91 36.7 
Unknown 1 0.77 2.71 23.3 2.86 46.7 

Total/Mean 66 1.75 2.86 42.0 3.00 31.6 83.3 95.5 
* No foliar symptoms observed, CBSD: cassava brown streak disease; CMD: cassava mosaic disease; 
$ Bemisia tabaci: whitefly abundance which is the mean number of adult B. tabaci insects counted from 
five fully open top leaves of each assessed plant in a given site (determined according to Sseruwagi 
et al. [31]): #Leaf CBSD/CMD severity: average severity score (classes 2–5) calculated for the 30 as-
sessed plants per site; & Leaf CBSD/CMD incidence: percentage of plants showing visible foliar 
CBSD or CMD symptoms in a visited site. Disease severity scores were determined according to 
Cours [32] for CMD and Gondwe et al. [33] for CBSD. ^ CBSD/CMD: the proportion of CBSD/CMD 
affected sites in the given Island in Comoros. 

3.1.2. Distribution of CBSD and CMD Symptoms 
Foliar symptoms of CBSD and CMD were widely distributed throughout the Como-

ros islands of Mwali, Ngazidja, and Ndzwani. No spatial disease distribution pattern was 
obvious across all islands, as both diseases were present in all parts of all islands. Overall 
CBSD (mean severity score 2.86) and CMD (mean severity score 3.00) symptoms were 
moderate to severe (Figure 1, Table 1) and no statistically significant differences were ob-
served between islands.  
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Figure 1. Map of Comoros showing the distribution of cassava brown streak disease and cassava 
mosaic disease in Comoros, July 2019. CBSD: cassava brown streak disease; CMD: cassava mosaic 
disease. (A) CBSD and CMD severities in Comoros, July 2019. Disease severity scores were deter-
mined according to Cours, (1951) [32] and Gondwe et al. (2003) [33]. The colored bullets represent 
disease scores where: white = score 1 (no symptoms), blue = average score 2 (2<3; mild symptoms), 
yellow = average score 3 (moderate symptom), red = average score 4 (3.1<4; severe symptom), and 
black = average score 5 (scores 4.1≤5; very severe symptom). (B) CBSD and CMD incidences in Com-
oros, July 2019. 

Nevertheless, a wide range of leaf and stem symptoms were observed throughout 
the visited sites (Figure 2). CBSD and CMD were prevalent throughout Comoros: CBSD 
occurring in 83.3% and CMD in 95.5% of fields. CBSD was present in all fields surveyed 
in Mwali (Table 1). Mean CMD incidence was 31.6%. There was no statistically significant 
difference in total CMD incidences between islands and there were also no statistically 
significant differences for the whitefly- and cutting-borne CMD incidences (Table 2). 
Overall mean CBSD leaf incidence was 42.0% and there were no statistically significant 
differences between islands although Mwali and Ngazidja had relatively higher leaf 
CBSD incidence than Ndzwani (Table 2). There were generally low incidences of CBSD 
stem necrosis, ranging from ̴3 to 10% (Table 2). Whereas no statistically significant associ-
ations were observed between crop age and viral disease symptoms, altitude (using only 
data for the most frequent variety, Mdja) showed a statistically significant negative rela-
tionship with foliar incidences of CBSD (r = −0.41, P = 0.026), total CMD (r = −0.52, P = 
0.003), cutting-borne CMD (r = −0.38, P = 0.037), and whitefly-borne CMD (r = −0.53, P = 
0.0025). All varieties expressed symptoms of either or both of CBSD and CMD. 

A 

B 
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Figure 2. Foliar symptoms of cassava brown streak disease (CBSD) and cassava mosaic disease 
(CMD) observed in Comoros, July, 2019. Panel A: Different foliar symptoms of CBSD observed on 
different varieties in Comoros: A1, feathery necrotic lesions on leaf; A2, necrotic lesions on leaf pet-
iole; A3–A5, different patterns of necrotic lesions observed on the green parts of shoots of different 
varieties; A6, shoot of cassava showing severe necrotic lesions and dieback. Panel B: CMD symptom 
patterns observed on different cassava varieties in Comoros. 

Table 2. Comparison of cassava brown streak disease, cassava mosaic disease symptoms, and Be-
misia tabaci abundance across three islands in Comoros, July 2019. 

Island Sites Bemisia 
tabaci 

CMD 
Sev. 

CBSD 
Sev. 

CMD 
Wf 

CMD 
Cut 

CMD 
Total 

fCBSD 
Inc. stCBSD 

Mwali 17 2.10 3.08 2.85 10.2 22.0 32.2 49.0 10.4 
Ngazidja 29 1.66 2.88 2.86 9.2 26.1 35.3 46.6 7.8 
Ndzwani 20 1.60 3.12 2.84 5.0 20.7 25.7 29.5 3.2 
Average/  

Total  
66 1.75 3.00 2.86 8.2 23.4 31.6 42.0 7.07 

CBSD: cassava brown streak disease; CMD: cassava mosaic disease; Sev: severity; Inc.: incidence; 
CMDWf: CMD incidence of whitefly-borne infections; CMDCut: CMD incidence of cutting-borne 
(infected planting material) infections; CMDTotal: overall CMD incidence (CMDWf + CMDCut); 
fCBSD Inc.: CBSD leaf incidence; stCBSD: CBSD stem incidence. 

3.2. CBSIs and CMBs Detection by (RT) PCR Testing and Next-Generation Sequencing 
CBSV- and UCBSV-specific TaqMan assay results showed that only CBSV was de-

tected across the Comoros islands of Mwali, Ngazidja, and Ndzwani. Overall, 53.3% of all 
330 (221 symptomatic and 109 non-symptomatic) tested samples were positive for CBSV. 
Neither CBSV nor UCBSV was detected in samples with typical CBSD symptoms from 
seven of the 55 sites where CBSD symptoms were observed (12.7%) equal to 24.9% of all 
symptomatic leaf samples (plants) tested. Interestingly, no CBSIs were detected in sam-
ples from 11 sites that were recorded as non-symptomatic (i.e., no single plant observed 
with CBSD) during field assessment. However, CBSV was detected from a few samples 
collected from non-symptomatic plants in sites that also had symptomatic plants. There 
was a significantly higher (Kruskal-Wallis chi-squared = 14.76, df = 2, P < 0.001) frequency 
of CBSV detection in Mwali (78.8%) compared with Ngazidja (56.6%) and Ndzwani 
(27.0%). Mwali also had the highest congruency between symptom expression and virus-
positive test detection of all the three islands visited (97.1%) whereas Ngazidja had the 
largest number of negative symptomatic samples followed by Ndzwani (Table 3). 
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Table 3. Real-time RT-qPCR and PCR testing results for cassava brown streak ipomoviruses and 
cassava mosaic begomoviruses in cassava leaves collected from field plants in Comoros, July 2019. 

Real-time RT-PCR Testing for symptomatic Samples 

Island 
Number of samples 

collected 
CBSV posi-

tive 
UCBSV posi-

tive 
CBSIs nega-

tive 
%Symptomatic posi-

tive 
Mwali 69 63 0 6 91.3 
Ngazidja 99 73 0 27 73.7 
Ndzwani 53 27 0 26 50.9 
Total 221 163 0 59  

Real-time RT-PCR testing for asymptomatic samples 

Island 
Number of samples 

collected 
CBSV posi-

tive 
UCBSV posi-

tive 
CBSIs nega-

tive 
%Asymptomatic 

positive 
Mwali 16 4 0 12 25.0 
Ngazidja 46 9 0 36 19.6 
Ndzwani 47 0 0 47 0.0 
Total 109 13 0 95  

PCR testing for CMD symptomatic samples 

Island 
Number of samples 

collected 
ACMV posi-

tive 
EACMV posi-

tive 
CMBs nega-

tive 
%Symptomatic posi-

tive 
Mwali 61 0 6 55 9.8 
Ngazidja 95 0 14 81 14.7 
Ndzwani 66 0 8 58 12.1 
Total 222 0 28 194  

PCR testing for CMD asymptomatic samples 

Island 
Number of samples 

collected 
ACMV posi-

tive 
EACMV posi-

tive 
CMBs nega-

tive 
%Asymptomatic 

positive 
Mwali 24 0 0 24 0.0 
Ngazidja 50 0 1 49 2.0 
Ndzwani 34 0 0 34 0.0 
Total 108 0 1 107  

CMBs were detected in only 29 of the 330 tested samples, all with EACMV (data not 
shown). 

3.3. Virus Detection and Discovery by VirusDetect 
Viruses detected with contig coverages, >50% of corresponding reference genomes, 

were selected and determined as true viruses based on suggestions put forward by Zheng 
et al. [39]. For CBSIs, both CBSV and UCBSV were detected whereas only EACMV isolates 
were detected for CMBs. While only one virus type was detected for some of the se-
quenced samples, multiple infections of either CBSIs or CMBs were frequent (Supplemen-
tary Table S1). All the full-length and partial viral sequences detected for each sequenced 
sample are shown in Supplementary Table S1. However, two of the 20 sequenced samples 
did not produce quality reads and therefore no viruses were detected for those samples. 
Only assembled full-length genomes for both CBSV, UCBSV, and EACMV were submit-
ted to GenBank and assigned accession numbers (Table 4). It is noteworthy that no other 
(novel or already known) viruses/viroids were detected with the VirusDetect software on 
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CBSD and CMD cassava affected plants assessed in this study. BLAST results of the CBSV 
isolate with accession number MZ362877, from this study, showed that it was 98.6% iden-
tical to a CBSV isolate from Comoros with GeneBank accession number MK103392 while 
that of UCBSV (MZ362878) from this study was most closely related (93.5%) to a UCBSV 
isolate from Comoros (GenBank accession number MK103391). Investigation of the pri-
mer and probe binding sites of the routinely used Adams et al. [36] primers and probes 
for diagnosis of CBSIs indicated mismatches at different positions in probes/primers bind-
ing sites with the new CBSIs (MZ362877 (CBSV) and MZ362878 (UCBSV)) and all the 
available complete sequences previously published on Comorian CBSV ((MK103392) and 
UCBSV (MK1033391 and MK103393)) isolates (Table 5). However, no mismatches were 
detected for the new and previously published Comorian isolates with the forward primer 
of CBSV while there were also no mismatches between the reverse primer and the new 
UCBSV (MZ362878) sequence. 

Table 4. Full genome sequences of cassava brown streak ipomoviruses and cassava mosaic gemini-
viruses isolated from different locations in Comoros, July 2019. 

Sample ID 
BankIt Submis-

sion ID 
GenBank Acces-

sion Number Sites ID Virus 

AQHM1C BankIt2465160  MZ362877 NgB1.1 CBSV 
AQHM2U BankIt2465160 MZ362878 NgB19.5 UCBSV 

AQHM1EA4-B BankIt2470742 MZ494476 NgB1.1 EACMV 
AQHM20EA2-B BankIt2470742 MZ494477 NgM16.1 EACMV 
AQHM23EA4-B BankIt2470742 MZ494478 AnM19.4 EACMV 
AQHM25EA1-B BankIt2470742 MZ494479 AnM13.5 EACMV 
AQHM26EA1-B BankIt2470742 MZ494480 MoM3.3 EACMV 
AQHM29EA3-B BankIt2470742 MZ494481 MoM12.2 EACMV 
AQHM1EA1-A BankIt2473359 MZ494482 NgB1.1 EACMV 
AQHM20EA1-A BankIt2473359 MZ494483 NgM16.1 EACMV 
AQHM23EA3-A BankIt2473359 MZ494484 AnM19.4 EACMV 
AQHM25EA2-A BankIt2473359 MZ494485 Anm13.5 EACMV 
AQHM26EA2-A BankIt2473359 MZ494486 MoM3.3 EACMV 
AQHM27EA1-A BankIt2473359 MZ494487 MoM3.4 EACMV 

CBSV: cassava brown streak virus; UCBSV: Ugandan cassava brown streak virus; EACMV: East 
African cassava mosaic virus. 

Table 5. Mismatches in primer/probe binding sites on sequences of cassava brown streak ipo-
movirus isolates from Comoros. 

Accession  
Number * Primer or Probe ^ Mismatch 

$ Mismatch Posi-
tion 

Number of Mis-
matches 

MZ362877 CBSV probe A/T 14 1 
MK103392 CBSV probe A/G 2 1 
MK103392 CBSV reverse T/C and G/A 5 and 15 2 

MK103391 and 
MZ362877 

UCBSV forward A/G 2 1 

MK103391 and 
MZ362877 

UCBSV probe A/T and T/A 6 and 21 2 

MK103391 and 
MZ362877 

UCBSV reverse A/G 4 1 

* Primers and probes used from Adams et al. [36]. ^ The numerator represents a nucleotide in the 
target sequence while denominator represents a nucleotide in the primer or probe used, 5’-3’ shows 
the direction of sequences from five prime to three prime, $ Positions were assigned on the primer 
or probe counting the first nucleotide at the 5’ end as number 1. 
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3.4. Characterization of B. tabaci and Other Whiteflies 
3.4.1. Vector Abundance  

Low counts of B. tabaci whiteflies were recorded in Comoros throughout the entire 
survey area. The overall mean B. tabaci abundance was <2 insects per plant (Table 1). There 
was no notable statistical difference in whitefly abundance across the three Comoros is-
lands visited, nor were there any statistically significant difference in B. tabaci distribution 
across altitudes. 

3.4.2. Genetic Diversity of Whiteflies 
A total of 131 whitefly samples produced quality sequences, of which 116 were with 

the 2195-Bt-F/C012-Bt-sh2-R primers and 15 with the LCO/HCO primers. The Bemisia spp. 
comprised 116 samples of which 46 (40%) were cassava B. tabaci, 6 (5%) were non-cassava 
B. tabaci, and 64 (55%) were Bemisia afer (Priesner and Hosny). The 15 non-Bemisia samples 
included 12 spiralling whitefly (Aleurodicus dispersus Russell) and three Bondar’s nesting 
whitefly (Paraleyrodes bondari Peracchi). A phylogenetic tree (Figure 3) generated for the 
52 B. tabaci whiteflies revealed 41 (79%) were in a mitotype that was very close to SSA1-
SG2. These have 100% identity to only two samples in GenBank (KF425628) and have 
three nucleotide differences in the 669bp fragment compared with KM377899-SSA1-SG2 
(samples from Uganda and Malawi). Five (10%) of the samples were mitotype SSA1-SG3 
while the remaining 6 (11%) were Indian Ocean (IO). The B. afer samples were clustered 
into two major groups with clade 1 comprising 66% and clade 2 having 32% of the sam-
ples. The spiralling whitefly formed a single clade as did the Bondar’s nesting whitefly. 

KASP genotyping of cassava B. tabaci (46 samples designated using mtCOI) revealed 
38 (83%) samples were SSA-ESA while the remaining 8 (17%) were heterozygous, all of 
which were categorized as mitotype SSA1-SG2. This is the first report of KASP-typed SSA-
ESA whiteflies comprising samples with a mitotype that is not SSA1-SG3. In previous 
studies [44,45] all samples of mitotype SSA1-SG2 were SNP designated as SSA-ECA or 
SSA-CA. 
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Figure 3. Maximum likelihood phylogenetic tree constructed for COI sequences obtained from Be-
misia tabaci collected from Comoros Islands in July 2019. Reference sequences from GenBank () 
are included for comparison. Bemisia afer, AF418673, was included as an outgroup. The numbers at 
the nodes represent bootstrap values. 

4. Discussion 
Comoros, similar to other African countries, remains disadvantaged as its cassava 

yields are significantly below the global average. The Food and Agriculture Organization 
listed average cassava yield as 5.7 t/ha in Comoros for the year 2020 which is nearly four 
times less than the average obtained by Asian farmers in the same period of 21.9 t/ha [2]. 
Damage from cassava pests and diseases is thought to be a major cause of such low yields, 
which highlights the importance of characterizing the status of these biotic constraints, 
the two most important of which are anticipated to be CMD and CBSD. The study re-
ported here attempted to characterize the epidemiology of CMD, CBSD, and the whitefly 
vectors transmitting the viruses that cause them. 

4.1. Varietal Response to Cassava Viruses 
All the varieties encountered were severely affected by either CBSD or CMD and in 

most cases by both. Typical symptoms of both diseases were observed on all varieties 
indicating that they are all susceptible to CBSD and CMD. The low incidence (7.1%) of 
severe CBSD stem symptoms and dieback recorded in the current work suggests that the 
encountered varieties have a degree of tolerance to CBSD which is a common feature of 
cassava germplasm in East Africa, and which contrasts with germplasm introduced from 
West Africa which often has catastrophic root damage when affected by CBSD [46]. The 
scope of the current study did not include assessment of roots which can be used to ascer-
tain the level of loss caused by CBSD which frequently results in corky dry necrotic rot 
that renders roots of susceptible varieties unfit for human consumption and marketing. 
However, the low incidence of severe stem symptoms and dieback recorded in the current 
study suggests that varieties are partially tolerant to CBSD. The need for improved cas-
sava varieties was emphasized in a report showing yearly increase in cassava yield which 
was attributed to increase in cultivated land area rather than variety performance [47]. 
Incidences of CMD cutting infection were greater than those for CMD whitefly infection 
on each of the three islands, demonstrating that CMD is an endemic disease in Comoros 
that has likely been present for many years. CMD has been recorded throughout mainland 
East Africa and Madagascar for many decades. 

4.2. Characterization of Cassava Brown Streak Ipomoviruses and Cassava Mosaic Begomoviruses 
Virus testing on samples collected during the field survey revealed wide-spread oc-

currence of CBSD- and CMD-associated viruses throughout the Comorian islands. Viral 
disease prevalence was high (greater than 80%) both for CBSD and CMD across the Como-
rian Archipelago. Although there is report of the presence of CBSD causing ipomoviruses 
(CBSIs) in Comoros [30] as well as CMD causing begomoviruses, there is no comprehen-
sive data on the prevalence and incidences of these viral diseases published for Comoros. 
Isolates of CBSV and UCBSV were reported and confirmed by Sanger sequencing using 
PCR products obtained with primers designed by Mbanzibwa et al. [8]. In this study, how-
ever, these primers failed to produce amplicons with most of the CBSD symptomatic sam-
ples collected (data not shown). Although the real-time RT-PCR primers and probes of 
Adams et al. [36] provided better results, at least 24% (55/221) of samples with typical 
CBSD symptoms were negative with this assay. Our research team is making efforts and 
experiments to optimize these assays to detect more virus isolates. Re-testing of these sam-
ples with a novel assay would change the virus incidence in Comoros. Furthermore, these 
results highlight the importance of continuous viral disease surveillance in Comoros and 
updating of the diagnostics protocols to cope with viral sequence changes and strain var-
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iation. Recent data from other locations in East Africa have recorded a shift in the frequen-
cies of species detection where CBSV or UCBSV and mixed infections were distributed 
unequally over the length of planting seasons [48,49]. Examination of primer/probe bind-
ing sites revealed presence of mismatches between Comorian CBSIs isolates with some of 
the primers and probes of Adams et al. [36] which is the routinely used method for detec-
tion and quantification of CBSIs. The presence of mismatches in probe binding sites has 
been implicated for false negative real-time RT-PCR studies elsewhere [50]. The Adams et 
al. [36] assay was designed at a time when there were no sequences available from Com-
oros, but which were later identified to contain isolates that were phylogenetically distant 
from other East African isolates [51]. Next-generation sequencing offers a suitable ap-
proach in addressing challenges of false negative results such as the results obtained in 
this study where isolates of both CBSIs (CBSV and UCBSV) were detected, supporting 
earlier findings of the presence of CBSV and UCBSV in Comoros [30,51]. The sequences 
of CBSV isolates from the study reported here shared the highest nucleotide identity of 
98.6% with the previously identified Comorian isolate with GenBank accession number 
MK103392 while that of UCBSV shared the highest nucleotide identity of 93.5% with iso-
late MK103391, also from Comoros. The highest CBSV nucleotide identity with non-
Comorian isolates was 95.3% with an isolate from Uganda (GenBank accession 
MW961165), whereas the highest UCBSV nucleotide identity with non-Comorian UCBSV 
isolates was 78.4%, which is consistent with the findings of Scussel et al. [51] who reported 
that the UCBSV isolates from Comoros represent a different lineage from UCBSV strains 
previously reported in East Africa. These results explain the failure of existing diagnostic 
tools to pick up UCBSV isolates from Comoros and highlight the necessity of developing 
new primer sets specifically designed for Comorian isolates of CBSIs. 

EACMV was the only CMB detected. ACMV has not been reported previously from 
Comoros and we did not detect any during the current study. CMD is distributed wher-
ever cassava is grown in Africa [52] with at least eight species widely distributed across 
sub-Saharan Africa [53]. Although ACMV is the most widely distributed of all CMBs 
[54,55], ACMV has never been reported from coastal East Africa, so it is unsurprising that 
it also seems to be absent from Comoros. There are, however, reports of ACMV from 
Mozambique [56] and Madagascar [57]. Since mixed infections of ACMV and EACMV-
like viruses (of which there are many) result in more severe disease because of virus-virus 
synergy [58,59], any introduction of ACMV to Comoros represents a significant threat to 
their cassava production (and therefore food security). Globally, there are 11 distinct CMB 
species (International Committee on Taxonomy of Viruses (ICTV)). Of these, only two oc-
cur in South Asia while the remainder are distributed through parts of SSA. None has 
been reported from South America where cassava originated. ACMV is predominant in 
West Africa but widely distributed in sub-Saharan Africa except in the coastal areas of 
Kenya and Tanzania: EACMV and EACMV-like CMBs occur throughout Central, East, 
and Southern Africa with the exception of East African cassava mosaic Cameroon virus 
(EACMCV) which is the predominant EACMV-like virus occurring in West Africa and 
African cassava mosaic Burkina Faso virus (ACMBFV) which occurs only in West Africa 
[60]. Regular investigation on the distribution and epidemiology of the CMBs will help 
improve our understanding of the relationship between the existence of these viruses and 
how they affect the overall economic and food security in SSA. The fact that no new vi-
ruses/virions were detected in cassava samples studied in this work confirms the associa-
tion of the detected viruses with the observed diseases. 

4.3. Mismatch between Disease Incidence and Virus Incidence 
We report in this study widespread distributions of CBSD and CMD throughout the 

Comoros Archipelago. However, there is no evidence for major differences in virus trans-
mission throughout the studied area. Nevertheless, a small difference between CBSV and 
UCBSV transmission has been reported in a previous study [61] showing CBSV as having 
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higher transmissibility by the vector B. tabaci. In this study, whitefly abundance was gen-
erally low suggesting that most of the recorded virus infections were due to infections 
spread through infected planting material. It is generally recognized that CMB virus pres-
ence is more closely linked to CMD symptoms than CBSI presence and CBSD symptoms. 
This contrasts with the results of the current study in which many plants with CMD symp-
toms tested negative with available PCR diagnostics. This suggests that the primers, de-
veloped against strains from other geographic locations, were not effective in detecting 
CMBs from Comoros. HTS confirmed that all the CMD symptomatic samples that tested 
negative with PCR were in fact infected by CMBs. The same was true for samples that had 
CBSD symptoms, but which were PCR-negative. This validates the use of symptom-based 
scoring applied in this study, although it is recognized that there will never be a perfect 
match between symptom expression and virus presence, particularly for CBSD where 
symptoms are often cryptic. 

4.4. Characterization of Bemisia tabaci Whiteflies 
This study reports the abundance and genetic diversity of whiteflies found on cas-

sava in the Comoros Islands after an extensive survey. The low whitefly population ob-
served can be attributed to sampling season which was cool and the age of the plants 
which were mature. A previous study shows whitefly numbers are low during the cool 
season which is occasioned by low temperatures and long rains, and whitefly populations 
decline as cassava plants mature beyond six months [51]. The clustering of the cassava-
colonizing B. tabaci into two mitotypes, SSA1-SG2 and SSA1-SG3, that belong to the major 
clade of SSA1 is similar to whiteflies that have been reported in other cassava-growing 
regions of East and Central Africa [19,44,62–64]. However, SSA1-SG2 was the dominant 
mitotype accounting for 79% of the cassava B. tabaci. This finding contrasts with the pat-
tern in most cassava-growing countries in East and Central Africa in which SSA1-SG1 is 
the dominant mitotype [19,44]. It also differs from previous studies considering B. tabaci 
from coastal East Africa which only reported mitotype SSA1-SG3 [19,44]. This is also the 
first report of mitotype SSA1-SG2 outside continental Africa as so far it has only been 
reported from Central African Republic, Democratic Republic of Congo, Kenya, Tanzania, 
Uganda, and Zambia [19,62,64,65]. 

KASP genotyping of the 46 cassava B. tabaci once again proved that mtCOI is ineffec-
tive at distinguishing the cassava B. tabaci whiteflies as previously reported [44]. All five 
samples in mitotype SSA1-SG3 were designated as haplogroup SSA-ESA which was con-
sistent with previous findings [44,45]. Of the 41 samples in mitotype SSA1-SG2, 33 were 
designated in haplogroup SSA-ESA while the remaining 8 were heterozygous. This is the 
first time SSA1-SG2 samples have been grouped by the more robust KASP diagnostics as 
SSA-ESA; all previous samples from continental Africa in the SSA1-SG2 mitotype were 
designated as either SSA-ECA (large majority) or SSA-CA (minority) [44,45]. This result 
is unsurprising, however, as so far, all cassava B. tabaci from south coastal Tanzania, 
Mozambique and Madagascar regions, which are in proximity with the Comoros Islands, 
have been designated in the SNP-based haplogroup SSA-ESA [44,45]. 

The non-cassava B. tabaci Indian Ocean mitotype was found in samples collected 
from cassava. This mitotype has been occasionally reported from samples collected from 
cassava plants [44,63,64,66–68], but it is not known to reproduce on and colonize cassava 
[66,68,69]. It is therefore concluded that non-cassava B. tabaci mitotypes occurring on cas-
sava are not colonizers but transient visitors. Bemisia afer is known to colonize cassava, 
and previous studies report the existence of two clades in samples collected from cassava 
fields in Kenya, Malawi, Tanzania, and Uganda [64,70]. The high proportion of B. afer can 
also be attributed to the age of the cassava plants which were mostly older than 6MAP, as 
this species is known to colonize older plants as opposed to B. tabaci which prefers young 
plants less than six months of age. Additionally, the high proportion of B. afer can also be 
attributed to the prevailing weather condition which was the cool season during the sur-
vey in Comoros in July 2019. B. afer is known to prefer cool temperatures [71]. B. afer is 
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unlikely to be of any major economic significance in Comoros, however, as it is not known 
to transmit CMBs or CBSIs and it has never been reported to occur at high abundance 
levels or cause any kind of damage to cassava.  

Spiralling whitefly and Bondar’s nesting whitefly are polyphagous invasive species 
that have recently spread globally probably due to increased trade in plant products and 
change in climate [72]. Although in this study they occurred in small numbers, they have 
been reported to colonize and co-exist on cassava and are known to cause low to moderate 
damage in this crop [72]. The spiralling whitefly has been reported from various countries 
across Africa [64,73–77]. Bondar’s nesting whitefly has been reported to colonize cassava 
in Uganda, Nigeria, and Tanzania [74,77,78] and was found in whitefly samples from cas-
sava in coastal Kenya [64]. 

Whitefly diagnostics are critical to determine species diversity, distribution, and 
change in composition over time, and expansion of geographical and host range. This 
knowledge is important in evaluating the potential impact of these whiteflies on cassava 
production through virus transmission and or physical damage in the Comoros Islands. 
Developing and deploying effective control strategies especially biological agents such as 
parasitoids/predators and entomopathogenic fungi is dependent on knowing the pest 
species [72]. Management with synthetic insecticides also requires knowledge of species 
due to increased rates of insecticide resistance development especially among the MEAM1 
and MED mitotypes of B. tabaci [79].  

5. Conclusions 
We report a comprehensive surveillance study of cassava viral diseases and the as-

sociated whitefly vector B. tabaci in the Comoros Archipelago. A wide diversity of cassava 
varieties is cultivated throughout the Comoros islands of Ngazidja, Mwali, and Ndzwani. 
However, all of these are susceptible to the viruses that cause CBSD and CMD. CBSIs and 
CMBs were widely distributed throughout the islands. Although the occurrence of CBSIs 
reported here matched previous studies, and CBSD symptoms were observed in all the 
three islands, relatively high levels of false negative results during molecular testing using 
existing PCR primers showed that there is a need to develop diagnostic assays that will 
achieve more reliable cassava virus detection. 

Bemisia tabaci abundance was low throughout the surveyed areas. Since this is the 
vector for the viruses that cause both CBSD and CMD, it would be prudent to conduct 
similar surveys at different times of the year to record the patterns of abundance change 
over time and identify periods when levels of vector-borne virus infection are greatest. 
Although we report a high prevalence of both cassava virus diseases in Comoros, high 
levels of virus resistance have been developed through conventional breeding programs 
elsewhere [80,81]. Both diseases can be effectively controlled through the introduction of 
sources of resistance coupled with local breeding work. Finally, it is recommended to es-
tablish a strong cassava seed system in Comoros to facilitate the delivery of healthy plant-
ing material of disease-resistant varieties as they become available. Additionally, this 
study characterized four whitefly species occurring on cassava. The dominant cassava B. 
tabaci, based on SNP genotyping, is SSA-ESA, which has been reported in the countries in 
proximity with Comoros. Although low abundances were recorded at the time of the 
study in July, populations are likely to be greater during hotter, wetter periods of the year. 
Long-term solutions to whitefly-transmitted viruses affecting cassava in Comoros, as else-
where, will depend on combining host plant virus resistance with strong phytosanitary 
measures and effective whitefly management. 

Supplementary Materials: The following supporting information can be downloaded at: 
www.mdpi.com/article/10.3390/v14102165/s1, Table S1: Viruses detected by small RNA sequencing 
of cassava viruses from Comoros, July 2019. 

Author Contributions: Conceptualization, E.N. and J.P.L.; methodology, E.N.W. and R.R.S.; formal 
analysis, E.N.W. and R.R.S.; investigation/laboratory analysis/field data collection, H.M., S.N., 



Viruses 2022, 14, 2165 15 of 18 
 

 

N.M.M., G.C., M.A.; writing—original draft preparation, E.N.W. and R.R.S.; writing—review and 
editing, R.R.S.; supervision, J.P.L.; project administration, E.N., N.A.M. and A.A.H.; funding acqui-
sition, E.N. All authors have read and agreed to the published version of the manuscript. 

Funding: This work was supported by the International Fund for Agricultural Development, Roma, 
ITALY (Project No. 2000001157). 

Institutional Review Board Statement: Not applicable. 

Informed Consent Statement: Not applicable. 

Data Availability Statement: All relevant data are presented in this article. 

Acknowledgments: Authors of this work acknowledge the financial support provided by the Inter-
national Fund for Agricultural Development under the Family Farming Productivity and Resilience 
Support Project (PREFER). The authors highly acknowledge the support received from the Govern-
ment of Comoros through the national research institution for agriculture, the Institut National de 
Recherche pour L’Agriculture, La Pêche et L’Environnement (INRAPE) for facilitating smooth 
movement of the survey Team throughout the survey period. The authors also appreciate the con-
tributions of INRAPE colleagues who assisted in sample preparations in the Laboratory: Anchoura, 
Anboukaria Houssein, Diama Yousouf, Nadhria Alhadhuir, and Chamssane Issouffou. The contri-
butions of IITA scientists were also supported through the Roots, Tubers, and Bananas (RTB) Pro-
gramme of the CGIAR. 

Conflicts of Interest: The authors declare no conflict of interest. The funders had no role in the 
design of the study; in the collection, analyses, or interpretation of data; in the writing of the manu-
script; or in the decision to publish the results. 

References 
1. The WIRE. Why Cassava Has So Much Potential in Sub-Saharan Africa. 2020. Available online: https://thewire.in/agricul-

ture/food-security-climate-change-cassava (accessed on 19 April 2022). 
2. The Food and Agriculture Organization Statistics. FAOSTAT. 2020. Available online: https://www.fao.org/fao-

stat/en/#data/QCL (accessed on 7 March 2022). 
3. Tarawali, G.; Ilona, P.; Ojiako, I.A.; Iyangbe, C.; Ogundijo, D.S.; Asumugha, G.; Udensi, U.E. A Comprehensive Training Module 

on Competitive Cassava Production; International Institute of Tropical Agriculture (IITA): Ibadan, Nigeria, 2013. Available online: 
https://www.iita.org/wp-content/uploads/2016/06/A_comprehensive_training_module_on_competitive_cassava_produc-
tion.pdf (accessed on 19 April 2022). 

4. Storey, H.H. Virus diseases of East African plants: VI-A progress report on studies of the diseases of cassava. East Afr. Agric. J. 
1936, 2, 34–39. 

5. Owor, B.; Legg, J.P.; Okao-Okuja, G.; Obonyo, R.; Ogenga-Latigo, M.W. The effect of cassava mosaic geminiviruses on symptom 
severity, growth and root yield of a cassava mosaic virus disease-susceptible variety in Uganda. Ann. Appl. Biol. 2004, 145, 331–
337. 

6. Legg, J.P.; Owor, B.; Sseruwagi, P.; Ndunguru, J. Cassava mosaic virus disease in east and central Africa: Epidemiology and 
management of a regional pandemic. Adv. Virus Res. 2006, 67, 355–418. 

7. Mbanzibwa, D.R.; Tian, Y.P.; Mukasa, S.B.; Volkonen, Y.P.T. Cassava brown streak virus (Potyviridae) encodes a putative 
Maf/HAM1 pyrophosphatase implicated in reduction of mutations and a P1 proteinase that suppresses RNA silencing but 
contains no HC-Pro. J. Virol. 2009, 83, 6934–6940. 

8. Mbanzibwa, D.R.; Tian, Y.P.; Tugume, A.K.; Mukasa, S.B.; Tairo, F.; Kyamanywa, S.; Kullaya, A.; Valkonen, J.P.T. Simultaneous 
virus-specific detection of the two cassava brown streak-associated viruses by RT-PCR reveals wide distribution in East Africa, 
mixed infections, and infections in Manihot glaziovii. J. Virol. Methods 2011, 171, 394–400. 

9. Monger, W.A.; Alicai, T.; Ndunguru, J.; Kinyua, Z.M.; Potts, M.; Reeder, R.H.; Miano, D.W.; Adams, I.P.; Boonham, N.; Glover, 
R.H.; et al. The complete genome sequence of the Tanzanian strain of Cassava brown streak virus and comparison with the 
Ugandan strain sequence. Arch. Virol. 2010, 155, 429–433. 

10. Winter, S.; Koebler, M.; Stein, B.; Pietruszka, A.; Paape, M.; Butgereitt, A. The analysis of cassava brown streak viruses reveals 
the presence of a distinct virus species causing cassava brown streak disease in East Africa. J. Gen. Virol. 2010, 91, 365–376. 

11. Bock, K.; Woods, R. The etiology of African cassava mosaic disease. Plant Dis. 1983, 67, 994–996. 
12. Legg, J.P.; Fauquet, C.M. Cassava mosaic geminiviruses in Africa. Plant Mol. Biol. 2004, 56, 585–599. 
13. Thresh, J.M.; Otim-Nape, G.W.; Fargette, D. The Control of African Cassava Mosaic Virus Disease: Phytosanitation and/or Re-

sistance? In Plant Virus Disease Control; Hadidi, A., Khetaspal, R.K., Koganezawa, H., Eds.; APS Press, St Paul, MN, USA: 1998; 
pp. 670–677. 

14. Maruthi, M.N.; Hillocks, R.J.; Mtunda, K.; Raya, M.D.; Muhanna, M.; Kiozia, H.; Rekha, A.R.; Colvin, J.; Thresh, J.M. Transmis-
sion of Cassava brown streak virus by Bemisia tabaci (Gennadius). J. Phytopathol. 2005, 153, 307–312. 



Viruses 2022, 14, 2165 16 of 18 
 

 

15. Storey, H.H.; Nichols, R.F.W. Studies on the mosaic of cassava. Ann. Appl. Biol. 1938, 25, 790–806. 
16. De Barro, P.J. The Bemisia species complex: Questions to guide future research. J. Integ. Agri. 2012, 11, 187–196. 
17. Dinsdale, A.; Cook, L.; Riginos, C.; Buckley, Y.M.; De Barro, P. Refined global analysis of Bemisia tabaci (Hemiptera: Sternor-

rhyncha: Aleyrodoidea: Aleyrodidae) mitochondrial cytochrome oxidase 1 to identify species level genetic boundaries. Ann. 
Entomol. Soc. Am. 2010, 103, 196–208. 

18. Ghosh, S.; Bouvaine, S.; Maruthi, M. Prevalence and genetic diversity of endosymbiotic bacteria infecting cassava whiteflies in 
Africa. BMC Microbiol. 2015, 15, 93. 

19. Legg, J.P.; Sseruwagi, P.; Boniface, S.; Okao-Okuja, G.; Shirima, R.; Bigirimana, S.; Gashaka, G.; Herrmann, H.W.; Jeremiah, S.; 
Obiero, H.; et al. Spatio-temporal patterns of genetic change amongst populations of cassava Bemisia tabaci whiteflies driving 
virus pandemics in East and Central Africa. Virus Res. 2014, 186, 61–75. 

20. Esterhuizen, L.L.; Mabasa, K.G.; van Heerden, S.W.; Czosnek, H.; Brown, J.K.; van Heerden, H.; Rey, M.E.C. Genetic identifica-
tion of members of the Bemisia tabaci cryptic species complex from South Africa reveals native and introduced haplotypes. J. 
Appl. Ent. 2013, 137, 122–135. 

21. Berry, S.D.; Fondong, V.N.; Rey, C.; Rogan, D.; Fauquet, C.M.; Brown, J.K. Molecular evidence for five distinct Bemisia tabaci 
(Homoptera: Aleyrodidae) geographic haplotypes associated with cassava plants in sub-Saharan Africa. Ann. Entomol. Soc. Am. 
2004, 97, 852–859. 

22. Wosula, E.N.; Chen, W.; Amour, M.; Fei, Z.; Legg, J.P. KASP Genotyping as a molecular tool for diagnosis of cassava colonizing 
Bemisia tabaci. Insects 2020, 11, 305. 

23. De Bruyn, A.; Villemot, J.; Lefeuvre, P.; Villar, E.; Hoareau, M.; Harimalala, M.; Abdoul-Karime, A.L.; Abdou-Chakour, C.; 
Reynaud, B.; Harkins, G.W.; et al. East African cassava mosaic-like viruses from Africa to Indian Ocean islands: Molecular 
diversity, evolutionary history and geographical dissemination of a bipartite begomovirus. BMC Evol. Biol. 2012, 12, 228. 

24. Tomlinson, K.R.; Bailey, A.M.; Alicai, T.; Seal, S.; Foster, G.D. Cassava brown streak disease: Historical timeline, current 
knowledge and future prospects. Mol. Plant Pathol. 2018, 19, 1282–1294. 

25. Alicai, T.; Omongo, C.A.; Maruthi, M.N.; Hillocks, R.J.; Baguma, Y.; Kawuki, R.; Bua, A.; Otim-Nape, G.W.; Colvin, J. Re-emer-
gence of cassava brown streak disease in Uganda. Plant Dis. 2007, 91, 24–29. 

26. Mulenga, R.M.; Boykin, L.M.; Chikoti, P.C.; Sichilima, S.; Ng’uni, D. Cassava brown streak disease and Ugandan cassava brown 
streak virus reported for the first time in Zambia. Plant Dis. 2018, 102, 1410–1418. 

27. Mulimbi, W.; Phemba, X.; Assumani, B.; Kasereka, P.; Muyisa, S.; Ugentho, H.; Reeder, R.; Legg, J.P.; Laurenson, L.; Weekes, R.; 
et al. First report of Ugandan cassava brown streak virus on cassava in Democratic Republic of Congo. New Dis. Rep. 2012, 26, 
11. 

28. Bigirimana, S.; Barumbanze, P.; Ndayihanzamaso, P.; Shirima, R.; Legg, J.P. First report of cassava brown streak disease and 
associated Ugandan cassava brown streak virus in Burundi. New Dis. Rep. 2011, 24, 26. 

29. Hillocks, R.J.; Raya, M.D.; Mtunda, K.; Kiozia, H. Effects of brown streak virus disease on yield and quality of cassava in Tan-
zania. J. Phytopathol. 2008, 149, 389–394. 

30. Azali, H.A.; Maillot, V.; Cassam, N.; Chesneau, T.; Soulezelle, J.; Scussel, S.; Abdoul-Karime, A.L.; Hostachy, B.; Reynaud, B.; 
Roux-Cuvelier, M.; et al. Occurrence of cassava brown streak disease and associated Cassava brown streak virus and Ugandan 
cassava brown streak virus in the Comoros Islands. New Dis. Rep. 2017, 36, 19. 

31. Sseruwagi, P.; Sserubombwe, W.S.; Legg, J.P.; Ndunguru, J.; Thresh, J.M. Methods of surveying the incidence and severity of 
cassava mosaic disease and whitefly vector populations on cassava in Africa: A review. Virus Res. 2004, 100, 129–142. 

32. Cours, G. Manioc in Madagascar. Mémoires L’institut Sci. Madagascar. Série B Biol. Végétale 1951, 3, 203–400. 
33. Gondwe, F.M.T.; Mahungu, N.M.; Hillocks, R.J.; Raya, M.D.; Moyo, C.C.; Soko, M.M.; Chipungu, F.B.; Benesi, I.R.M. Economic 

losses experienced by small-scale farmers in Malawi due to cassava brown streak virus disease. ‘Development of a Co-ordinated 
Plan of African Action for CBSD Research in Eastern and Southern Africa’- Proceedings of a Workshop held at the Whitesands 
Hotel, Mombasa, Keya, 27 -30 October 2002; DFID Crop Protection Programme: Aylesford, UK, 2003; pp. 28–35. 

34. Fargette, D. Epidémiologie de la Mosaïque Africaine du Manioc en Côte d’Ivoire. Ph.D. Thesis, Université des Sciences et Tech-
niques du Languedoc, Montpellier, France, 1985. 

35. Maruthi, M.N.; Colvin, J.; Seal, S.; Gibson, G.; Cooper, J. Co-adaptation between cassava mosaic geminiviruses and their local 
vector populations. Virus Res. 2002, 86, 71–85. 

36. Adams, I.P.; Abidrabo, P.; Miano, D.W.; Alicai, T.; Kinyua, Z.M.; Clarke, J.; Macarthur, R.; Weekes, R.; Laurenson, L.; Hany, U.; 
et al. High throughput real-time RT-PCR assays for specific detection of cassava brown streak disease causal viruses and their 
application to testing planting material. Plant Pathol. 2013, 62, 233–242. 

37. Shirima, R.R.; Maeda, D.G.; Kanju, E.; Ceasar, G.; Tibazarwa, F.I.; Legg, J.P. Absolute quantification of cassava brown streak 
virus mRNA by real-time qPCR. J. Virol. Methods 2017, 245, 5–13. 

38. Alabi, O.J.; Kumar, P.L.; Naidu, R.A. Multiplex PCR method for the detection of African cassava mosaic virus and East African 
cassava mosaic Cameroon virus in cassava. J. Virol. Methods 2008, 154, 111–120. 

39. Zheng, Y.; Gao, S.; Padmanabhan, C.; Li, R.; Galvez, M.; Gutierrez, D.; Fuentes, S.; Ling, K.-S.; Kreuze, J.; Fei, Z. VirusDetect: An 
automated pipeline for efficient virus discovery using deep sequencing of small RNAs. Virology 2017, 500, 130–138. 

40. Li, H.; Durbin, R. The short read alignment component (bwa-short) has been published: Fast and accurate short read alignment 
with Burrows-Wheeler Transform. Bioinformatics 2009, 25, 1754–1760. 



Viruses 2022, 14, 2165 17 of 18 
 

 

41. Mugerwa, H.; Seal, S.; Wang, H.-L.; Patel, M.V.; Kabaalu, R.; Omongo, C.A.; Alicai, T.; Tairo, F.; Ndunguru, J.; Sseruwagi, P.; et 
al. African ancestry of New World, Bemisia tabaci whitefly species. Sci. Rep. 2018, 8, 2734. 

42. Folmer, O.; Hoeh, W.R.; Black, M.B.; Vrijenhoek, R.C. Conserved primers for PCR amplification of mitochondrial DNA from 
different invertebrate phyla. Mol. Mar. Biol. Biotechnol. 1994, 3, 294–299. 

43. Kumar, S.; Stecher, G.; Tamura, K. MEGA7: Molecular Evolutionary Genetics Analysis Version 7.0 for Bigger Datasets. Mol. Biol. 
Evol. 2016, 33, 1870–1874. 

44. Wosula, E.N.; Chen, W.; Fei, Z.; Legg, J.P. Unravelling the genetic diversity among cassava Bemisia tabaci whiteflies using Nex-
tRAD sequencing. Genome Biol. Evol. 2017, 9, 2958–2973. 

45. Chen, W.; Wosula, E.N.; Hasegawa, D.K.; Casinga, C.; Shirima, R.R.; Fiaboe, K.K.M.; Hanna, R.; Fosto, A.; Goergen, G.; Tamò, 
M.; et al. Genome of the African cassava whitefly Bemisia tabaci and distribution and genetic diversity of cassava-colonizing 
whiteflies in Africa. Insect Biochem. Mol. Biol. 2019, 110, 112–120. 

46. Ano, C.U.; Ochwo-Ssemakula, M.; Ibanda, A.; Ozimati, A.; Gibson, P.; Onyeka, J.; Njoku, D.; Egesi, C.; Kawuki, R.S. Cassava 
Brown Streak Disease Response and Association with Agronomic Traits in Elite Nigerian Cassava Cultivars. Front. Plant Sci. 
2021, 12, 720532. 

47. World Bank. The Union of the Comoros: Jumpstarting Agricultural Transformation. 2017. Available online: 
https://openknowledge.worldbank.org/bitstream/handle/10986/32398/The-Union-of-the-Comoros-Jumpstarting-Agricultural-
Transformation.pdf?sequence=1 (accessed on 8 February 2022). 

48. Shirima, R.R.; Maeda, D.G.; Kanju, E.E.; Tumwegamire, S.; Ceasar, G.; Mushi, E.; Sichalwe, C.; Mtunda, K.; Mkamilo, G.; Legg, 
J.P. Assessing the degeneration of cassava under high-virus inoculum conditions in coastal Tanzania. Plant Dis. 2019, 103, 2652–
2664. 

49. Shirima, R.R.; Legg, J.P.; Maeda, D.G.; Tumwegamire, S.; Mkamilo, G.; Mtunda, K.; Kulembeka, H.; Ndyetabula, I.; Kimata, 
B.P.; Matondo, D.G.; et al. Genotype by environment cultivar evaluation for cassava brown streak disease resistance in Tanza-
nia. Viruses 2020, 286, 198017. 

50. Kamau, E.; Agoti, C.N.; Lewa, C.S.; Oketch, J.; Owor, B.E.; Otieno, G.P.; Bett, A.; Cane, P.A.; Nokes, D.J. Recent sequence varia-
tion in probe binding site affected detection of respiratory syncytial virus group B by real-time RT-PCR. J. Clin. Virol. 2017, 88, 
21–25. 

51. Scussel, S.; Candresse, T.; Marais, A.; Claverie, S.; Hoareau, M.; Azali, H.A.; Verdin, E.; Tepfer, M.; Filloux, D.; Fernandez, E.; et 
al. High-throughput sequencing of complete genomes of ipomoviruses associated with an epidemic of cassava brown streak 
disease in the Comoros Archipelago. Arch. Virol. 2019, 164, 2193–2196. 

52. Legg, J.P.; Kumar, P.L.; Makeshkumar, T.; Ferguson, M.; Kanju, E.; Ntawuruhunga, P.; Tripathi, L.; Cuellar, W. Cassava virus 
diseases: Biology, epidemiology and management. Adv. Virus Res. 2015, 91, 85–142. 

53. Brown, J.K.; Zerbini, F.M.; Navas-Castillo, J.; Moriones, E.; Ramos-Sobrinho, R.; Silva, J.C.F.; Fiallo-Olivé, E.; Briddon, R.W.; 
Hernández-Zepeda, C.; Idris, A.; et al. Revision of Begomovirus taxonomy based on pairwise sequence comparisons. Arch. Virol. 
2015, 160, 1593–1619. 

54. Alabi, O.J.; Mulenga, R.M.; Legg, J.P. Cassava mosaic. In Virus Diseases of Tropical and Subtropical Crops; Tennant, P., Fermin, G., 
Eds.; CAB International: Wallingford, UK, 2015; pp. 56–72. 

55. Thottappilly, G.; Thresh, J.M.; Calvert, L.A.; Winter, S. Cassava. In Virus and Virus-like Diseases of Major Crops in Developing 
Countries; Loebenstein, G., Thottappilly, G., Eds.; Kluwer Academic Publishers, Dordrecht, The Netherlands, 2003; pp. 107–165. 

56. Berry, S.; Rey, M.E.C. Molecular evidence for diverse populations of cassava-infecting begomoviruses in southern Africa. Arch. 
Virol. 2001, 146, 1795–1802. 

57. Harimalala, M.; Chiroleu, F.; Giraud-Carrier, C.; Hoareau, M.; Zinga, I.; Randriamampianina, J.A.; Velombola, S.; Ranomenja-
nahary, S.; Andrianjaka, A.; Reynaud, B.; et al. Molecular epidemiology of cassava mosaic disease in Madagascar. Plant Pathol. 
2014, 64, 501–507. 

58. Fondong, V.N.; Pita, J.S.; Rey, C.M.; de Kochko, A.; Beachy, R.N.; Fauquet, C.M. Evidence of synergism between African cassava 
mosaic virus and new double-recombinant geminivirus infecting cassava in Cameroon. J. Gen. Virol. 2000, 81, 287–297. 

59. Harrison, B.D.; Zhou, X.; Otim-Nape, G.W.; Liu, Y.; Robinson, D.J. Role of a novel type of double infection in the geminivirus-
induced epidemic of severe cassava mosaic in Uganda. Ann. Appl. Biol. 1997, 131, 437–448. 

60. Legg, J.; Winter, S. Cassava mosaic viruses (Geminiviridae). In Reference Module in Life Sciences; Roitberg, B.D., Ed.; Elsevier: 
Amsterdam, The Netherlands, 2020; pp. 1–12. 

61. Maruthi, M.N.; Jeremiah, S.C.; Mohammed, I.U.; Legg, J.P. The role of the whitefly, Bemisia tabaci (Gennadius), and farmer 
practices in the spread of cassava brown streak ipomoviruses. J. Phytopathol. 2017, 165, 707–717. 

62. Tocko-Marabena, B.K.; Silla, S.; Simiand, C.; Zinga, I.; Legg, J.P.; Reynaud, B.; Delatte, H. Genetic diversity of Bemisia tabaci 
species colonizing cassava in Central African Republic characterized by analysis of cytochrome oxidase subunit I. PLoS ONE 
2017, 12, e0182749. 

63. Misaka, B.C.; Wosula, E.N.; Marchelo-d’Ragga, P.W.; Hvoslef-Eide, T.; Legg, J.P. Genetic diversity of Bemisia tabaci (Gennadius) 
(Hemiptera: Aleyrodidae) colonizing sweet potato and cassava in South Sudan. Insects 2020, 11, 58. 

64. Munguti, F.M.; Kilalo, D.C.; Nyaboga, E.N.; Wosula, E.N.; Macharia, I.; Mwango’mbe, A.W. Distribution and molecular diver-
sity of whitefly species colonizing cassava in Kenya. Insects 2021, 12, 875. 



Viruses 2022, 14, 2165 18 of 18 
 

 

65. Chikoti, P.C.; Tembo, M.; Legg, J.P.; Shirima, R.R.; Mugerwa, H.; Sseruwagi, P. Genetic diversity of mitochondrial DNA of 
Bemisia tabaci (Gennadius) (Hemiptera: Aleyrodidae) associated with cassava and the occurrence of cassava mosaic disease in 
Zambia. Insects 2020, 11, 761. 

66. Sseruwagi, P.; Maruthi, M.N.; Colvin, J.; Rey, M.E.C.; Brown, J.K.; Legg, J.P. Colonization of non-cassava plant species by cas-
sava whiteflies (Bemisia tabaci) in Uganda. Entomol. Exp. Appl. 2006, 119, 145–153. 

67. Mugerwa, H.; Rey, M.E.; Alicai, T.; Ateka, E.; Atuncha, H.; Ndunguru, J.; Sseruwagi, P. Genetic diversity and geographic dis-
tribution of Bemisia tabaci (Gennadius) (Hemiptera: Aleyrodidae) genotypes associated with cassava in East Africa. Ecol. Evol. 
2012, 2, 2749–2762. 

68. Legg, J.P. Host-associated strains within Ugandan populations of the whitefly Bemisia tabaci (Genn.), (Hom., Aleyrodidae). J. 
App. Ent. 1996, 120, 523–527. 

69. Milenovic, M.; Wosula, E.N.; Rapisarda, C.; Legg, J.P. Impact of host plant species and whitefly species on feeding behavior of 
Bemisia tabaci. Front. Plant Sci. 2019, 10, 1. 

70. Maruthi, M.N.; Rekha, A.R.; Sseruwagi, P.; Hillocks, R.J. Mitochondrial DNA variability and development of a PCR diagnostic 
test for populations of the whitefly Bemisia afer (Priesner and Hosny). Mol. Biotech. 2007, 35, 31–40. 

71. Gamarra, H.; Carhuapoma, P.; Kreuze, J.; Kroschel, J. White fly, Bemisia afer (Priesner & Hosny 1934). In Pest Distribution and 
Risk Atlas for Africa. Potential Global and Regional Distribution and Abundance of Agricultural and Horticultural Pests and Associated 
Biocontrol Agents under Current and Future Climates; Kroschel, J., Mujica, N., Carhuapoma, P., Sporleder, M., Eds.; International 
Potato Center (CIP): Lima, Peru, 2016; pp. 100–113. 

72. Sundararaj, R.; Krishnan, S.; Sumalatha, B.V. Invasion and expansion of exotic whiteflies (Hemiptera: Aleyrodidae) in India and 
their economic importance. Phytoparasitica 2021, 49, 851–863. 

73. Akinlosotu, T.A.; Jackai, L.E.N.; Ntonifor, N.N.; Hassan, A.T.; Agyakwa, C.W.; Odebiyi, J.A.; Akingbohungbe, A.E.; Rossel, 
H.W. Spiralling whitefly Aleurodicus dispersus in Nigeria. FAO Plant Prot. Bull. 1993, 41, 127–129. 

74. Neuenschwander, P. Spiralling whitefly, Aleurodicus dispersus, a recent invader and new cassava pest. Afr. Crop Sci. J. 1994, 2, 
419–421. 

75. Hazell, S.P.; Vel, T.; Fellowes, M.D.E. The role of exotic plants in the invasion of Seychelles by the polyphagous insect Aleurodicus 
dispersus: A phylogenetically controlled analysis. Biol. Invasions 2008, 10, 169–175. 

76. Mware, B.; Olubayo, F.; Narla, R.; Songa, J.; Amata, R.; Kyamanywa, S.; Ateka, E.M. First record of spiraling whitefly in coastal 
Kenya: Emergence, host range, distribution and association with cassava brown streak virus disease. Int. J. Agric. Biol. 2010, 12, 
411–415. 

77. Guastella, D.; Lulah, H.; Tajebe, L.S.; Cavalieri, V.; Evans, G.A.; Pedata, P.A.; Rapisarda, C.; Legg, J.P. Survey on whiteflies and 
their parasitoids in cassava mosaic pandemic areas of Tanzania using morphological and molecular techniques. Pest Manag. Sci. 
2015, 71, 383–394. 

78. Omongo, C.A.; Namuddu, A.; Okao-Okuja, G.; Alicai, T.; van Brunschot, S.; Ouvrard, D.; Colvin, J. Occurrence of Bondar’s 
nesting whitefly, Paraleyrodes bondari (Hemiptera: Aleyrodidae), on cassava in Uganda. Rev. Bras Entomol. 2018, 62, 257–259. 

79. Horowitz, A.R.; Ghanim, M.; Roditakis, E.; Nauen, R.; Ishaaya, I. Insecticide resistance and its management in Bemisia tabaci 
species. J. Pest Sci. 2020, 93, 893–910. 

80. Kawuki, R.S.; Kaweesi, T.; Esuma, W.; Pariyo, A.; Kayondo, I.S.; Ozimati, A.; Kyaligonza, V.; Abaca, A.; Orone, J.; Tumuhimbise, 
R.; et al. Eleven years of breeding efforts to combat cassava brown streak disease. Breed. Sci. 2016, 66, 560–571. 

81. Manyong, V.M.; Dixon, A.G.O.; Makinde, K.O.; Bokanga, M.; Whyte, J. The Contribution of IITA-Improved Cassava to Food Security 
in Sub-Saharan Africa: An Impact Study; International Institute of Tropical Agriculture: Ibadan, Nigeria, 2000. Available online: 
https://www.researchgate.net/publication/265656112_The_Contribution_of_IITA-Improved_Cassava_to_Food_Secu-
rity_in_Sub-Saharan_Africa_An_Impact_Study (accessed on 22 July 2022). 


	1. Introduction
	2. Materials and Methods
	2.1. Survey Sites and Dates
	2.2. Foliar Viral Disease Symptoms and Vector Abundance Assessment
	2.3. CBSIs and CMBs Detection by (RT) PCR Testing
	2.4. High Throughput Sequencing for CBSIs and CMBs
	2.5. Virus Detection
	2.6. Viral Genome Assembly
	2.7. Genetic Identification of B. tabaci and Other Whiteflies

	3. Results
	3.1. Distribution of Cassava Varieties and Disease Symptoms
	3.1.1. Distribution of Cassava Varieties
	3.1.2. Distribution of CBSD and CMD Symptoms

	3.2. CBSIs and CMBs Detection by (RT) PCR Testing and Next-Generation Sequencing
	3.3. Virus Detection and Discovery by VirusDetect
	3.4. Characterization of B. tabaci and Other Whiteflies
	3.4.1. Vector Abundance
	3.4.2. Genetic Diversity of Whiteflies


	^ CMD Prevalence
	^ CBSD Prevalence
	& CMD Incidence
	# CMD Severity
	& Leaf CBSD Incidence
	# Leaf CBSD Severity
	$ Bemisia tabaci
	Sites
	Variety
	Island
	25.0
	3.90
	10.0
	2.33
	0.92
	2
	Chihawati
	20.0
	2.71
	41.7
	3.04
	0.17
	2
	Java
	35.8
	3.18
	43.3
	2.79
	2.05
	8
	Mdja
	95.0
	65.0
	8.3
	2.80
	0.0
	*
	3.02
	2
	Meladi
	30.0
	2.56
	0.0
	*
	0.57
	1
	Mkoudu 
	Ndzwani
	3.3
	3.00
	0.0
	*
	1.77
	1
	Unknown 
	21.7
	3.05
	35.0
	2.97
	1.26
	4
	Wachididri 
	fCBSD Inc.
	CMD Total
	CMD Cut
	CMD Wf
	CBSD Sev.
	CMD Sev.
	Bemisia tabaci
	stCBSD
	Sites
	Island
	10.4
	49.0
	32.2
	22.0
	10.2
	2.85
	3.08
	2.10
	17
	Mwali
	7.8
	46.6
	35.3
	26.1
	9.2
	2.86
	2.88
	1.66
	29
	Ngazidja
	3.2
	29.5
	25.7
	20.7
	5.0
	2.84
	3.12
	1.60
	20
	Ndzwani
	Average/ 
	7.07
	42.0
	31.6
	23.4
	8.2
	2.86
	3.00
	1.75
	66
	Total 
	GenBank Accession Number
	BankIt Submission ID
	Virus
	Sites ID
	Sample ID
	CBSV
	NgB1.1
	MZ362877
	BankIt2465160 
	AQHM1C
	UCBSV
	NgB19.5
	MZ362878
	BankIt2465160
	AQHM2U
	EACMV
	NgB1.1
	MZ494476
	BankIt2470742
	AQHM1EA4-B
	EACMV
	NgM16.1
	MZ494477
	BankIt2470742
	AQHM20EA2-B
	EACMV
	AnM19.4
	MZ494478
	BankIt2470742
	AQHM23EA4-B
	EACMV
	AnM13.5
	MZ494479
	BankIt2470742
	AQHM25EA1-B
	EACMV
	MoM3.3
	MZ494480
	BankIt2470742
	AQHM26EA1-B
	EACMV
	MoM12.2
	MZ494481
	BankIt2470742
	AQHM29EA3-B
	EACMV
	NgB1.1
	MZ494482
	BankIt2473359
	AQHM1EA1-A
	EACMV
	NgM16.1
	MZ494483
	BankIt2473359
	AQHM20EA1-A
	EACMV
	AnM19.4
	MZ494484
	BankIt2473359
	AQHM23EA3-A
	EACMV
	Anm13.5
	MZ494485
	BankIt2473359
	AQHM25EA2-A
	EACMV
	MoM3.3
	MZ494486
	BankIt2473359
	AQHM26EA2-A
	EACMV
	MoM3.4
	MZ494487
	BankIt2473359
	AQHM27EA1-A
	Number of Mismatches
	$ Mismatch Position
	Accession 
	^ Mismatch
	* Primer or Probe
	Number
	1
	14
	A/T
	CBSV probe
	MZ362877
	1
	2
	A/G
	CBSV probe
	MK103392
	2
	5 and 15
	T/C and G/A
	CBSV reverse
	MK103392
	MK103391 and MZ362877
	1
	2
	A/G
	UCBSV forward
	MK103391 and MZ362877
	2
	6 and 21
	A/T and T/A
	UCBSV probe
	MK103391 and MZ362877
	1
	4
	A/G
	UCBSV reverse
	4. Discussion
	4.1. Varietal Response to Cassava Viruses
	4.2. Characterization of Cassava Brown Streak Ipomoviruses and Cassava Mosaic Begomoviruses
	4.3. Mismatch between Disease Incidence and Virus Incidence
	4.4. Characterization of Bemisia tabaci Whiteflies

	5. Conclusions
	References

