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For the detection of BCR-ABLI-like ALL cases, two methodologies, specifically Gene expression ~ In the cohort of 629 adult B-ALL cases, the incidence of BCR-ABLI fusion transcripts was m @% h‘m!ﬁ ' Ww e N §--~  We developed and validated a PHi-RACE classifier for the first time in a developing country. This
profiling (GEP) or Next-generation targeted sequencing (NGS) and TaqMan based low-density 17.17% (108/629) {(b2a2 and b3a2 = 8.90% (56/629) & ela2 = 8.26% (52/629); as revealed by | «Lg- ” z::a " A- predictive classifier is rapid, cost-effective [USD 42.00 (INR 3,000.00)/sample], with short turnaround
(TLDA) card, are being used. NGS 1s very costly and TLDA 1s not widely commercially available. multiplex RT-PCR assay. ; s time (4 hours), including testing and interpretation. This classifier is advantageous over other approaches
In this study, we quantified the expression of 8 selected overexpressed genes in 536 B-ALL cases. = :» )| - | Il ‘ ‘ | ADGEF for the prompt detection at baseline to start tailored treatment regimes in BCR-ABLI-like ALL cases.

We 1dentified 26.67% (143/536) BCR-ABLI-like ALLs using hierarchical clustering and principal

component analysis. BCR-ABLI-like ALL cases were significantly older at presentation (p=0.036)
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and had male preponderance (p=0.047) compared to BCR-ABLI-negative ALL cases. Lastly, we ] A TR [T E 1R j ‘ |l’. H” “Hh I ‘ | e
built a PHi-RACE classifier (sensitivity = 95.2%, specificity= 83.7%, AUC= 0.927) using logistic > B |1 TNERETE 8 Lo ] Y - Results of our predictive classifier are very different from the study conducted by Chiaretti S et al, who
regression to detect BCR-ABLI-like ALL cases prompily at diagnosis. This classifier is beneficial  [ranc 1 [posiiveconrot  [s216p (102 |[Lanc 10 [ Positive Control [310bp || Lane 15 [ Positive Control [ 385 bp iow i B e o peRapry | Qustvisiawabtool for visualiing clustering of multivariats used 10 differently overexpressed genes, namely SOCS2, IFITM1, CD99, TP53, INP1, IFITM2, JCHAIN,
(b222) (b3a2) SR i e likl;sALL cases' - data using Principal Component Analysis and heatmap. ’ ’ ’ ’ ’ ’ ’ ’
for haematologists in quick decision making at baseline to start tailored treatment regimes. Lane 3 | Ladder 100 bp Lonc 11| Ladder 100 bp Lane 14 | Ladder 100 bp NUDT4, CD97, SEMA6A to construct a BCR-ABLI-like ALL statistical predictor. Only Jchain was
B k d Cane 7 | Minor breakpoimt | 521 59 193 || omes 12 | smaior breakpoms | 310 5 Tance 17 | Mzgor broskpoint — PHi-RACE Classifier common to the genes selected in our study. We selected 8 overexpressed genes namely JCHAIN,
dC Q roun (haz o0k &13 [ (6222 p210kDa) | (b2a2) (| & 18 | (B3a%p2I0KDY) | (B3a2) BCR-ABLI-like | | B-others (n-285) | 2 5 g = ¢ SPATS2L, CA6, NRXN3, MUC4, CRLF2, ADGRF1, BMPRIB, and EEF2 and these genes are also
(n=143) ; : 5 X B
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| . bl louk J— e has b , | i 2 : 5 I R LS O L L Ead ) B represented in other TLDA models devised by various authors. As TLDA cards are not widely
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leukaemia. BCR-ABLI-like acute lymphoblastic leukaemia (BCR-ABLI-like ALL) exhibits similar ela2, 515 genes in patients with b2a2 major fusion £ = o S e TS PR [T b e . o o .
, , . , : — - D33 lo667 0202 [0.022 e st —— 5 Calans 285 100% EEF? as control gene and in our study EEF2 showed significant variation and was excluded for analysis.
gene expression profile to that of BCR-ABLI-positive ALL and does not express the RNA fusion transcript and 599 genes in patients with b3a2 major Ik = N CDs% 0522 0242 0031 SRR i BCR-ABLI-lke 143 100% . . . . o
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