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References pertaining to each database under different categories

I. Chemistry Databases

CFam (C. Zhang et al., 2015)
CCDS (Groom & Allen, 2014)
ChemAgora Portal (Zanzi & Wittwehr, 2017)
ChemSpider (Pence & Williams, 2010)
CompTox Chemistry Dashboard (A. J. Williams et al., 2017)
ChEBI (Hastings et al., 2015)
The Chemical Space Project (Reymond, 2015)
COD (Grazulis et al., 2012)
ChemlIDplus (Tomasulo, 2002)
. SciFinder (Gabrielson, 2018)
. ChemDB (J. H. Chen, Linstead, Swamidass, Wang, & Baldi, 2007)
. ChEMBL (Gaulton et al., 2017)
DOCK Blaster (Irwin et al., 2009)
Danish QSAR (Pradeep, Povinelli, White, & Merrill, 2016)
. eChemPortal (de Marcellus, 2014)
. e-Drug3D (Pihan, Colliandre, Guichou, & Douguet, 2012)
17. eQuilibrator (Flamholz, Noor, Bar-Even, & Milo, 2012)
18. FDB-17 (Visini, Awale, & Reymond, 2017)
19. FilTer Base (Kolte, Londhe, Solanki, Gacche, & Meshram, 2018)
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GDB-17 (Ruddigkeit, van Deursen, Blum, & Reymond, 2012)

HDACIDB (Murugan et al., 2015)

IUCLID (Heidorn, Hansen, & Ngrager, 1996)

JRC-QSAR Model Db (M. Pavan & Worth, 2008)

LipidBank (Arita, Yasugi, Seyama, & Nishijima, 2007)

Lipidomics Gateway (M. Sud, Fahy, Cotter, Dennis, & Subramaniam, 2012)
NCI- DIS-3D Database (Milne, Nicklaus, Driscoll, Wang, & Zaharevitz, 1994)
NMRShift DB (S. Kuhn & Schlérer, 2015)

OCHEM (Sushko et al., 2011)

0SDDChem (Ardal & Regttingen, 2012)

PubChem (Hahnke, Kim, & Bolton, 2018)

Protein pKa Db (C. P. Toseland, McSparron, Davies, & Flower, 2006)
PCDDB (Whitmore, Miles, Mavridis, Janes, & Wallace, 2017)

Probes and Drugs Portal (Skuta et al., 2017)

Probe Miner (Antolin et al., 2018)

SDBS (Saito & Kinugasa, 2011)

ZINC 15 (Sterling & Irwin, 2015)

. Toxicological Databases

ACToR (Judson et al., 2008)

AcuteTox (Clemedson, 2008)

CPDB (Gold, Manley, Slone, & Rohrbach, 1999)

COSMOS (Cronin MTD, 2012)

CTD (Davis et al., 2011)

CEBS (Lea, Gong, Paleja, Rashid, & Fostel, 2017)

ChemTunes & ToxGPS (Fioravanzo et al., 2015; C. Yang et al., 2018)

CCRIS (P. Cameron, M. Stump, & Schofield, 2019)

DSSTox (Williams-DeVane, Wolf, & Richard, 2009)

diXa (Hendrickx et al., 2014)

DevTox (Solecki et al., 2010)

Drug Matrix (Ganter, Snyder, Halbert, & Lee, 2006)

eTox (Cases et al., 2014; Sanz et al., 2017)

EADB (J. Shen et al., 2013)

EDKB (Ding et al., 2010)

HESS Database (Abe et al., 2012)

ISSTOX (Benigni, Battistelli, Bossa, Tcheremenskaia, & Crettaz, 2013)

Lhasa Carcinogenecity Db (Marchant, 1996; Roberts, Myatt, Johnson, Cross, &
Blower, 2000)

LiverTox (Yu et al., 2014)

LTKB (M. Chen et al., 2013)

NCI-60 (DTP) (Close et al., 2018)

NCTRIcdb (Beger, Young, & Fang, 2004)

Open TG-GATEs (lgarashi et al., 2015)


https://actor.epa.gov/actor/home.xhtml
http://www.dixa-fp7.eu/home
http://www.etoxproject.eu/
https://www.lhasalimited.org/Initiatives/lhasa-carcinogenicity-database.htm
https://www.fda.gov/ScienceResearch/BioinformaticsTools/ucm236173.htm
https://toxico.nibiohn.go.jp/english/
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pCEC (Sone et al., 2010)

ProTox (Priyanka Banerjee, Eckert, Schrey, & Preissner, 2018)

SuperToxic (U. Schmidt et al., 2009)

ToxLine (Schultheisz, 1981)

ToxDB (Hardt et al., 2016)

Toxygates (Natsume-Kitatani, Nystrom-Persson, lgarashi, Satoh, & Mizuguchi,
2017)

Toxbank (Kohonen et al., 2013)

Tox21 (R. Huang et al., 2016)

Toxcast (Richard et al., 2016)

ToxRefDB (M. T. Martin et al., 2009)

T3DB (D. Wishart et al., 2015)
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ADME-AP (L. Z. Sun, Ji, Chen, Wang, & Chen, 2002)

. ADMET SAR (F. Cheng et al., 2012)
. ADMETIlab (J. Dong et al., 2018)

ADMETNet (Q. Xu et al., 2017)
AMED Cardiotoxicity (Sato, Yuki, Ogura, & Honma, 2018)
BBB/ HIA database (Jie Shen, Cheng, Xu, Li, & Tang, 2010)
CYP-DI table (DA., 2007)
CYP-450 Inhibitors (Feixiong Cheng et al., 2011)
DIDB (Hachad, Ragueneau-Majlessi, & Levy, 2010)
e-pk Gene (Hachad et al., 2011)
EDETOX Db (F. Williams, 2004)
FINDbase (P. Papadopoulos et al., 2014)
IDAAPM (Legehar, Xhaard, & Ghemtio, 2016)
Metrabase (Mak et al., 2015)
OI-DDI (Yeung et al., 2015)
PDSP-Ki (Roth, Lopez, Patel, & Kroeze, 2000)
Tox-database.net (Polak, Wisniowska, Glinka, & Polak, 2012)
TransportDB (Elbourne, Tetu, Hassan, & Paulsen, 2017)
TCDB (Saier et al., 2016)
TP-Search (Ozawa et al., 2004)
TTD (Y. H. Li et al., 2018)
Transformer (Hoffmann et al., 2014)
UCSF-P’genetics (Kroetz, Yee, & Giacomini, 2009)
UCSF-FDA Transportal (Morrissey et al., 2012)
X-MetDB (Spjuth, Rydberg, L. Willighagen, Evelo, & Jeliazkova, 2016)

IV. Drug Discovery Databases
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Allosteric Database (Q. Shen et al., 2016)
ASDCD (Xing Chen et al., 2014)
AffinDB (Block, A Sotriffer, Dramburg, & Klebe, 2006)


http://project.nies.go.jp/eCA/cgi-bin/index.cgi?page=1
http://www.toxbank.net/
http://tox-portal.net/index.html

4.

APD (G. Wang, Li, & Wang, 2016)

AutoBind (Darby Tien-Hao Chang, Ke, Lin, & Chiang, 2012)

ARDB (B. Liu & Pop, 2009)

aBiofilm (Rajput, Thakur, Sharma, & Kumar, 2018)

Autosome Chromosome Rearrangement Db (Jie, Lonnie, Peter, & Stephen, 2004)
ADHD gene Db (L. Zhang et al., 2012)

. Allergome Db (Mari, Mari, & Ronconi, 2005)
. Autism KB (L.-M. Xu et al., 2012)
. Binding DB (Gilson et al., 2016)

Binding MOAD (M. L. Benson et al., 2008)

. Brenda (Placzek et al., 2017)

. BioModels (Chelliah, Laibe, & Le Novere, 2013)

. BCNTB bioinformatics (Gadaleta, Pirro, Dayem Ullah, Marzec, & Chelala, 2018)
. BARD (Howe et al., 2015)

. Big Data Center ("Database Resources of the BIG Data Center in 2019," 2018)
. BD-gene (S. H. Chang et al., 2013)

. CLiBE (X. Chen, Ji, Zhi, & Chen, 2002)

. CTD? (Aksoy et al., 2017)

. Cancer Resource (Gohlke, Nickel, Otto, Dunkel, & Preissner, 2016)
. canSAR (Coker et al., 2018)

. CARLSBAD (Matbhias et al., 2013)

. CCGD (Abbott et al., 2015)

. Chemical Probes (Frye, 2010)

. CARD (B. Jia et al., 2017)

. cBioPortal (J. Gao et al., 2013)

. CREDO (Schreyer & Blundell, 2013)

. CCDB (Agarwal, Raghav, Singh, & Raghava, 2011)

. CS-DEGs (L. Guo, Du, Chang, Zhang, & Wang, 2014)

. CAMPR3 (Waghu, Barai, Gurung, & ldicula-Thomas, 2016)

. Cyclonet (Kolpakov et al., 2007)

. Cancer DR (R. Kumar et al., 2013)

. Cell Image Library (Orloff, Iwasa, Martone, Ellisman, & Kane, 2013)
. DART (Ji et al., 2003)

. DT-Web (Alaimo et al., 2015)

. DTome (Jingchun Sun, Wu, Xu, & Zhao, 2012)

. DRH (Corsello et al., 2017)

. DTC (Tanoli et al., 2018)

. Drug Miner (Jamali et al., 2016)

. DCDB (Y. Liu et al., 2014)

. DrugBank (David S. Wishart, Knox, et al., 2008)

. DSigDB (M. Yoo et al., 2015)

. Drug Central (Ursu et al., 2016)

. D3R (Gaieb et al., 2018)

. DBAASP (Pirtskhalava et al., 2016)


http://bidd.nus.edu.sg/group/CLiBE/CLiBE.asp
https://cansar.icr.ac.uk/
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Drug2Gene (Roider et al., 2014)

DGIdb (Cotto et al., 2018)

DNASU (Seiler et al., 2014)

Driver DBv2 (Chung et al., 2016)
DiseaseMeth (Lv et al., 2012)

EUPath DB (Aurrecoechea et al., 2017)
Ensembl (Kersey et al., 2018)
ExCAPE-DB (Jiangming Sun et al., 2017)
e-Drug3D (Pihan et al., 2012)

e-HOMD (Ferndndez Escapa et al., 2018)
FaCD Online (Rainville & Garber, 2008)

Flow Repository (Spidlen, Breuer, Rosenberg, Kotecha, & Brinkman, 2012)
GenomeCRISPR (Rauscher, Heigwer, Breinig, Winter, & Boutros, 2017)

GOLD (Mukherjee et al., 2018)

Gene DB (Hertz-Fowler et al., 2004)

GLIDA (Okuno, Yang, Taneishi, Yabuuchi, & Tsujimoto, 2006)
GDSC (W. Yang et al., 2013)

HMDC (J. Eppig, 2017)

Human/ Animal TFDB (Hu et al., 2018)

IntSide (Juan-Blanco, Duran-Frigola, & Aloy, 2015)

ICGC (J. Zhang et al., 2011)

KDBI (P. Kumar et al., 2009)

KinMutBase (Ortutay, Valiaho, Stenberg, & Vihinen, 2005)
KLIFS (Kooistra et al., 2016)

LigDig (Fuller et al., 2015)

Liver Atlas (Y. Zhang et al., 2013)

MetaADEDB (Feixiong Cheng et al., 2013)

MetaBase (Bolser et al., 2012)

MOSAIC (Nelson et al., 2018)

MEDock (Darby Tien-Hau Chang, Oyang, & Lin, 2005)
MICAD (Chopra et al., 2012)

MTB Db (Krupke et al., 2017)

mSignatureDB (P. J. Huang et al., 2018)

mutLBSgeneDB (P. Kim, Zhao, Lu, & Zhao, 2017)
MK4MDD (L. Guo et al., 2012)

Methy Cancer (X. He et al., 2008)

NPASS (X. Zeng et al., 2018)

NLDB (Murakami, Omori, & Kinoshita, 2016)

NCCN (Wood, 2004)

NeuroMorpho.Org (Ascoli, Donohue, & Halavi, 2007)

NIF (A. Gupta et al., 2008)

NPACT (Mangal, Sagar, Singh, Raghava, & Agarwal, 2013)
NCG (Kuppili Venkata et al., 2018)

Neuron DB (Marenco, Nadkarni, Skoufos, Shepherd, & Miller, 1999)


https://solr.ideaconsult.net/search/excape/
http://genomecrispr.dkfz.de/#!/

92. OBO Foundry (B. Smith et al., 2007)

93. OCGD (Gadewal & Zingde, 2011)

94. Open Target (Koscielny et al., 2017)

95. Open PHACTS (A.J. Williams et al., 2012)

96. Orphanet Db (S. Pavan et al., 2017)

97. PDBbind-CN Database (Z. Liu et al., 2015)

98. PoSSuM (lto, Tabei, Shimizu, Tsuda, & Tomii, 2011)
99. PICKLES (Lenair, Lim, & Hart, 2018)

100. PhID (Deng, Tu, Deng, & Hu, 2017)

101. PHAROS (Nguyen et al., 2017)

102. PharmGKB (Thorn, Klein, & Altman, 2013)

103. PROMISCUOQUS (von Eichborn et al., 2011)

104. PathogenBox (Jeong et al., 2018)

105. RepurposeDB (Shameer et al., 2018)

106. repoDB (Brown & Patel, 2017)

107. RxNav (K. Zeng, Bodenreider, Kilbourne, & Nelson, 2006)
108. Sc-PDB (Desaphy, Bret, Rognan, & Kellenberger, 2015)
109. Super Drug 2.0 (Goede, Dunkel, Mester, Frommel, & Preissner, 2005)
110. Super Target (Hecker et al., 2012)

111. SM2miR (Xinyi Liu et al., 2013)

112. SuperPred/target/toxic (Nickel et al., 2014)

113. Super Natural Il (P. Banerjee et al., 2015)

114. Super Pain (Gohlke, Preissner, & Preissner, 2014)

115. Swiss Bioisostere (Wirth, Zoete, Michielin, & Sauer, 2012)
116. SIMAP (Arnold, Goldenberg, Mewes, & Rattei, 2014)
117. Swiss Dock (Grosdidier, Zoete, & Michielin, 2011)

118. Swiss SideChain (Gfeller, Michielin, & Zoete, 2012)
119. SFARI Gene (Banerjee-Basu & Packer, 2010)

120. TDR Targets (Magarinos et al., 2012)

121. TBDTBD (Rosenthal et al., 2017)

122. THPdb (Usmani et al., 2017)

123. TCMID (Xue et al., 2013)

124. TPDB (Hanzlik, Koen, Theertham, Dong, & Fang, 2007)
125. TTDB (Y. H. Li et al., 2018)

126. TAG (J. S. Chen, Hung, Chan, Tsai, & Sun, 2013)

127. TCMID (Xue et al., 2013)

128. TADB (Hanzlik et al., 2007)

129. TissGDB (P. Kim et al., 2018)

130. VKCDB (Gallin & Boutet, 2011)

131. ViPR (Pickett et al., 2012)

V. Drug Information/Clinical Trials/ Pharmacovigilance Databases

1. ATC-DDD (Natsch et al., 1998)


http://210.46.85.180:8080/sm2mir/index.jsp
http://prediction.charite.de/
http://www.bioinformatics.org/tbdtdb/
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ALFRED (Rajeevan et al., 2005)

AFND (Gonzalez-Galarza, Christmas, Middleton, & Jones, 2011)
AutDB (S. N. Basu, Kollu, & Banerjee-Basu, 2009)

BmDR (M. Martin, 2012)

BioPortal (Whetzel et al., 2011)

BRCA Exchange (Cline et al., 2018)

BioLINCC (Ross et al., 2016)

BioProject (Barrett et al., 2011)

. Colorectal Cancer Atlas (Chisanga et al., 2016)
. CKB (Patterson, Statz, Yin, & Mockus, 2017)

. Cancer PPD (Tyagi et al., 2015)

. CVRG (Winslow et al., 2011)

. CPRD (Herrett et al., 2015)

. CPIC (Relling & Klein, 2011)

. Clinical Trials.gov (Schwartz, Woloshin, Zheng, Tse, & Zarin, 2016)
. COSMIC (Forbes et al., 2008)

. CTRP (A. Basu et al., 2013)

. ChemDB (J. Chen, Swamidass, Dou, Bruand, & Baldi, 2005)
. DAAB (Sircar et al., 2015)

. DECIPHER (Firth et al., 2009)

. Drug Trials Snapshots (Whyte, Woodcock, & Wang, 2017)
. Drug Consumption Db (Ferrer et al., 2012)

. Disease Ontology (Bello et al., 2018)

. ENCePP (Kurz, Perez-Gutthann, & Group, 2018)

. EudraVigilance (Postigo et al., 2018)

. EAHD -CF-DB (Rallapalli, Kemball-Cook, Tuddenham, Gomez, & Perkins, 2013)
. FAERS (Fang et al., 2014)

. GePaRD (Ohlmeier et al., 2015)

. GHR (Spatz, 2004)

. HC-SC (MedEffect) (Lexchin, 2014)

. HPO (Kohler et al., 2018)

. HEROD (Xian Zeng et al., 2017)

. ICD-10 (Weatherspoon & Chattopadhyay, 2013)

. iSAEC (Contreras, Floratos, & Holden, 2013)

. IDA (Crawford, Neu, & Toga, 2016)

. LOINC (Khan et al., 2006)

. Lareb (Scholl, van Hunsel, Hak, & van Puijenbroek, 2018)
. MedDRA (J. Harrison & Mozzicato, 2009)

. Micromedex (Chatfield, 2015)

. MedWatch (Craigle, 2007)

. MeSH (J. Nelson, Douglas Johnston, & L. Humphreys, 2001)
NDF-RT (Zhu, Freimuth, Pathak, Durski, & Chute, 2013)

. NAPDI (Paine, Shen, & McCune, 2018)

. Ontobee (Ong et al., 2017)


http://www.factorix.org/
https://www.bips-institut.de/en/research/research-infrastructures/gepard.html
https://www.canada.ca/en/health-canada/services/drugs-health-products/medeffect-canada.html
https://systemsbiology.columbia.edu/isaec

46.
47.
48.
49.
50.
51.
52.
53.
54.
55.
56.
57.
58.
59.
60.
61.
62.
63.
64.
65.
66.
67.
68.
69.

O NDUHEWNR

R R R R R R R R
N o WNBRLO

Open FDA (Kass-Hout et al., 2016)

OSB (Gleeson et al., 2018)

PanDrugs (Pifeiro-Yafiez et al., 2018)

PharmVar (Gaedigk et al., 2018)

PillBox (Yaniv et al., 2016)

PPMI (Marek et al., 2018)

PDX- Finder (Conte et al., 2018)

PedAM (J. Jia et al., 2018)

RxNorm (Freimuth, Wix, Zhu, Siska, & Chute, 2014)

SIDER 4.1 (M. Kuhn, Letunic, Jensen, & Bork, 2016)
SNOMED-CT (D. Lee, Cornet, Lau, & de Keizer, 2013)
Swiss-Var (Mottaz, David, Veuthey, & Yip, 2010)

STRIDE (STARR) (Lowe, Ferris, Hernandez, & Weber, 2009)
STEP (Salunke & Tuleu, 2015)

SUSARs (Pietraszkiewicz, Firlag-Burkacka, Horban, & Kowalska, 2014)
TCIA (Prior et al., 2017)

Trialtrove (Stergiopoulos, Getz, & Blazynski)

Uberon (Mungall, Torniai, Gkoutos, Lewis, & Haendel, 2012)
UMLS (Bodenreider, 2004)

VarCards (J. Li et al., 2018)

VAERS (Singleton, Lloyd, Mootrey, Salive, & Chen, 1999)
Vigibase (Lindquist, 2008)

WHO ICTRP (Lindquist, 2008)

WITHDRAWN (Siramshetty et al., 2016)

. Biological Databases

AbMiner (Major et al., 2006)

Antilen (Christopher P. Toseland et al., 2005)

AlzhCPI (J. Fang et al., 2017)

Allen Brain Map Atlas (Sunkin et al., 2013)

ABCdb (Fichant, Basse, & Quentin, 2006)

AHTPDB (R. Kumar et al., 2015)

ADPriboDB (Vivelo, Wat, Agrawal, Tee, & Leung, 2017)
AntigenDB (Ansari, Flower, & Raghava, 2010)

AAindex (Kawashima et al., 2008)

. AVPdb (Qureshi, Thakur, Tandon, & Kumar, 2014)

. Addgene (Kamens, 2015)

. AlloMAPS (Tan, Tee, Guarnera, Booth, & Berezovsky, 2018)

. ArrayMap (Tan et al., 2018)

. AH-DB (Darby Tien-Hao Chang, Yao, Fan, Chiang, & Bai, 2012)
. ACLAME (Darby Tien-Hao Chang, Yao, et al., 2012)

. ADHDgene (L. Zhang et al., 2012)

. BioDBnet (Mudunuri, Che, Yi, & Stephens, 2009)


http://adpribodb.leunglab.org/
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. EXAC (Lek et al., 2016)
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BUSCO (Simao, Waterhouse, loannidis, Kriventseva, & Zdobnov, 2015)
BrainTranscriptome (Keil, Qalieh, & Kwan, 2018)
Broad Bioimage (Ljosa, Sokolnicki, & Carpenter, 2012)
BioMuta (Dingerdissen et al., 2018)

BDB (B. He et al., 2016)

CPDB (Kamburov, Stelzl, Lehrach, & Herwig, 2013)
CASBAH (Luthi & Martin, 2007)

CAMEO (Haas et al., 2018)

CanEvolve (Samur et al., 2013)

CHOPIN (Ochoa-Montano, Mohan, & Blundell, 2015)
Cangem (Scheinin et al., 2008)

CATH (Dawson et al., 2017)

Candidate Cancer Gene (Abbott et al., 2015)
CRISPRInc (W. Chen et al., 2018)

CirGRDB (X. Li et al., 2018)

CCDS (Farrell et al., 2014)

DisProt (D. Piovesan et al., 2017)

DDBJ (Mashima et al., 2016)

dbPTM (K. Y. Huang et al., 2016)

Directory of CYP 450 (Fabién & Degtyarenko, 1997)
dbSNP (Smigielski, Sirotkin, Ward, & Sherry, 2000)
dbGAP (Tryka et al., 2014)

dbVar (llkka Lappalainen et al., 2012)

DBTSS (Suzuki et al., 2018)

DIDA (Gazzo et al., 2016)

DDMGD (Raies, Mansour, Incitti, & Bajic, 2015)

DEPOD (Duan, Li, & Kohn, 2015)

D2P? (Oates et al., 2013)

ExoCarta (Keerthikumar et al., 2016)

ENCODE ("The ENCODE (ENCyclopedia Of DNA Elements) Project," 2004)

50. EnzymePortal (de Matos et al., 2013)
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EMDB (Patwardhan, 2017)

Eidogen-Sertanty- KKB (Brooijmans, Chang, Mobilio, Denny, & Humblet, 2010)
ECO (Chibucos et al., 2014)

Ensembl (Zerbino et al., 2018)

Enzyme (Bairoch, 2000)

EGA (llkka Lappalainen et al., 2015)

ENA (P. W. Harrison et al., 2018)

EMPAIR (Bolasco, Weinhard, Boissonnet, Neujahr, & Gross, 2018)
eyeGENE (Blain, Goetz, Ayyagari, & Tumminia, 2013)

EuMMCR (Schick et al., 2016)

Ebola/ HVF (Kuiken, Thurmond, Dimitrijevic, & Yoon, 2012)
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https://www.eummcr.org/
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ERGR (A.-Y. Guo et al., 2009)
EPDnew (Dreos, Ambrosini, Cavin Périer, & Bucher, 2013)
Fraggle (Ahmed et al., 2011)
Fusion GDB (P. Kim & Zhou, 2018)
GenBank (D. A. Benson et al., 2013)
GlycoEpitope (Okuda, Nakao, & Kawasaki, 2021)
GLASS (W. K. B. Chan et al., 2015)
GEO (Clough & Barrett, 2016)
GPCRdb (Pandy-Szekeres et al., 2018)
GTEX portal (Consortium, 2013)
Genome 3D (Spielmann, Lupidiez, & Mundlos, 2018)
GENT (G. Shin et al., 2011)
GO (Gene Ontology, 2015)
GENCODE (Frankish et al., 2018)
GlyTouCan (Tiemeyer et al., 2017)
GtRNAdb (P. P. Chan & Lowe, 2016)
GenomeProperties (Richardson et al., 2018)
GeneAtlas (Frezal, 1998)
GermOnline (Wiederkehr et al., 2004)
GPMdb (Fenyo & Beavis, 2015)
GenomeRNAI (E. E. Schmidt et al., 2013)
HAMAP (Pedruzzi et al., 2015)
HGNC (Braschi et al., 2019)
Human Protein Atlas (Uhlen et al., 2010)
HPRD (S. Peri et al., 2003)
Human Genome Project (Gardiner, 2002)
HERvd (Paces, Pavlicek, & Paces, 2002)
HORDE (Olender, Nativ, & Lancet, 2013)
HAGR (de Magalhaes, Costa, & Toussaint, 2005)
HEMD (Z. Huang et al., 2012)
HPM (M. S. Kim et al., 2014)
HIV molecular immunology Db (Los Alamos National, Theoretical, & Biophysics
Group, 1995)
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