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Summary
To evaluate the prognostic impact of complex karyotype (CK) and/or monosomal 
karyotype (MK) in combination with various clinical factors on allogeneic stem cell 
transplantation (HSCT) outcomes of patients with acute myeloid leukaemia (AML), 
we analysed the registry database of adult AML patients who underwent allogeneic 
HSCT between 2000 and 2019 in Japan. Among 16 094 patients, those with poor 
cytogenetic risk (N = 3345) showed poor overall survival (OS) after HSCT (25.3% 
at 5 years). Multivariate analyses revealed that CK and/or MK (hazard ratio [HR], 
1.31 for CK without MK; 1.27 for MK without CK; and 1.73 for both), age at HSCT 
≥50 years (HR, 1.58), male sex (HR, 1.40), performance status ≥2 (HR, 1.89), HCT-CI 
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I N TRODUC TION

Outcomes of patients with acute myeloid leukaemia (AML) 
are strongly influenced by genetic factors. While, with the 
introduction of high-throughput sequencing, impact of mo-
lecular alterations, such as adverse effects of TP53 mutations 
and MECOM rearrangements, on prognosis of patients with 
AML is becoming clear, conventional diagnostic karyotype 
remains a powerful prognostic factor that predicts responses 
to induction therapy and survival of these patients in clinical 
practice.1–6

The National Comprehensive Cancer Network (NCCN) 
guideline defines three genetic subgroups to classify AML 
according to the risk of relapse: favourable, intermediate and 
poor.7 The unfavourable group includes patients with a het-
erogeneous prognostic outcomes. Among the unfavourable 
cytogenetic abnormalities, complex karyotype (CK) as well 
as monosomal karyotype (MK) are associated with worst 
outcomes, despite intensive chemotherapy treatment.2,3

Allogeneic stem cell transplantation (HSCT) is the only 
treatment that can achieve long-term survival of AML 
patients with poor cytogenetic risk, especially CK and/or 
MK. Clinical data on allogeneic HSCT for AML patients 
with CK and/or MK are limited because of the heteroge-
neous definition of chromosomal risk, especially that of 
CK, an extremely great variety of transplant procedures, 
and a highly limited patient cohort (for example, analy-
sis of patients only in first complete remission) in previ-
ous reports.8–11 Therefore, the role of allogeneic HSCT in 
improving the poor prognosis among patients with AML 
carrying CK and/or MK according to patient background 
has not been fully determined. Given that post-transplant 
outcomes are influenced not only by cytogenetics but also 
by various clinical parameters,5 the prognostic impact of 
CK and/or MK on transplantation outcome should be eval-
uated comprehensively and quantitatively in conjunction 
with a variety of clinical factors.

Thus, using the Japanese nationwide transplant registry, 
we performed a retrospective cohort study, in order to (1) 
evaluate effects of CK and MK in combination with various 
clinical parameters on post-HSCT outcomes and (2) offer a 
sophisticated risk scoring system, which can be applied in 
a wide range of clinical settings, to identify AML patients 

with unfavourable cytogenetics who benefit from allogeneic 
HSCT. Our findings provide valuable information for treat-
ment decision making and should contribute to improve-
ments in transplantation outcomes in this patient group.

PATIE N TS A N D M ETHODS

Patients

Data on adult patients (age ≥16 years) with AML who 
had undergone their first allogeneic HSCT between 2000 
and 2019 were obtained through the Transplant Registry 
Unified Management Program (TRUMP) sponsored by the 
Japanese Society for Transplantation and Cellular Therapy 
(JSTCT).12,13 Patients without survival data or with HLA 
mismatches at three or more loci were excluded. The study 
was planned by the Adult AML Working Group of the 
JSTCT, approved by the data management committees of 
TRUMP and by the Institutional Review Board of Kyoto 
University Hospital, and was conducted in accordance with 
the Declaration of Helsinki.

Cytogenetic analysis

Cytogenetic analysis was performed on metaphase sam-
ples of bone marrow or peripheral blood obtained prior to 
induction therapy by using standard banding techniques. 
Karyotypes were determined according to the International 
System for Human Cytogenetic Nomenclature.14 The kary-
otype analysis was based on a minimum of 20 metaphases 
for each sample as a routine procedure. An abnormality was 
considered to be clonal when at least two metaphases had 
the same aberration in the case of either a structural abnor-
mality or an additional chromosome. If there was mono-
somy, it had to be present at least three metaphase cells to 
be significant. CK was defined as the presence of three or 
more unrelated cytogenetic abnormalities in the absence of 
translocation t(8;21), inversion/translocation inv(16)/t(16;16) 
and translocation t(15;17) at the time of diagnosis. MK was 
defined as two or more autosomal chromosome monoso-
mies or a single autosomal monosomy in the presence of 

score ≥3 (HR, 1.23), non-remission status at HSCT (HR, 2.49), and time from diag-
nosis to HSCT ≥3 months (HR, 1.24) independently reduced post-HSCT OS among 
patients with poor cytogenetic risk AML. A risk scoring system based on the multi-
variate analysis successfully stratified patients into five distinct groups for OS. This 
study confirms the negative effects of CK and MK on post-HSCT outcomes, and 
offers a powerful risk scoring system for predicting prognoses after HSCT among 
AML patients with unfavourable cytogenetics.

K E Y W O R D S
acute myeloid leukaemia, allogeneic stem cell transplantation, complex karyotype, monosomal 
karyotype
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at least one other structural chromosomal abnormality.15 
Cytogenetic risk was classified in accordance with criteria 
specified by the National Comprehensive Cancer Network 
Guidelines (Acute Myeloid Leukaemia. Version 1.2016), as 
described in detail elsewhere7: Favourable risk group in-
cluded inv(16), t(16;16), t(8;21) and t(15;17); Intermediate risk 
group, normal cytogenetics, +8 alone, t(9;11), or other non-
defined; Poor risk group, CK, MK, −5, 5q−, −7, 7q−, 11q23 
other than t(9;11), inv(3), t(3;3), t(6;9) and t(9;22). Molecular 
abnormalities were not utilized in the cytogenetic classifica-
tion because molecular information was not available in the 
majority of patients.

Study endpoints and definitions

The primary endpoint was overall survival (OS) after trans-
plantation; death regardless of the cause was considered an 
event. Secondary endpoints were disease-free survival (DFS), 
and cumulative incidences of relapse and non-relapse mor-
tality (NRM). Conditioning intensity was defined according 
to operational definitions of the National Marrow Donor 
Program/CIBMTR.16 Intensified myeloablative condition-
ing regimens included cyclophosphamide (CY)/total body 
irradiation (TBI)/VP16 (VP16, total 30–40 mg/kg), and CY/
TBI/high-dose cytarabine (cytarabine, total 6–12 g/m2).17,18 
Eastern cooperative oncology group performance status 
scale (ECOG PS) at transplantation was evaluated accord-
ing to ECOG criteria.19 Haematopoietic cell transplantation-
specific comorbidity index (HCT-CI) was determined 
according to the Seattle scale.20 HLA matching was assessed 
using allele data for the HLA-A, -B, -C and -DRB1 loci in 
bone marrow and peripheral blood stem cell graft, and by 
using serological data for the HLA-A, -B and -DR loci in cord 
blood graft.21,22 HLA mismatch was defined in the graft-
versus-host disease (GVHD) vector when recipient alleles 
or antigens were not shared by the donor and was defined 
in the host-versus-graft direction when donor alleles were 
not shared by the recipient. In this study, complete remis-
sion (CR) referred to morphological CR, which was defined 
as <5% blasts in a cellular marrow with recovery of >1000/
μL neutrophils, >100 000/μL platelets and no requirement of 
red blood cell transfusion nor evidence of extramedullary 
leukaemia.23

Statistical analysis

Categorical variables and continuous variables were com-
pared between groups with Fisher's exact test and two-
tailed unpaired Student's t-test, respectively. Probabilities 
of OS and DFS were estimated according to the Kaplan–
Meier method and compared among groups with the Cox 
proportional-hazards model. Probabilities of relapse and 
NRM were estimated on the basis of cumulative incidence 
methods, and compared among groups with the Fine–Gray 
proportional-hazards model,24 considering death without 

relapse as a competing event for relapse, relapse as a compet-
ing event for NRM. The following variables were considered 
in the multivariate analyses; patient age at the time of trans-
plantation, sex, ECOG PS, HCT-CI, patient cytomegalovirus 
status, type of AML, cytogenetic risk, disease status at the 
time of transplantation, time from diagnosis to transplanta-
tion, donor age, donor-sex mismatch, ABO-mismatch, HLA 
mismatches, intensity of the conditioning, use of TBI, graft 
source, GVHD prophylaxis, addition of ATG to condition-
ing regimen, and year of transplantation.

Patients with poor cytogenetic risk AML were randomly 
divided into a training cohort (making up two-thirds of the 
patients) and a validation cohort (one-third of the patients). 
Regarding development of a risk-scoring system, adjusted 
hazard ratios (HRs) for OS, which were calculated using the 
training cohort, were converted to integer weights as follows; 
natural logistic HR values of <0.10, 0.10–0.29, 0.30–0.49, 
0.50–0.69, 0.70–0.89, 0.90–1.09 were assigned respective 
weights of 0, 1, 2, 3, 4 and 5. The risk index was defined as 
the sum of these integer weights, which was used to stratify 
patients into distinct risk groups in terms of OS. The per-
formance of the index was then validated for patients in the 
validation cohort.

All tests were two-sided and p values of <0.05 were con-
sidered statistically significant. All analyses and random 
cohort allocation were performed with Stata version 17 soft-
ware (Stata Corp.).

R E SU LTS

Patient characteristics

Baseline demographic, disease characteristics and trans-
plant procedures are summarized in Table  S1. In total, 
16 094 patients with a median age of 50 years (range, 16–85) 
underwent HSCT. Among them, 14 168 patients (88.0%) 
had an initial diagnosis of de novo AML, while 1132 (7.0%) 
had secondary AML. In terms of cytogenetic risk classifi-
cation, favourable risk, intermediate risk and poor risk ac-
counted for 2005 (12.5%), 9297 (57.8%) and 3345 patients 
(20.8%), respectively, while cytogenetic risk could not be 
evaluated in 1447 (9.0%). Regarding remission status, 6071 
patients (37.7%) were transplanted in the first complete re-
mission (CR1), 2258 (14.0%) underwent transplantation in 
the second complete remission (CR2), and 7027 (43.7%) were 
transplanted in non-CR. Conditioning regimens consisted 
of myeloablative conditioning in 11 095 patients (69.0%), and 
intensified myeloablative conditioning was selected in 1444 
patients (9.0%).

Among 3345 patients with AML carrying poor risk cy-
togenetics, CK and/or MK was observed in 2182 patients 
(65.2%) (Tables 1 and 2). CK and MK coexisted in 985 pa-
tients (29.4%), while isolated CK without MK and isolated 
MK without CK were observed in 1086 (32.5%) and 111 
(3.3%), respectively. There is a trend for older patient age 
at transplantation among poor cytogenetic risk patients or 
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T A B L E  1   Patient characteristics as per presence of complex karyotype and/or monosomal karyotype.

Poor cytogenetics CK− and MK− CK+ and MK− CK− and MK+ CK+ and MK+

p-value(N = 3345) (N = 1163) (N = 1086) (N = 111) (N = 985)

Patient age, years

Median (range) 54.0 (16–85) 50.0 (16–85) 54.0 (16–79) 48.0 (18–82) 57.0 (16–77) <0.001*

<50 1342 (40.1%) 570 (49.0%) 434 (40.0%) 58 (52.3%) 280 (28.4%) <0.001*

≥50 2003 (59.9%) 593 (51.0%) 652 (60.0%) 53 (47.7%) 705 (71.6%)

Patient sex <0.001*

Male 2127 (63.6%) 696 (59.8%) 689 (63.4%) 57 (51.4%) 685 (69.5%)

Female 1217 (36.4%) 466 (40.1%) 397 (36.6%) 54 (48.6%) 300 (30.5%)

ECOG PS <0.001*

0–1 2736 (81.8%) 990 (85.1%) 899 (82.8%) 87 (78.4%) 760 (77.2%)

2–4 558 (16.7%) 147 (12.6%) 172 (15.8%) 19 (17.1%) 220 (22.3%)

HCT-CI <0.001*

0–2 2174 (65.0%) 778 (66.9%) 740 (68.1%) 59 (53.2%) 597 (60.6%)

≥3 721 (21.6%) 178 (15.3%) 204 (18.8%) 31 (27.9%) 308 (31.3%)

CMV-Ab 0.377

Negative 462 (13.8%) 163 (14.0%) 151 (13.9%) 19 (17.1%) 129 (13.1%)

Positive 2588 (77.4%) 862 (74.1%) 858 (79.0%) 77 (69.4%) 791 (80.3%)

Type of AML <0.001*

De novo 2862 (85.6%) 1013 (87.1%) 937 (86.3%) 84 (75.7%) 828 (84.1%)

Secondary 390 (11.7%) 103 (8.9%) 122 (11.2%) 20 (18.0%) 145 (14.7%)

Disease status <0.001*

CR1 1115 (33.3%) 491 (42.2%) 360 (33.1%) 38 (34.2%) 226 (22.9%)

CR2 119 (3.6%) 53 (4.6%) 42 (3.9%) 5 (4.5%) 19 (1.9%)

≥CR3 10 (0.3%) 5 (0.4%) 5 (0.5%) 0 (0.0%) 0 (0.0%)

Non-CR 2085 (62.3%) 609 (52.4%) 673 (62.0%) 67 (60.4%) 736 (74.7%)

Time from diagnosis to transplantation, months

Median (range) 5.1 (0.0–241.3) 5.6 (0.0–241.3) 5.1 (0.2–188.0) 5.1 (0.1–98.4) 4.4 (0.2–73.3) <0.001*

≤3 631 (18.9%) 163 (14.0%) 188 (17.3%) 26 (23.4%) 254 (25.8%) <0.001*

3–6 1431 (42.8%) 483 (41.5%) 460 (42.4%) 40 (36.0%) 448 (45.5%)

≥6 1282 (38.3%) 517 (44.5%) 438 (40.3%) 45 (40.5%) 282 (28.6%)

Donor age, yearsa

Median (range) 39.0 (0–84) 39.0 (8–69) 40.0 (12–84) 40.0 (0–74) 40.0 (16–65) 0.311

<40 1007 (50.8%) 393 (53.9%) 324 (49.5%) 28 (49.1%) 262 (48.2%) 0.185

≥40 977 (49.2%) 336 (46.1%) 330 (50.5%) 29 (50.9%) 282 (51.8%)

Sex mismatch <0.001*

Matched 1601 (47.9%) 560 (48.2%) 525 (48.3%) 47 (42.3%) 469 (47.6%)

Male to female 705 (21.1%) 277 (23.8%) 230 (21.2%) 31 (27.9%) 167 (17.0%)

Female to male 886 (26.5%) 268 (23.0%) 280 (25.8%) 32 (28.8%) 306 (31.1%)

ABO mismatch 0.055

Matched 1520 (45.4%) 529 (45.5%) 499 (45.9%) 51 (45.9%) 441 (44.8%)

Minor mismatch 724 (21.6%) 248 (21.3%) 233 (21.5%) 20 (18.0%) 223 (22.6%)

Major mismatch 706 (21.1%) 233 (20.0%) 231 (21.3%) 24 (21.6%) 218 (22.1%)

Major-minor 
mismatch

324 (9.7%) 114 (9.8%) 108 (9.9%) 11 (9.9%) 91 (9.2%)

HLA mismatch 0.334

No 1241 (37.1%) 456 (39.2%) 392 (36.1%) 39 (35.1%) 354 (35.9%)

Yes 2104 (62.9%) 707 (60.8%) 694 (63.9%) 72 (64.9%) 631 (64.1%)
(Continues)
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patients with CK and MK, compared with the entire cohort. 
While 8518 individuals (52.9%) underwent allogeneic HSCT 
at CR in the whole cohort, only 37.3% of patients with poor 
cytogenetic risk, and 24.8% of patients with CK and MK re-
ceived transplantation at CR. Time from diagnosis to trans-
plantation was shorter in patients with CK and MK (Table 1; 
Table S1).

Impact of CK and/or MK on transplantation  
outcome

As expected, patients with poor cytogenetic risk AML 
showed significantly lower 5-year OS (25.3%) and DFS 
(22.6%) as well as a higher relapse rate (51.2%) and compa-
rable NRM (26.2%) following allogeneic HSCT, compared 
with those with favourable or intermediate cytogenetic risk 
AML (Figure 1A–D).

Next, we assessed the impact of CK and/or MK on trans-
plantation outcomes among patients with poor cytogenetic 
risk AML (Figure 2A–D). While patients with poor cytoge-
netic risk AML lacking CK and MK had preferable 5-year 
OS (37.1%) and DFS (33.6%), those with either CK or MK 
showed poorer 5-year OS (25.5% for CK without MK; 27.7% 
for MK without CK) and DFS (22.3% for CK without MK; 
22.3% for MK without CK) with higher relapse rate (52.5% 
for CK without MK; 54.1% for MK without CK) after HSCT. 
Importantly, coexistence of both CK and MK was associated 
with extremely poor OS (10.4%) and DFS (9.8%), as well as a 
very high relapse rate (61.9%).

Poor cytogenetics CK− and MK− CK+ and MK− CK− and MK+ CK+ and MK+

p-value(N = 3345) (N = 1163) (N = 1086) (N = 111) (N = 985)

Conditioning <0.001*

Myeloablative, 
standard

1952 (58.4%) 698 (60.0%) 633 (58.3%) 44 (39.6%) 577 (58.6%)

Myeloablative, 
intensified

300 (9.0%) 121 (10.4%) 93 (8.6%) 15 (13.5%) 71 (7.2%)

Reduced intensity 1069 (32.0%) 331 (28.5%) 356 (32.8%) 48 (43.2%) 334 (33.9%)

TBI 0.028*

No 1258 (37.6%) 430 (37.0%) 390 (35.9%) 33 (29.7%) 405 (41.1%)

Yes 2079 (62.2%) 729 (62.7%) 693 (63.8%) 77 (69.4%) 580 (58.9%)

Graft source <0.001*

Rel-BM 275 (8.2%) 119 (10.2%) 72 (6.6%) 9 (8.1%) 75 (7.6%)

Rel-PBSC 784 (23.4%) 270 (23.2%) 262 (24.1%) 30 (27.0%) 222 (22.5%)

UR-BM 947 (28.3%) 368 (31.6%) 315 (29.0%) 22 (19.8%) 242 (24.6%)

UR-PBSC 60 (1.8%) 17 (1.5%) 23 (2.1%) 2 (1.8%) 18 (1.8%)

UR-CB 1279 (38.2%) 389 (33.4%) 414 (38.1%) 48 (43.2%) 428 (43.5%)

GVHD prophylaxis <0.001*

CyA-based 1022 (30.6%) 408 (35.1%) 332 (30.6%) 34 (30.6%) 248 (25.2%)

Tac-based 2323 (69.4%) 755 (64.9%) 754 (69.4%) 77 (69.4%) 737 (74.8%)

Addition of ATG 
to conditioning 
regimen

299 (8.9%) 88 (7.6%) 114 (10.5%) 6 (5.4%) 91 (9.2%) 0.055

Years of transplant <0.001*

2000–2009 927 (27.7%) 391 (33.6%) 293 (27.0%) 38 (34.2%) 205 (20.8%)

2010–2019 2418 (72.3%) 772 (66.4%) 793 (73.0%) 73 (65.8%) 780 (79.2%)

Abbreviations: AML, acute myeloid leukaemia; ATG, anti-thymocyte globulin; BM, bone marrow; CB, cord blood; CK, complex karyotype; CR, complete remission; CyA, 
cyclosporine A; ECOG PS, Eastern Cooperative Oncology Group Performance Status Scale; GVHD, graft-versus-host disease; HCT-CI, haematopoietic cell transplantation-
specific comorbidity index; MK, monosomal karyotype; PBSC, peripheral blood stem cell; Rel, related; Tac, tacrolimus; TBI, total body irradiation; UR, unrelated.
*indicates p < 0.05.
aDonor age was evaluated among cases excluding CB transplantation.

T A B L E  1   (Continued)

T A B L E  2   Distribution of complex and monosomal karyotypes 
among patients with poor cytogenetic risk.

N = 3345

CK− and MK− 1163 (34.8%)

−5/5q−, isolated 92 (2.8%)

−7/7q−, isolated 53 (1.6%)

CK+ and MK− 1086 (32.5%)

CK− and MK+ 111 (3.3%)

CK+ and MK+ 985 (29.4%)

Abbreviations: CK, complex karyotype; MK, monosomal karyotype.
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Univariate and multivariate analysis of 
outcomes in the training cohort

To evaluate the significance of CK and/or MK in com-
bination with various clinical factors on transplantation 
outcome, using the training cohort (N = 2230) that was 
randomly extracted from among all patients with poor 

cytogenetic risk AML (Table S2), we performed univariate 
(Table S3) and multivariate analysis (Table S4). Multivariate 
analysis, including all potentially related variables, revealed 
that CK and/or MK (hazard ratio [HR], 1.32 for CK with-
out MK; 1.40 for MK without CK; and 1.82 for both), age 
at HSCT ≥50 years (HR, 1.70), male sex (HR, 1.42), perfor-
mance status ≥2 (HR, 1.96), HCT-CI score ≥3 (HR, 1.27), 

F I G U R E  1   Comparison of outcomes according to cytogenetic risk group in the whole cohort. (A) Overall survival (OS). (B) Disease-free survival 
(DFS). (C) Cumulative incidence of relapse. (D) Cumulative incidence of non-relapse mortality (NRM). p Values were calculated using the log-rank test 
(A, B) and Fine and Gray's tests (C, D). *p < 0.05.
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non-remission status (HR, 2.66) at HSCT, and time from 
diagnosis to HSCT ≥3 months (HR, 1.26 for 3–6 months; 
1.23 for ≥6 months) independently reduced OS after HSCT 
among patients with poor cytogenetic risk AML. Among 
these risk factors for OS, both CK and/or MK, and non-
remission status at HSCT had the greatest adverse impact 

on OS without significant interaction (Figure S1). Intensity 
of conditioning, HLA mismatch or graft source were not 
associated with OS in the multivariate analysis (Table S4). 
Regarding relapse and NRM, CK and/or MK significantly 
increased cumulative incidence of relapse, while it did not 
affect NRM.

F I G U R E  2   Prognostic impact of complex karyotype (CK) and/or monosomal karyotype (MK) on outcomes in the poor cytogenetic risk group. (A) 
Overall survival (OS). (B) Disease-free survival (DFS). (C) Cumulative incidence of relapse. (D) Cumulative incidence of non-relapse mortality (NRM). p 
Values were calculated using the log-rank test (A, B) and Fine and Gray's tests (C, D). *p < 0.05.
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Development of a transplantation-specific risk 
scoring system for AML with poor cytogenetic 
risk (TSS-P)

Then, to weight the prognostic impact of each clinical fac-
tor clearly, a risk scoring system for use in a clinical setting 

was developed. On the basis of the multivariate analysis, we 
defined a TSS-P scoring system, including seven variables 
having independent prognostic impact on OS: CK and/or 
MK, age at transplantation, patient sex, performance status 
at transplantation, HCT-CI score at transplantation, disease 
remission status at transplantation, and time from diagnosis 
to HSCT (Table 3; Tables S5–S8).

One point each was assigned for CK without MK (HR, 
1.305), and MK without CK (HR, 1.269), HCT-CI >3 (HR, 
1.228), and time from diagnosis to transplantation >3 months 
(HR, 1.240); two points for age ≥50 (HR, 1.581) and male sex 
(HR, 1.404); three points for both CK and MK (HR, 1.731), 
ECOG PS ≥2 (HR, 1.893); and five points for non-CR at 
transplantation (HR, 2.489) (Table 4). TSS-P prognostic cat-
egories were determined by combining the scores of these 
seven factors. According to this score, patients were divided 
into the following five risk groups: very low (score 0–3), low 
(4–6), intermediate (7–9), high (10–14) and very high (15–17).

Validation of TSS-P scoring system

The prognostic impact of the TSS-P was evaluated in an 
independent validation cohort of 1115 patients. There were 
no statistically significant differences in patient characteris-
tics between the training and validation cohorts (Table S2). 
Median OS in both series was comparable (7.7 months in the 
training vs. 8.6 months in the validation cohort; p = 0.056).

Risk groups defined by the TSS-P in the validation cohort 
had significantly different 5-year OS (63.5%, 43.8%, 29.8%, 
8.0% and 0.0%, respectively; Figure 3A; Table 5). The TSS-P 
also stratified patients for DFS and relapse (Figure  3B,C; 
Table  5). Notably, the TSS-P identified a small proportion 
of patients with very high risk (5.4% in the validation co-
hort) who had extremely poor OS after transplantation 
(3.9% of 1-year OS). The miserable OS of this patient popu-
lation derived from both high incidence of relapse and NRM 
(Figure 3C,D; Table 5).

T A B L E  3   Multivariate analysis for OS among patients with poor 
cytogenetic risk.

OS

HR (95% CI) p-value

CK/MK

CK+ and MK−  
vs. CK− and MK−

1.305 (1.135–1.500) <0.001*

CK− and MK+  
vs. CK− and MK−

1.269 (0.918–1.756) 0.150

CK+ and MK+  
vs. CK− and MK−

1.731 (1.506–1.991) <0.001*

Patient age

≥50 vs. <50 1.581 (1.407–1.777) <0.001*

Patient sex

Male vs. female 1.404 (1.250–1.576) <0.001*

ECOG PS

2–4 vs. 0–1 1.893 (1.656–2.165) <0.001*

HCT-CI

≥3 vs. <3 1.228 (1.085–1.389) 0.001*

Disease status

Non-CR vs. CR 2.489 (2.183–2.837) <0.001*

Time from diagnosis to transplantation, months

≥3 vs. <3 1.240 (1.086–1.416) 0.002*

Abbreviations: CI, confidence interval; CK, complex karyotype; CR, complete 
remission; ECOG PS, Eastern Cooperative Oncology Group Performance Status 
Scale; HCT-CI, haematopoietic cell transplantation-specific comorbidity index; 
HR, hazard ratio; MK, monosomal karyotype; OS, overall survival.
*indicates p < 0.05.

T A B L E  4   Prognostic scores.

Prognostic variables 0 1 2 3 4 5

CK/MK CK− and MK− CK+ and MK−
CK− and MK+

– CK+ and MK+ – –

Age at transplantation, years <50 − ≥50 – – –

Sex Female − Male – – –

ECOG-PS 0–1 – – 2–4 – –

HCT-CI 0–2 3- – – – –

Stage CR – – – – Non-CR

Time from diagnosis to 
transplantation, months

<3 ≥3 – – – –

Note: According to this score, patients were divided into the following five risk groups: very low (score 0–3), low (score 4–6), intermediate (score 7–9), high (score 10–14) and 
very high (score 15–17).
Abbreviations: CK, complex karyotype; CR, complete remission; ECOG PS, Eastern Cooperative Oncology Group Performance Status Scale; HCT-CI, haematopoietic cell 
transplantation-specific comorbidity index; MK, monosomal karyotype.
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Then, we evaluated the stratification performance of the 
TSS-P among subgroups and found that the TSS-P can fairly 
stratify OS in various subgroups (Figure 4; Figure S2), sug-
gesting that this scoring system can be applied in various 
clinical settings with high generalizability.

DISCUSSION

Using the Japanese nationwide registry database, the pre-
sent study analysed effects of CK and MK in combination 
with various clinical parameters on post-HSCT outcomes. 

F I G U R E  3   Transplantation outcomes based on TSS-P prognostic, risk-based categories in the validation cohort. (A) Overall survival (OS). p < 0.001. 
(B) Disease-free survival (DFS). p < 0.001. (C) Cumulative incidence of relapse. p < 0.001. (D) Cumulative incidence of non-relapse mortality (NRM). 
p < 0.001. p Values were calculated using the log-rank test (A, B) and Fine and Gray's tests (C, D). The number of patients in each category and their 
proportional representation are shown in Table S9.
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There were two major findings: (1) Among adult patients 
with AML carrying poor cytogenetic risk, CK and/or MK 
was associated with significantly worse OS and DFS, as well 
as a higher relapse rate; (2) a novel risk stratification system, 
which incorporates CK and MK and clinical factors, includ-
ing age, sex, performance status, HCT-CI, disease status at 
transplantation, and time from diagnosis to transplantation, 
was established to predict prognosis after HSCT among 
AML patients with unfavourable cytogenetics.

First, we evaluated impact of cytogenetic risk on post-
transplant outcome among AML patients using an updated 
cohort of patients and showed that poor cytogenetic risk was 
significantly associated with lower OS and DFS along with a 
higher relapse rate, compared with those with favourable or 
intermediate cytogenetic risk AML. This is consistent with 
previous studies7 and suggests that cytogenetic risk remains 
a robust prognostic factor, even with recent improvements in 
transplantation procedures.

Then, we assessed impact of CK and/or MK on trans-
plantation outcomes among patients with poor cytogenetic 
risk AML. In this study, among AML patients with poor 
cytogenetic risk, patients who harboured CK and/or MK 
represented 65.2% of poor cytogenetic risk group and had a 
significantly poorer OS and DFS, along with higher relapse 
rate after HSCT than those without CK or MK. Also, a syn-
ergistic effect was observed in which both CK and MK were 
associated with a worse outcome than either alone. These ob-
servations are compatible with previous clinical studies.25,26

In this study, genetic alterations were not analysed. In 
a study that evaluated impact of both clinical factors, and 
genetic factors that include conventional karyotyping and 
comprehensive molecular analysis utilizing next generation 
sequencing techniques on post-transplant outcomes of my-
eloid neoplasms, clinical information and classical karyotyp-
ing explained about 90% of overall prognosis, but molecular 
abnormalities (such as TP53 mutation) further contributed 
to post-transplant prognostic stratification.5 Thus, incor-
poration of molecular information may improve predictive 
performance of our prognostic model. Recent studies have 
shown a significant association between cytogenetic abnor-
malities and prognostic genetic alterations.27–29 For instance, 
CK and/or MK was reported to co-occur frequently with 
TP53 mutation, which induces genetic instability, chemore-
sistance, with a lower CR rate and poorer OS in AML.30–33 
As G-band testing of karyotype has the advantages that it 
is relatively simple, inexpensive and widely used, CK and/
or MK detected by G-banding can be used as a marker for 
unfavourable genetic alterations in clinical practice.

Patients with AML harbouring CK and/or MK are likely 
to have other adverse prognostic factors, including older 
age, poorer performance status and less controlled disease 
status as reported previously.1,34 Therefore, the influence of 
CK and/or MK on transplantation outcome is confounded 
by these clinical factors. Thus, in order to assess the precise 
impact of CK and/or MK by adjusting for clinical factors, 
we performed multivariate analyses in a training cohort 
and showed that CK and/or MK, as well as sex, performance T
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status, HCT-CI, disease status at transplantation, and time 
from diagnosis to transplantation, independently reduced 
OS and DFS along with high relapse rate. While disease sta-
tus at transplantation was a strong predictor for OS, it did 
not interact significantly with CK and/or MK regarding OS, 
suggesting that patients with poor cytogenetic risk AML 
are likely to benefit from allo-HSCT if disease status is con-
trolled before transplantation, irrespective of CK and/or MK.

Next, to apply these findings in clinical practice, where a 
wide variety of situations must be considered, we developed 
a novel risk stratification system, TSS-P, based on multivar-
iate analyses. TSS-P successfully stratified patients into five 
distinct groups for OS in a validation cohort, thereby identi-
fying patients who are most or least likely to derive benefits 
from HSCT. According to TSS-P, even in patients who have 
AML with CK and MK, and have not achieved CR before 
transplantation, HSCT can offer long survival if all other 
factors are favourable (intermediate group). In contrast, pa-
tients who have multiple unfavourable factors and are cate-
gorized in the high risk or very-high risk groups are likely 
to experience high rates of early relapse and NRM, and are 
less likely to enjoy a survival benefit of HSCT. In particular, 
1-year OS in the very-high risk group was 3.9%, indicating 
that allo-HSCT for this population might not be a suitable 
treatment option, compared with other treatments or best 
supportive care, if TSS-P score cannot be improved before 

transplantation. Novel therapeutic strategies for this patient 
group, including molecular targeted therapies and cellular 
therapies, should be investigated.

While the strength of the study includes detailed analyses 
using real-world data, limitations of the study should be ac-
knowledged. First, it was a retrospective, multicenter registry 
study, with various protocols. Therefore, patient pre-transplant 
characteristics cannot be completely adjusted among different 
cytogenetic risk groups, even though we utilized multivariate 
analyses. Second, molecular information was not available in 
the majority of patients of this study cohort. Given that eval-
uation of genetic alterations requires standardized methods, 
optimization of genetic analysis and data collection for registry 
data in a real-world setting is required. Third, in the present 
study, each variable was grouped by a threshold in the TSS-P 
model for the purpose of clinical applicability. While signifi-
cance of each variable in post-transplant outcome was con-
sistent in all multivariate analysis models treating variables 
in different patterns, arbitrariness in grouping has not been 
completely eliminated. For age, because the difference is great-
est when 50 years is used as the threshold (Table 3; Tables S5–
S8), 50 years was adopted as the threshold in the final model. 
Given that advances in transplantation procedures and the 
introduction of novel targeted therapies enables us to perform 
HSCT in older populations overtime, we consider that weight 
of age and threshold in the prognostic stratification should 

F I G U R E  4   Overall survival (OS) among subgroups based on TSS-P prognostic, risk-based categories. OS stratification according to TSS-P in each 
subgroup related to complex karyotype (CK)/monosomal karyotype (MK) and disease status at transplantation. The number of patients in each category 
and their proportional representation are shown in Table S9. CR, complete remission.
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be continuously evaluated. Fourth, our results suggested that 
sooner HSCT is recommended. In the meantime, disease sta-
tus at HSCT was also a significant prognostic factor. In relation 
with disease status, post-treatment response parameters, in-
cluding CR with incomplete count recovery and morphologic 
leukaemia-free state, which have drawn attention in the context 
of novel targeted therapies, were not included in this study. As 
impact of incomplete count recovery on prognosis of AML pa-
tients have been conflicting depending patient background,35,36 
optimal timing of HSCT for AML patients with unfavourable 
cytogenetics should be further studied incorporating these new 
response parameters. Fifth, because HLA-haploidentical trans-
plantation with high-dose cyclophosphamide (PTCy-haplo) 
accounted only a small fraction of the total (1.8%) in this study, 
the prognostic impact of PTCy-haplo in patients with poor cy-
togenetic risk AML should be assessed in the future.

In conclusion, CK and/or MK has poor prognostic ef-
fect on transplantation outcomes of adult AML patients. 
At the same time, our analysis indicates that prognosis is 
determined not only by CK and/or MK but also by a com-
bination of clinical factors. Our novel risk scoring system, 
TSS-P, reliably estimates transplantation outcomes in adult 
AML patients with unfavourable cytogenetic risk and helps 
treatment decision-making for this patient population.

AU T HOR C ON T R I BU T ION S
Tomoyasu Jo, Yasuyuki Arai, Shinichiro Oshima and 
Masamitsu Yanada designed the study. Tomoyasu Jo and 
Yasuyuki Arai performed the statistical analysis. Tomoyasu 
Jo, Yasuyuki Arai, Shinichiro Oshima, Tadakazu Kondo, 
Kaito Harada and Masamitsu Yanada interpreted the data. 
Tomoyasu Jo and Yasuyuki Arai wrote the manuscript. Noriko 
Doki, Takahiro Fukuda, Masatsugu Tanaka, Yukiyasu Ozawa, 
Takuro Kuriyama, Kazuhiro Ikegame, Yuta Katayama, 
Shuichi Ota, Takahide Ara, Toshiro Kawakita and Makoto 
Onizuka provided the patient data. Makoto Onizuka, Tatsuo 
Ichinohe and Yoshiko Atsuta collected patient data, and all 
authors reviewed and provided critiques on the manuscript.

AC K NO​W L E ​D G E ​M E N T S
The authors thank all physicians and data managers at 
centres who contributed valuable data on transplanta-
tion to the Japanese Society Transplantation and Cellular 
Therapy (JSTCT). This work was supported in part by the 
Program for the Development of Next-generation Leading 
Scientists with Global Insight (L-INSIGHT), sponsored by 
the Ministry of Education, Culture, Sports, Science and 
Technology (MEXT), Japan awarded to Y. Arai.

C ON F L IC T OF I N T E R E S T S TAT E M E N T
The authors declare no competing financial interests.

DATA AVA I L A BI L I T Y S TAT E M E N T
The data that supports the findings of this study is not openly 
available due to reasons of sensitivity (patient privacy) and 
are available from the corresponding author upon reason-
able request such as application of novel drugs.

E T H IC S A PPROVA L S TAT E M E N T
The study was planned by the Adult AML Working Group 
of the JSTCT, approved by the data management committees 
of TRUMP and by the Institutional Review Board of Kyoto 
University Hospital.

PAT I E N T C ON SE N T S TAT E M E N T
Written informed consent was obtained from all the patients.

PE R M I S SION T O R E PRODUC E M AT E R I A L 
F ROM O T H E R S OU RC E S
Not applicable.

C L I N IC A L T R I A L R E GI S T R AT ION 
(I NC LU DI NG T R I A L N U M BE R )
Not applicable.

ORC I D
Tomoyasu Jo   https://orcid.org/0000-0001-9381-0421 
Yasuyuki Arai   https://orcid.org/0000-0002-9662-5093 
Tadakazu Kondo   https://orcid.org/0000-0002-8959-6271 
Kaito Harada   https://orcid.org/0000-0002-8462-7550 
Noriko Doki   https://orcid.org/0000-0002-8661-3179 
Kazuhiro Ikegame   https://orcid.org/0000-0002-5421-7470 
Shuichi Ota   https://orcid.org/0000-0002-3631-244X 
Takahide Ara   https://orcid.org/0000-0001-9609-3202 
Tatsuo Ichinohe   https://orcid.org/0000-0002-0393-4066 
Yoshiko Atsuta   https://orcid.org/0000-0003-4404-2870 
Masamitsu Yanada   https://orcid.org/0000-0003-1602-9775 

R E F E R E N C E S
	 1.	 Dohner H, Estey EH, Amadori S, Appelbaum FR, Büchner T, Burnett 

AK, et al. Diagnosis and management of acute myeloid leukemia in 
adults: recommendations from an international expert panel, on be-
half of the European LeukemiaNet. Blood. 2010;115(3):453–74.

	 2.	 Grimwade D, Hills RK, Moorman AV, Walker H, Chatters S, 
Goldstone AH, et al. Refinement of cytogenetic classification in acute 
myeloid leukemia: determination of prognostic significance of rare 
recurring chromosomal abnormalities among 5876 younger adult 
patients treated in the United Kingdom Medical Research Council 
trials. Blood. 2010;116(3):354–65.

	 3.	 Slovak ML, Kopecky KJ, Cassileth PA, Harrington DH, Theil KS, 
Mohamed A, et al. Karyotypic analysis predicts outcome of preremis-
sion and postremission therapy in adult acute myeloid leukemia: a 
Southwest Oncology Group/Eastern Cooperative Oncology Group 
Study. Blood. 2000;96(13):4075–83.

	 4.	 Visani G, Bernasconi P, Boni M, Castoldi GL, Ciolli S, Clavio M, 
et al. The prognostic value of cytogenetics is reinforced by the kind 
of induction/consolidation therapy in influencing the outcome 
of acute myeloid leukemia – analysis of 848 patients. Leukemia. 
2001;15(6):903–9.

	 5.	 Yoshizato T, Nannya Y, Atsuta Y, Shiozawa Y, Iijima-Yamashita Y, 
Yoshida K, et al. Genetic abnormalities in myelodysplasia and sec-
ondary acute myeloid leukemia: impact on outcome of stem cell 
transplantation. Blood. 2017;129(17):2347–58.

	 6.	 Stengel A, Shahswar R, Haferlach T, Walter W, Hutter S, Meggendorfer 
M, et al. Whole transcriptome sequencing detects a large number of 
novel fusion transcripts in patients with AML and MDS. Blood Adv. 
2020;4(21):5393–401.

	 7.	 Yanada M, Mori J, Aoki J, Harada K, Mizuno S, Uchida N, et al. Effect 
of cytogenetic risk status on outcomes for patients with acute my-
eloid leukemia undergoing various types of allogeneic hematopoietic 

 13652141, 2023, 2, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1111/bjh.18855 by C

ochrane Japan, W
iley O

nline L
ibrary on [13/07/2023]. See the T

erm
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline L

ibrary for rules of use; O
A

 articles are governed by the applicable C
reative C

om
m

ons L
icense

A Self-archived copy in
Kyoto University Research Information Repository

https://repository.kulib.kyoto-u.ac.jp

https://orcid.org/0000-0001-9381-0421
https://orcid.org/0000-0001-9381-0421
https://orcid.org/0000-0002-9662-5093
https://orcid.org/0000-0002-9662-5093
https://orcid.org/0000-0002-8959-6271
https://orcid.org/0000-0002-8959-6271
https://orcid.org/0000-0002-8462-7550
https://orcid.org/0000-0002-8462-7550
https://orcid.org/0000-0002-8661-3179
https://orcid.org/0000-0002-8661-3179
https://orcid.org/0000-0002-5421-7470
https://orcid.org/0000-0002-5421-7470
https://orcid.org/0000-0002-3631-244X
https://orcid.org/0000-0002-3631-244X
https://orcid.org/0000-0001-9609-3202
https://orcid.org/0000-0001-9609-3202
https://orcid.org/0000-0002-0393-4066
https://orcid.org/0000-0002-0393-4066
https://orcid.org/0000-0003-4404-2870
https://orcid.org/0000-0003-4404-2870
https://orcid.org/0000-0003-1602-9775
https://orcid.org/0000-0003-1602-9775


368  |      IMPACT OF CK AND MK ON OUTCOMES AFTER HSCT FOR AML

cell transplantation: an analysis of 7812 patients. Leuk Lymphoma. 
2018;59(3):601–9.

	 8.	 Armand P, Kim HT, Zhang MJ, Perez WS, Dal Cin PS, Klumpp TR, 
et al. Classifying cytogenetics in patients with acute myelogenous leu-
kemia in complete remission undergoing allogeneic transplantation: 
a Center for International Blood and Marrow Transplant Research 
study. Biol Blood Marrow Transplant. 2012;18(2):280–8.

	 9.	 Choi Y, Lee JH, Lee JH, Park HS, Choi EJ, Jo JC, et al. Monosomal 
karyotype affecting outcomes of allogeneic hematopoietic stem cell 
transplantation for acute myeloid leukemia in first complete remis-
sion. Eur J Haematol. 2020;105(3):262–73.

	10.	 Guo RJ, Atenafu EG, Craddock K, Chang H. Allogeneic hematopoi-
etic cell transplantation may alleviate the negative prognostic impact 
of monosomal and complex karyotypes on patients with acute my-
eloid leukemia. Biol Blood Marrow Transplant. 2014;20(5):690–5.

	11.	 Pasquini MC, Zhang MJ, Medeiros BC, Armand P, Hu ZH, Nishihori 
T, et al. Hematopoietic cell transplantation outcomes in monosomal 
karyotype myeloid malignancies. Biol Blood Marrow Transplant. 
2016;22(2):248–57.

	12.	 Atsuta Y. Introduction of Transplant Registry Unified Management 
Program 2 (TRUMP2): scripts for TRUMP data analyses, part I (vari-
ables other than HLA-related data). Int J Hematol. 2016;103(1):3–10.

	13.	 Kanda J. Scripts for TRUMP data analyses. Part II (HLA-related 
data): statistical analyses specific for hematopoietic stem cell trans-
plantation. Int J Hematol. 2016;103(1):11–9.

	14.	 Willatt L, Morgan SM. Shaffer LG, Slovak ML, Campbell LJ (2009): 
ISCN 2009 an international system for human cytogenetic nomencla-
ture. Hum Genet. 2009;126(4):603–4.

	15.	 Breems DA, Van Putten WL, De Greef GE, Van Zelderen-Bhola SL, 
Gerssen-Schoorl KB, Mellink CH, et al. Monosomal karyotype in 
acute myeloid leukemia: a better indicator of poor prognosis than a 
complex karyotype. J Clin Oncol. 2008;26(29):4791–7.

	16.	 Giralt S, Ballen K, Rizzo D, Bacigalupo A, Horowitz M, Pasquini M, 
et al. Reduced-intensity conditioning regimen workshop: defining 
the dose spectrum. Report of a workshop convened by the center 
for international blood and marrow transplant research. Biol Blood 
Marrow Transplant. 2009;15(3):367–9.

	17.	 Arai Y, Kondo T, Shigematsu A, Tanaka J, Ohashi K, Fukuda T, 
et al. Improved prognosis with additional medium-dose VP16 to CY/
TBI in allogeneic transplantation for high risk ALL in adults. Am J 
Hematol. 2018;93(1):47–57.

	18.	 Arai Y, Takeda J, Aoki K, Kondo T, Takahashi S, Onishi Y, et al. 
Efficiency of high-dose cytarabine added to CY/TBI in cord blood 
transplantation for myeloid malignancy. Blood. 2015;126(3):415–22.

	19.	 Oken MM, Creech RH, Tormey DC, Horton J, Davis TE, McFadden 
ET, et al. Toxicity and response criteria of the Eastern Cooperative 
Oncology Group. Am J Clin Oncol. 1982;5(6):649–55.

	20.	 Sorror ML, Maris MB, Storb R, Baron F, Sandmaier BM, Maloney 
DG, et al. Hematopoietic cell transplantation (HCT)-specific comor-
bidity index: a new tool for risk assessment before allogeneic HCT. 
Blood. 2005;106(8):2912–9.

	21.	 Atsuta Y, Kanda J, Takanashi M, Morishima Y, Taniguchi S, Takahashi 
S, et al. Different effects of HLA disparity on transplant outcomes 
after single-unit cord blood transplantation between pediatric and 
adult patients with leukemia. Haematologica. 2013;98(5):814–22.

	22.	 Morishima Y, Sasazuki T, Inoko H, Juji T, Akaza T, Yamamoto K, 
et al. The clinical significance of human leukocyte antigen (HLA) al-
lele compatibility in patients receiving a marrow transplant from se-
rologically HLA-A, HLA-B, and HLA-DR matched unrelated donors. 
Blood. 2002;99(11):4200–6.

	23.	 Cheson BD, Bennett JM, Kopecky KJ, Büchner T, Willman CL, 
Estey EH, et al. Revised recommendations of the International 
Working Group for Diagnosis, Standardization of Response 
Criteria, Treatment Outcomes, and Reporting Standards for 
Therapeutic Trials in Acute Myeloid Leukemia. J Clin Oncol. 
2003;21(24):4642–9.

	24.	 Fine JP, Gray RJ. A proportional hazards model for the subdistribu-
tion of a competing risk. J Am Stat Assoc. 1999;94(446):496–509.

	25.	 Haferlach C, Alpermann T, Schnittger S, Kern W, Chromik J, Schmid 
C, et al. Prognostic value of monosomal karyotype in comparison to 
complex aberrant karyotype in acute myeloid leukemia: a study on 
824 cases with aberrant karyotype. Blood. 2012;119(9):2122–5.

	26.	 Rogers HJ, Vardiman JW, Anastasi J, Raca G, Savage NM, Cherry AM, 
et al. Complex or monosomal karyotype and not blast percentage is 
associated with poor survival in acute myeloid leukemia and myelo-
dysplastic syndrome patients with inv(3)(q21q26.2)/t(3;3)(q21;q26.2): a 
Bone Marrow Pathology Group study. Haematologica. 2014;99(5):821–9.

	27.	 Martinez-Losada C, Serrano-Lopez J, Serrano-Lopez J, Noguera 
NI, Garza E, Piredda L, et al. Clonal genetic evolution at relapse of 
favorable-risk acute myeloid leukemia with NPM1 mutation is asso-
ciated with phenotypic changes and worse outcomes. Haematologica. 
2018;103(9):e400–3.

	28.	 Papaemmanuil E, Gerstung M, Bullinger L, Gaidzik VI, Paschka P, 
Roberts ND, et al. Genomic classification and prognosis in acute my-
eloid leukemia. N Engl J Med. 2016;374(23):2209–21.

	29.	 Parkin B, Ouillette P, Li Y, Keller J, Lam C, Roulston D, et al. Clonal 
evolution and devolution after chemotherapy in adult acute myeloge-
nous leukemia. Blood. 2013;121(2):369–77.

	30.	 Daher-Reyes G, Kim T, Novitzky-Basso I, Kim KH, Smith A, Stockley 
T, et al. Prognostic impact of the adverse molecular-genetic profile 
on long-term outcomes following allogeneic hematopoietic stem cell 
transplantation in acute myeloid leukemia. Bone Marrow Transplant. 
2021;56(8):1908–18.

	31.	 Hou HA, Chou WC, Kuo YY, Liu CY, Lin LI, Tseng MH, et al. TP53 
mutations in de novo acute myeloid leukemia patients: longitudi-
nal follow-ups show the mutation is stable during disease evolution. 
Blood Cancer J. 2015;5:e331.

	32.	 Kadia TM, Jain P, Ravandi F, Garcia-Manero G, Andreef M, Takahashi 
K, et al. TP53 mutations in newly diagnosed acute myeloid leukemia: 
clinicomolecular characteristics, response to therapy, and outcomes. 
Cancer. 2016;122(22):3484–91.

	33.	 Rucker FG, Schlenk RF, Bullinger L, Kayser S, Teleanu V, Kett H, et al. 
TP53 alterations in acute myeloid leukemia with complex karyotype 
correlate with specific copy number alterations, monosomal karyo-
type, and dismal outcome. Blood. 2012;119(9):2114–21.

	34.	 Rollig C, Bornhauser M, Thiede C, Taube F, Kramer M, Mohr B, et al. 
Long-term prognosis of acute myeloid leukemia according to the new 
genetic risk classification of the European LeukemiaNet recommen-
dations: evaluation of the proposed reporting system. J Clin Oncol. 
2011;29(20):2758–65.

	35.	 Cheng WY, Zhu YM, Liu Z, Weng XQ, Sui JN, Chen YS, et al. Impact 
of blood count recovery on outcomes of acute myeloid leukemia pa-
tients achieving morphologic leukemia-free state. Blood Cancer J. 
2018;8(6):53.

	36.	 Thepot S, Itzykson R, Seegers V, Recher C, Raffoux E, Quesnel B, et al. 
Azacitidine in untreated acute myeloid leukemia: a report on 149 pa-
tients. Am J Hematol. 2014;89(4):410–6.

SU PP ORT I NG I N FOR M AT ION
Additional supporting information can be found online in 
the Supporting Information section at the end of this article.

How to cite this article: Jo T, Arai Y, Oshima S, Kondo 
T, Harada K, Uchida N, et al. the Japanese Society for 
Transplantation and Cellular Therapy (JSTCT). 
Prognostic impact of complex and/or monosomal 
karyotypes in post-transplant poor cytogenetic acute 
myeloid leukaemia: A quantitative approach. Br J 
Haematol. 2023;202(2):356–368. https://doi.org/10.1111/
bjh.18855

 13652141, 2023, 2, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1111/bjh.18855 by C

ochrane Japan, W
iley O

nline L
ibrary on [13/07/2023]. See the T

erm
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline L

ibrary for rules of use; O
A

 articles are governed by the applicable C
reative C

om
m

ons L
icense

A Self-archived copy in
Kyoto University Research Information Repository

https://repository.kulib.kyoto-u.ac.jp

https://doi.org/10.1111/bjh.18855
https://doi.org/10.1111/bjh.18855

	Prognostic impact of complex and/or monosomal karyotypes in post-­transplant poor cytogenetic acute myeloid leukaemia: A quantitative approach
	Summary
	INTRODUCTION
	PATIENTS AND METHODS
	Patients
	Cytogenetic analysis
	Study endpoints and definitions
	Statistical analysis

	RESULTS
	Patient characteristics
	Impact of CK and/or MK on transplantation outcome
	Univariate and multivariate analysis of outcomes in the training cohort
	Development of a transplantation-�specific risk scoring system for AML with poor cytogenetic risk (TSS-�P)
	Validation of TSS-�P scoring system

	DISCUSSION
	AUTHOR CONTRIBUTIONS
	ACKNO​WLE​DGE​MENTS
	CONFLICT OF INTEREST STATEMENT
	DATA AVAILABILITY STATEMENT

	ETHICS APPROVAL STATEMENT
	PATIENT CONSENT STATEMENT
	PERMISSION TO REPRODUCE MATERIAL FROM OTHER SOURCES
	CLINICAL TRIAL REGISTRATION (INCLUDING TRIAL NUMBER)
	REFERENCES




