
Title: Supplementary Table 1 

Caption: Literature based signature. Result of integrating lineage discriminating 

microRNAs previously reported.  

Result of integrating the lineage discriminating miRNAs previous reported by Mi et al.15 

and Wang et al.. 14 Both reports described miRNAs that could discriminate between AML 

and ALL, 27 and 16 respectively. Ten miRNAs that were found by Mi et al. were also 

investigated by Wang et al. However, differential expression between AML and ALL could 

not be confirmed for two of them. The integration of all reported lineage discriminating 

miRNAs (excluding the two unconfirmed miRNAs) generated a literature based signature 

containing 32 miRNAs. 

 

Title: Supplemental Table 2. 

Caption: Flow cytometric and genetic characteristics of the patients with leukemia of 

ambiguous lineage. 

The results of immunophentyping by flow cytometry of 17 AL of ambiguous lineage 

patients. Markers are indicated when expressed with a fluorescence intensity of > 10% of 

the appropriate antibody control. Discrimination is made between weak or strong for CD19, 

cytCD22, and CD10. Strong expression (“s”) is defined as higher or as high as the 

expression on non-malignant cells in the same sample or, known from healthy donors. 

Weak expression (“w”) is defined when the expression level does not reach expression of 

corresponding normal cells. Monoblastic appearance is defined by expression of CD14 

and CD11c.  UPN, Unique Patient Number; WHO2001, diagnosis when using WHO2001 

criteria; WHO2008, diagnosis when using WHO2008 criteria; AML, acute myeloid 

leukemia; B-ALL, B-cell acute lymphoid leukemia; T-ALL, T-cell acute lymphoid leukemia; 

B/My, BAL/MPAL expressing B-lymphoid and myeloid markers; T/My, BAL/MPAL 

expressing T-lymphoid and myeloid markers; B/T/My, trilineage BAL/MPAL; UAL, 

unclassifiable acute leukemia; CD, cluster of differentiation; TDT, terminal 

deoxynucleotidyl transferase; cytMPO, cytoplasmic myeloperoxidase; cytCD3, cytoplasmic 

CD3; cytIgM, cytoplasmic immunoglobulin M; t(9;22), t(8;21), t(15;17), MLL, FLT3-ITD, 

Inv(16) are cytogenetic aberrancies analyzed by molecular diagnostics; Neg, negative for 



molecular aberrancy; Pos, positive for molecular aberrancy; ND, not done; n.a., not 

available; #, no CML prephase was present; Karyotype, analysis conducted by cytogenetic 

analysis; Complex*, 45,XX,+1,der(1;15)(p10;q10),-

3,del(5)(q13q33),del(9)(q2?2),add16(p13),-17,-1,+21,add(22)(p11),+mar; Complex**, 

46,XX,t(9;22)(q34:q11,2) [4] 47,XX,t(9;22)(q34;q11,2),der(22),t(9;22) [1] 46,XX [15]; 

Complex***, 81~102,<4n>,XXXX,der(4)t(1;4)(q21;q35)x3[13]/46,XX[11]  

 

Title: Supplementary Table 3 

Caption: Significantly discriminative microRNAs between the myeloid and lymphoid 

cluster. 

Significance analysis of microarray (SAM) identifies 36 significantly discriminative 

microRNAs between the myeloid and lymphoid clusters obtained from unsupervised 

clustering analysis of all samples. The five microRNAs (miR-23a, miR-27a, miR-221, miR-

223 and miR-199b) with the highest relative difference (d(i)) distinguishing AML from ALL 

were selected (highlighted in grey). Geometric mean intensity in AML and ALL as well as 

the fold change is indicated. 

 

Title: Supplementary Table 4a-d 

Caption: MicroRNAs differential expressed between leukemia of ambiguous lineage, 

AML, B-ALL and T-ALL samples analyzed by LIMMA. 

Tables show the top 25 microRNAs with the lowest FDR. (A) Top differentially 

expressed microRNAs between leukemia of ambiguous lineage and AML. (B) Top 

differentially expressed microRNAs between leukemia of ambiguous lineage and T-ALL. 

(C) Top differentially expressed microRNAs between leukemia of ambiguous lineage 

and B-ALL. (D) MicroRNAs that are differentially expressed between leukemia of 

ambiguous lineage and B-ALL or T-ALL are differentially expressed between B-ALL and 

T-ALL. Columns show t-statistic, p- and False Discovery Rate-values for the differential 

expressed microRNAs. ‘AmbigAL vs. AML’ represents differential expression between 

leukemias of ambiguous lineage and AML. ‘AmbigAL vs. AML-T vs. AML’ represents 

differential expression between leukemias of ambiguous lineage and T-ALL. ‘AmbigAL 



vs. AML-B vs. AML’ represents differential expression between leukemias of ambiguous 

lineage and B-ALL. ‘T vs. AML-B vs. AML’ represents differential expression between T-

ALL and B-ALL. 

 


