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Abstract With the advances of genome-wide sequencing technologies and bioinformatics
approaches, a large number of datasets of normal and malignant erythropoiesis have been gener-
ated and made public to researchers around the world. Collection and integration of these datasets
greatly facilitate basic research and clinical diagnosis and treatment of blood disorders. Here we
provide a brief introduction of the most popular omics data resources of normal and malignant
hematopoiesis, including some integrated web tools, to help users get better equipped to perform

common analyses. We hope this review will promote the awareness and facilitate the usage of public
database resources in the hematology research.

Introduction

Blood is incredibly important in providing oxygen, protecting
from infection, and healing after injury. Disorders of blood
system lead to different kinds of hematological diseases in mil-
lions of people every year globally. Blood cells consist of three
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types of cells, namely erythrocytes (red blood cells, RBCs),
leukocytes (white blood cells), and thrombocytes (platelets),
all of which are differentiated and developed from hematopoi-
etic stem cells (HSCs). Erythropoiesis normally produces func-
tional RBCs [1], whereas erroneous erythropoiesis would lead
to anemia, leukemia, and other blood diseases [2].

Recent advances in next-generation sequencing (NGS)
technologies have provided outstanding platforms in blood
research. In particular, single-cell sequencing technology
makes it feasible to trace the HSC specification, cell fate deci-
sion, and differentiation into various cell types at single-cell
resolution [3,4]. In addition, high-throughput sequencing also
allows genome-wide analysis of transcription factor binding
and histone modifications by chromatin immunoprecipitation
sequencing (ChIP-seq) [5], identification of open regions of
chromatin by DNase-Seq [5], as well as transcriptomic expres-
sion profiles by RNA-Seq [5]. Deeper understanding of the
hematological processes of mammals has been driven by the
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development of these technologies [6]. Large organizations,
such as the National Center for Biotechnology Information
(NCBI), and projects collaborated by international research
groups, for example the Encyclopedia of DNA Elements
(ENCODE), and a variety of individual laboratories have pro-
duced and released many genome-wide datasets to public [7].
Thanks to the increasingly deeper interpretation of the human
genome and the development of bioinformatics databases, we
have now appreciated the human erythropoiesis more. Here we
collect the most popular omics data resources of normal and
malignant hematopoiesis (Table 1). These data components
and some integrated web tools for common analyses are intro-
duced in this review.

European LeukemiaNet

Leukemia is a cancer of white blood cells with high incidence
among all ages. To centralize the fragmented information of
European leukemia, the European LeukemiaNet (ELN) was
founded by the 6th Framework Program of the European
Community in 2004 [8]. The website with friendly user inter-
face delivers information about ongoing clinical trials to
physicians and patients, as well as further information
regarding leukemia research, such as via publishing study
protocols. Meanwhile, ELN shares knowledge about study
design and monitoring, as well as data management and anal-
ysis, and pushes forward the discussion on leukemia within
Europe  (http://www.leukemia-net.org/content/home/index_
eng.html). As many as 17 work packages work separately
on information integration about research, diagnosis, and
treatment of leukemia. Furthermore, ELN also provides
information for patients and physicians to better understand
the leukemia, the diagnostic methods, and different therapies
available.

Red Cell Membrane Disorder Mutations Database

Red cell membrane inherited disorders involves either
altered membrane structural organization or altered
membrane transport function [9]. The Red Cell Membrane
Disorder Mutations Database (http://research.nhgri.nih.gov/
RBCmembrane/) contains the mutations associated with three
major inherited blood disorders, namely hereditary spherocy-
tosis, elliptocytosis, and pyropoikilocytosis, all of which are
caused by the disorder of red cell membrane structural organi-
zation. The welcome page introduces the gene mutations asso-
ciated with the three diseases, as well as the term linkages to
the Online Mendelian Inheritance in Man (OMIM) database
for related genes. This database provides detailed information
of gene mutations occurring in one or more diseases in its sub-
menu. In other submenus, users can also obtain additional
detailed information about clinical research program and
genetic counseling from the National Human Genome
Research Institute (NHGRI), the United States. In addition,
the submenus also provide the linkage to the University of
California Santa Cruz (UCSC) database for some mutation
genes. At the bottom of the menu, researchers can find the
contact information if they have additions, updates, or
descriptions of new mutations.

dbRBC

The dbRBC database is one of the NCBI database resources
that provides an integrated and freely-accessible platform
for DNA sequencing data and clinical data associated with
the human RBCs (http://www.ncbi.nlm.nih.gov/projects/gv/
rbe/main.fegi?emd =init). It integrates the data from the
Blood Group Antigen Gene Mutation Database (BGMUT)
that records variations in genes encoding antigens for human
blood groups from the NCBI [10]. Users could obtain the
data from the download menu that directly links to the page
of file transfer protocol. dbRBC homepage also offers the
linkage to the parallel resources, such as dbMHC for data
related to the human major histocompatibility complex
(MHC) and dbLRC for resource available for human leuko-
cyte receptor complex (LRC). These 3 public resources make
up the database cluster for routine clinical applications [11],
such as the ABO genotyping technology. Some additional
practical tools are also provided, such as the Alignment
Viewer and Primer Resource.

CODEX

CODEX (http://codex.stemcells.cam.ac.uk/) is a database of
mouse and human NGS experiments. The aim of CODEX is
to provide an open-resource of NGS experiments processed
by uniform procedures. In this database, metadata of human
and mouse samples from hematological experiments are col-
lected and sequencing data are uniformly processed and vetted
[12]. CODEX also provides access to processed and curated
NGS experiments, including ChIP-seq, RNA-seq, and
DNase-seq. The main data sources of CODEX are NGS
repositories, for instance, the Gene Expression Omnibus
(GEO) and ArrayExpress. Besides, CODEX also provides a
private site hosting non-published data. Furthermore, pro-
cessed datasets can be analyzed online or downloaded.
CODEX now covers data on 133 hematopoietic cells and
embryonic stem cells, and 269 factors associated with these
cells.

The Erythron Database

The Erythron Database (ErythronDB; http://www.cbil.upenn.
edu/ErythronDB) was built to facilitate access to erythroid
expression data and the analysis results in murine primitive
and definitive erythroid cells [13]. ErythronDB allows users
to identify differentially-expressed genes and custom-made
downstream analysis in the strategy module. Users are also
permitted to save and share strategies with other registered
users. The database integrates global gene expression profile
data of primitive, fetal liver definitive, and adult bone marrow
definitive erythroid using Affymetrix array for each matura-
tion stage. ErythronDB supports complex investigations on
expression parameters, as well as the Gene Ontology (GO)
and the Kyoto Encyclopedia of Genes and Genomes (KEGG)
annotations. To ensure abundant knowledge on mouse genes,
ErythronDB displays links to external databases, including the
Mouse Genome Informatics (MGI).



335

Zhang Q et al | Biological Databases for Hematology Research

-10308) uonduosuen ‘1 ‘wsiydiowAjod apnosronu o3uls ‘NS ([[90 Poo[q PaI ‘DY Junuonbos uoneIoudsd-jxou ‘SON eseqere
uoneIn duan) uddnuy dnoin poorg ‘LNJNDY ‘BIWAUR URPOR[F-PUOWERI(] V(] 381 2ouanbas passardxs ‘1§ ‘uonejdardounwuul unewoIyd ‘Jryo) oseqeie( UoIylAIg ay) ‘gquoIyiAIg 210N

souagd
PARRI-VE [[B JO SJUBLIBA

uoneinw 9y} jo Aouonbaiy
ayy pue ‘uwjord ‘YN ‘VNJ Jo sdoSueyo pue

aseqelep

[yzet] U0 UOIBULIOJUL [BIOUID) ve4ad Jo s[eo poolg Souas uopeINW yg Uo uoneuLojur sunersajuy Jrojun-soudSeqp mmm//:dny uonenuw ygd
Surouonbos ndy3noayl-ysy
pue ‘gNS ‘uoneAyow YN ‘Aerreordru Aq
BIep JNS pue ‘uoneAyjow paouonbas sojdwres sisorodojewoy pue BIUIANNA| seyn1/310 SeY
[61] VNJ ‘ABIIROIOIA sojdures eIwayNa[ [BIIUID) 008S UBY) 2I0W WOIJ S1ase)ep Junersojuy ‘SB[1B-uad-eIuanal mmm//:dny QUAD) BIWUAYNDT
ejep Sunundioo] orwouad
[eusip pue ‘e1ep bas-oseNq ®1ep bas-qIyD 4L uo paseq
‘eyep bas-qryD quolsiy S[[90 S[[20 JIWAYNJ[ PUE [BULIOU IAYIO PUE _ pEAD dIyDpoog/a8ed/jsuqopmDdD
[L1] ‘e1ep uoIssa1dxo ouan) JIUANI] PUB | D UBWNH uewny ur $9)1s I, Suizijensia pue sunrojdxyg /nenpa msun-powrmmm//:dpy d1uppoorg
[e103 ur sopdwres (g uey) da1ow Juissedwooud
e1ep bas-yNY pue e1ep digo S[[90 901U 10 uewny ul sisarodojewoy jurudiew
[e1] A®R1IROIOIW OPII09[ONUOIIO) onerodojewoy asnour 10 UBWNEH pue Ayireay Jo sogord uorssardxd ouod FuIpraoig najodspoolq mmm//:diy jodgpoorg
sOEY 2Imew SO 2Injew
PUE ‘s91K0011AI0 PAIRNUAIRYIP PUB ‘s91K001[1AI0 PAILNUAIYIP “S[[2D PIOIYIAID
[1] ®lRp 1SH ‘S[[99 PIOIYIAIS UBWNH uewny jo s1SH Jo ejep Surouonbas Suneisojug /A0S yru-yppru-asequiay//:d1y dSeqUIOH
210 ‘uone[ngal euonduosuery
‘u01ssa1dX? [eNUAIAYIP ‘UONBIOUUR Y)IM FUIYIILIS
S[[90 PIOIYIAID oud3 unioddns pue ‘S[[90 PIOIYIAID JANIUYIP PUB qgquoayiAig
[e1] BJEp UOISSaIdXo ouon) QATIIUYAP pue dAnTWILId QULIMAl aanrund sunmu jo 9[yord uorssardxe urpraolg /npouuadn 1o mmm//:dny qquoayAig
syuauLadxa [[20 onjerodojewoy asnow
S[192 onarodojewoy pue uewny Jo ejep SON Suidnoid 10y pazieroads
[z1] BIEP SON dsnow pue uLwWNH AAODINAVH 9SeqeIRp JIungns e ururejuo)) JN"OB WBD"S[[AOW]S XAP0d//:d 1y XAd0D
sdnoi3 poojq uewny Ioj suognue
9pOOUDd JBY) SAUT UI SUONBLIBA SUIIUIWNIOP i
aseqelep LNINDYG YIM pajeIdojur ‘sHEY uewny = pwoyI30) urew/0q1/A3/s1o9foxd
[o1] BIBP [BOIUID pUB YN sOEY uewny oy} 01 paje[al BIBP [EJIUID PUE YN SUIpIA0IL] /Ao3-yrurwyuiqoummm//:diy o9dqp
aseqeieqg
sjuoned sisojfooqyiodorAd BIWOUE suoneInA
K1eyparay pue ‘sisojko01difo ONAJOWAY [IIM PIIRIDOSSE QURIQUIdW JAI0IYIAID Iprosiq
Soua3 poaje[al Areyrparay ‘sisojkoorayds ) JO SIAPIOSIP PAILIAYUI JO SPULY 2I0W urIquIRWD Y QUBIQUIdJA
[6] JO uonewIojuUl UOIBINIA Kreypaiay jo s 10 9[3uIS Ul FULLIND0 SoUd3 uoneinuw [[e surdnoin /A0Z qiurLISyu-yoIeasar//:diy 12D pay
BIWOYNI[ JNOQE UOTRWLIOJUT
19U1INJ SB [[oM SB ‘S[BLI) [BOIUIO Suloguo Tuny
pue ‘Juawiear) ‘SISOUSLIP IJNOQR UOIIBULIOJUI ‘U XopuI/awoy/1udjuod/310 JON BRI N
[8] BJEP [BOIUI]D) sjuoned Bruoyna Jo BIep [BoIUl]D) yoreasar syuoned pue suewoisAyd Surpiaold “Jou-BIWIANNA[ MMM //:d1y ueodoinyg
Sy adfy ereq adfy 12D S3IN)ed) UIBA NUI[qIA QuieN

(218331 A30[0)BWY 10} SISBQEBIEP [BIIS0[01q UIBJA]

[ B ULAR



336 Genomics Proteomics Bioinformatics 14 (2016) 333-337

Hembase

Hembase (http://hembase.niddk.nih.gov) provides genome-
based access to human genes transcribed during erythro-
poiesis. By sequencing several thousand expressed sequence
tags (ESTs) of human erythroid cells, including progenitor
cells, precursor cells, and mature RBCs, the Hembase inte-
grated these data to provide users a friendly browser and the
genome portal. To date, the database contained 15,752 entries
of ESTs and 380 genes associated with erythropoiesis [1].
Hembase provides cytogenetic band position as well as a
unique name as concise annotations for each search entry.
Users can search by gene name, keywords, or cytogenetic loca-
tion. All the sequencing information in Hembase can be used
without registration, and all ESTs can be downloaded from
the NCBI UniGene Library Browser [14].

BloodSpot

BloodSpot (http://www.bloodspot.cu) is a database including
gene expression profiles of healthy and malignant hematopoi-
esis in humans or mice, which had been generated by oligonu-
cleotide microarray chips and RNA sequencing [15]. This
platform is an improvement and expansion of HemaExplorer
and encompasses more than 5000 samples in total [16]. For
each query gene or gene signature, BloodSpot provides three
concomitant levels of visualization—gene expression, survival
plot, and hierarchical tree of samples. Besides, BloodSpot also
contains other built-in tools such as exploring the top corre-
lated genes and calculating the student t-test significance
between pairs of populations in the default expression plot.
Another feature of BloodSpot is BloodPool, an assembled
and integrated database collecting the results of multiple stud-
ies with more than 2000 samples focusing on acute myeloid
leukemia (AML).

BloodChIP

The BloodChIP database (http://www.med.unsw.edu.au/
CRCWeb.nsf/page/BloodChIP) provides a user-friendly
exploration and visualization of transcription factor (TF)
binding sites in human CD34" and leukemia cells produced
by TF ChIP-Seq platform [17]. Users can enter the keywords
about specific gene(s) or genomic region(s) to retrieve TF bind-
ing profiles. Users can also search all the target genes for a
combination of selected TFs or for any selected TFs in specific
cell type(s). Currently, BloodChIP covers data on four cell
types, i.e., CD34" hematopoietic stem and progenitor cells
(HSPCs), megakaryocytes, SKNO-1, and K562. To maximize
the utility of these data, this database has been integrated with
many public data for insights into the transcriptional regula-
tion of query genes, such as gene expression data, histone
ChIP-seq data, and DNase-seq data from the Human Epigen-
ome Atlas and ENCODE database [7,18].

Leukemia Gene Atlas

Leukemia Gene Atlas (LGA) database is a public platform
integrating diverse genomic data published in the leukemia

field [19]. The LGA supports comprehensive research, analysis,
and browse functions for more than 5800 leukemia and hema-
topoiesis samples sequenced by multiple platforms, such as
microarray, DNA methylation, SNP, and other high-
throughput sequencing manners. The database contains infor-
mation on studies from various aspects, such as prediction of
molecular subtypes of leukemia, human hematopoiesis, and
TF binding sites imported from the GEO. LGA also has estab-
lished quality control procedure to filter out qualified data
imported from other datasets. Results of each study include
differentially-expressed genes, GO annotations, copy number
alterations, and an extract of the Catalogue of Somatic Muta-
tions in Cancer (COSMIC) database. The LGA database
is freely accessible at http://www.leukemia-gene-atlas.org/
LGAtlas/.

Diamond-Blackfan anemia mutation database

Diamond-Blackfan anemia (DBA) is a hereditary bone mar-
row failure syndrome characterized by the marked heterogene-
ity of clinical symptom, such as anemia, developmental
abnormalities, and an increased risk of malignancy [20-22].
The DBA mutation database was built aimed to help research-
ers and physicians to better understand the mutations found in
patients. This database is based on the Leiden Open Variation
Database (LOVD) system (http://www.dbagenes.unito.it). The
database comprises of 27 published mutations in RPS11 gene,
the main contributor to DBA. Each mutation is described in
detail with both tables and graphs, including gene information,
sequence information, and graphic displays from UCSC
[23,24]. The database provides information on changes in
DNA, RNA, and protein, as well as the frequency of the muta-
tions via a convenient search interface. Users are welcome to
submit mutations after they register as a submitter.

Concluding remarks

Abnormal development of blood cells has been widely studied
in the past several decades. Due to the recent technological
advances, a large amount of data for erythrocyte differentia-
tion has been generated, producing valuable resources for
understanding pathogenesis. This review offers a brief intro-
duction of multiple databases in the fields of hematopoiesis
and blood diseases (Figure 1), all of which are freely available
without any registration. The majority of databases, namely
Red Cell Membrane Disorder Mutations Database, dbRBC,
CODEX, ErythronDB, Hembase, BloodSpot, and BloodChIP
focus on the normal erythrocyte development in humans and
model organisms to provide transcriptomic and genomic data.
On the other hand, ELN and LGA are databases in the field of
leukemia with clinical resources, whereas DBA mutation data-
base is specifically designed for DBA. Obviously, despite our
efforts on hematopoiesis studies, the sample sizes covered in
the databases reviewed in this article are still limited and there
is also lack of databases for other blood diseases. Fortunately,
benefiting from big data programs across the globe, people are
getting aware of the importance of biological data to public
health, which makes it easier for researchers to obtain data
generated from a large number of patients or donors.
With the accumulation of knowledge and research progress,
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Figure 1 Integrated figure of database in the fields of hematopoi-
esis and blood diseases

The 10 database mentioned in the current review are classified into
3 categories. Four databases marked with red petals on the left
side of the flower are disease databases, providing biological data
of hematopoietic disorders. Another four databases marked with
blue petals on the right side of the flower are hematopoiesis
database, providing information on normal hematopoietic devel-
opment. The remaining two databases marked in yellow in the
center of the flower are integrated databases. DBA, Diamond-
Blackfan anemia; ErythronDB, the Erythron Database.

we are expecting to see a number of databases combined with
clinical data available for biologists and clinicians in near
future.
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