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INTRODUCTION AlM

Myelodysplastic syndromes (MDS) are heterogeneous hematologic To compare the efficacy of randomized treatment strategies for
malignancies with limited and evolving treatment options.! Numerous myelodysplastic syndromes (MDS) and related malignancies
randomized trials have evaluated pharmacological and combination using network and component network meta-analysis, with
therapies, but comparisons across treatments remain challenging.’ complete remission as the primary outcome.

We conducted a systematic review and network meta-analysis of

randomized trials to compare treatments for MDS and related

malignancies. Outcomes included remission, survival, and death with

the present analysis focused on complete remission. A component

network meta-analysis was also performed to assess the contribution

of individual treatment components.?

CONCLUSIONS

Network meta-analysis identified several treatment
strategies associated with higher odds of complete
remission compared with best supportive care, with
glasdegib plus cytarabine showing the largest point
estimate.

This review combines broad trial identification, structured
screening, detailed extraction, and treatment level synthesis
across a complex therapeutic landscape. Its findings may
support future guidelines, whereas the contrast between
regimen- and component-level effects leaves key clinical
questions for the full review to resolve.

METHOD

Searches identified 14904 records, including 5894 from Embase,
3597 from Scopus, 2042 from Cochrane CENTRAL, 1971 from
PubMed, and 1400 from ClinicalTrials.gov. After deduplication in
Covidence, 5262 records were imported for title and abstract
screening. Full-text assessment was performed for 833 articles,
and 88 articles were included for data extraction. (Figure 1)

The most common reasons for full-text exclusion were duplicate
records and absence of available results, accounting for 504 and
/3 exclusions, respectively. This screening pathway reflects a
large evidence base refined through multiple stages before
quantitative synthesis.
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RESULTS

Records identified through database searching

Of 29 included studies, 15 studies evaluating 14 interventions o 1A8tA Comparison: other vs 'Best supportive care' "
_ _ _ _ Treatment (Random Effects Model) OR 95%-CI WOTrK.
contributed to the primary connected complete remission ! ——
. . . . No. of articles assessed for title and abstract screening after de-duplicationin Covidence Additive CNMA 4 7.76 [0.76; 79.51]
network. 14 interventions included supportive care, n=5262 Interaction CNMA B 776 [076 79.51]
_ _ _ Standard NMA B 7.76 [0.76; 79.51]
conventional care, single-agent hypomethylating therapy, ! o i .y

No. of articles assessed for full text screening

cytarabine-based regimens, and multiple combination =833
strategies. A component network meta-analysis separated
combination regimens into 13 active components, allowing both
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No. of articles excluded after full text
screening, n= 577
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Duplicate records (504)

Results unavailable (73)
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