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A. Eubacteria
1. Borrelia burzgdorferi

i) Earnhart
2. Clostridium botulinum
) HilP
i)y Hill*
iy Luquez®
iv) Raphael®
3. Escherichia coli
i) Pimenta’
4. Helicobacter pylori
i) Oleastro®
i) Pride®

5. IncP-1 plasmid
i)  Norberg™

6. Mycoplasma genitalium
) Ma'

7. Pseudomonas syringae
i)  Sarkar

8. Rhizobium spp
) Gaunt™

9. Staphylococcus aureus
i) Olsen™
i) Zhang'®

10. Streptococcus agalactiae
i) Tettelin®®

B. Eukaryotes
1. Arabidopsis

i)  Marco"

2. Carassius auratus (fish)
) Yang™

3. Chlamydia trachomatis
i)  Gomes™
i) Gomes®
iy Nunes™
iv) Nunes®

v) Somboonna®
4. Cryptosggridium spp

i) Zhou
5. Cyclotella (Zprotist)
i)  Beszteri®®
6. Genet
i)  Gaubert®
7. Hexapoda (sgringtails, distinct from Insectae)
i) Janssens®
8. Humans and other mammals

i) Costas®®
i) Hershberger®
iiiy Jackson®
9. Leishmania
) Devault™
10. Pneumocystis

) Kutty®
11. Salmo (salmons)
i)  Ciborowski®
12. Schoenoxié)hium (African plant, sedge family)
) Gehrke*
13. Trypanosoma cruzi
)  Gaunt®

14. Xenorhabdus (nematode endosymbiont)
i)  Sergeant®

15. Zea mays gcorn)
i)  Sharma®’
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C. Reviews/Other
Abecasis® [method]
Awadalla® [review]
Hungnes40 [review]
Lam lLreview]
Maydt** [method]
Parrish®® [review]
Schulz* [method]
Strimmer®  [method)]
. Svraka® [viral metagenomics]
10. Telenti*” [methods review]
D. Viruses
1. dsDNA
i) ?(;enovli(ril(gae (Adenovirus)
1) Aoki
(2) Darr®
(3) Ishiko®
(4) Kaneko™
(5) Kaneko®
(6) Lukashev™
(7) Madisch®
(8) Mahadevan®
(9) Maluquer de Motes®
(10) Robinson®’
(11) Robinson®®
(12) Roy*®
(13) Roy®
(14) Seto®
(15) Seto®
(16) Tong®®
(17) Walsh®
(18) Walsh®
(19) Walsh®
(20) Wevers®’
(21) Yang68
(22) Zhu®
i) Herpesvirus%s (CMV, HHV-8, HSV1, HPV-2, VZV)
(1) Duprez
(2) Faure-Della Corte”
(3) Garrigue’
(4) Lilieqvist™
(5) Norberg’™
(6) Norberg”™
(7 Norber%76
(8) Peters
(9) Tyler®
(10) Zajac™®
iii) Poxviruses
(1) Gubser®
2. ssDNA
i)  ChiSCV (provisional)
(1) Blinkova®
i) Circovirus
(1) He*
(2) Ma®
iii) Dependovailrlus (Adeno-associated virus)
(1) Chen
(2) Gao®
(3) Gao®
4 L®*
iv) Geminiviridglse (Begomovirus, Mastrevirus, Tobacco leaf curl, Tomato leaf curl)
(1) Blawid
(2) Knierim®
(3) Kumari®
(4) Kumari®*
(5) Lozano™
(6) Schubert®®
v) Papillomavirus
(1) Gottschling®™
(2) Rector®
vi) Parvovirus (Bocavirus, PARV4)
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(1) Arthur®®
(2) Cheng”’
(3) Cheng98
(4) Fryer”
(5) Kapoor'®
(6) Katsoulidou™*
(7) Lin'®
(8) Panniné_:j103
(9) wang'®
(10) Zappa'®®
vii) (Pc))lyomal\éisrus (BK virus)
1) Luo
3. dsRNA
i)  Brinaviridae
1) Hel?
(2) Hon'®
i) Reoviridae
(1) Arbivirus
@) Hel®®
(2) Rotavirus
(a) Lamhouleb110
(b) Martella™*
(c) Matthijnssens*?
(d) Matthijnssens'*®
(e) Parra™*
(f Phan'*®
(g) Phan™®
4, (+)ssRNA
i)  Alphavirus g%hikungunya)
(1) Allison
(2) Arankalle™®
i) Ampelovirusil(gPlum pox)
(1) Capote
(2) Kajic'®
(3) Maliogka
iii) Arteriviridelt%(Arterivirus, PRRSV)
(1) Chen
(2) Fang'® »
(3) Forsberg
(4) Ljl?s
(5) Liu'*®
iv) ,(As)trov:}riq%e (Astrovirus)
1) Chu
(2) Guo'?®
(3) Guo'®®
(4) Jonassen'®
(5) Lukashov**
(6) Pantin-Jackwood
@) Pan;[isrg-.]ackwood
(8) Tse
(9) Wolfaardt**
V) Bacteriophagel?g_evivirus)
(1) Friedman
vi) Calicivirus (nolr3(7)virus, sapovirus, lagovirus, and vesivirus)
(1) Abrantes
2) Amtzggrt-BaIayBB
(3) Bul
(4) Bull**
(5) Carlsson**
(6) Chhabra*
(7) Chhabra*®
(8) Chung*
(9) Coyne'®
(10) Dai**®
(11) Eden*"’
(12) Etherington™*®
(13) Forrester*
(14) Fukuda®*®
(15) Han™*
(16) Han™?
(17) Hansman'*®
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(18) Hansman***
(19) Hansman'*®
(20) Hoffmann™*®
(21) Jin*’
(22) Kamel™®
(23) Katayama'*®
(24) Kim*®
(25) Martella*®*
(26) Martella*®?
(27) Marella®®
(28) Martella’®*
(29) Mathijs*®®
(30) Motomura*®®
(31) Muller*®’
(32) Nakamura*®
(33) Nayak™®®
(34) Okada'"®
(35) Oliver'™
(36) Oliver'™
(37) Phan*"
(38) Phan*"
(39) Phan'”
(40) Phan'"®
(41) Phan*"’
(42) Phan'"®
(43) Rohayem®"®
(44) Siebenga180
(45) Symes™*
(46) Thackray™®
(47) Tsugawa'®
(48) Victoria'®*
(49) Waters™®®
(50) Yun'®®
vii) Closterovirus (Citrus tristerza, Tomato chlorosis)
(1) Ccerni'®
(2) Lozano'®®
viii) Coronavirus (SARS, avian infectious bronchitis virus, porcine epidemic diarrhea virus, rhinolophus bat,
transmissible gastroenteritis virus)
(1) Chen'®
2) Che?;f(’
3) Chu
E4§ DeCaro*®
(5) DeCl%zo193
) Lo
(8) Lan™®
9) Lau™’
(10) Lau™®
(11) Lau™®
(12) Lee®®
(13) Lim**
(14) Mardani**
(15) McKinley?®
(16) Ntafis>
(17) Pyrc®®
(18) Rota®®
(19) Stanhope®”’
(20) Stavrinides®®
(21) van der Hoek*®
(22) Vijgen**°
(23) Vijgen**
(24) Woo?*?
(25) Yuan*®
(26) Zeng®**
(27) Zhang**®
(28) Zhang?'®
(29) Zhang?"’
ix) Dicistroviridae éCricket paralysis virus)
(1) Palacios®*
X) Flaviviridae
(1) Flavivirus



(a) Dengue
(i) AbuBakar®*®
(i) Barrero®®
(i) Fajardo?*
(iv) Ramirez**
(v) Regato®®
(vi) Tolou®**

(b) Japanese encephalitis
(i) Chuang®®

(c) St Louis Encephalitis
() Santos®®

(d) Tick-borne encephalitis virus
(i Yun®’

(e) Flavivirus other (Bagaza,Kedougou, Zika, Sepik, and Entebbe Bat viruses)
(i) Kuno*®
(i) Kuno®®

(2) Hepacivirus

(a) Hepatitis C virus SHCV)
(i) Bernar2d3i1n23
(i) Brown
(i) Colina®*
(iv) Cristina®*®
(v) Cristina®®*
(vi) DiLello®®
(vii) DiLello®®®

(viii)y Fan®*’
(ix) Gao®*®
(x) Gupte®

(xi) Kalinina®*
(xii) Kalinina®**
(xiii) Koletzki**?
(xiv) Kuntzen®®
(xv) Lee™*
(xvi) Magiorkinis®*®
(xvii) Moreno®*®
(xviii) Noppornpant
(xix) Noppornpanth 2*8
(xx) Ross**
(xxi) Shang®°
(xxii) Sulbaran®*
(xxiii) Wang®*
(3) Pestivirus (BVDV, classic swine fever)
@) He53
(b) Jones™*
(c) Tang®®
(d) Tang®®
(4) Unclassified gGBV-C, GBV-D)
(a) Epstein®’
(b) Neibecker™®
xi) Flexiviridae
(1) James®®
xii) Hepevirus
(1) Hepatitis E virus (HEV)
(a) Takahashi®®
(b) van Cuyck®*
xiii) Picornavirus
(1) Aphthovirus
(@) FMDV
(i) Abdul-Hamid*®?
(i) Balinda®®®
(iii) Carrillo®*
(iv) Le*®
(v) Lee®®
(vi) Li*®
(vii) Nagendrakumar®®
(viii) Rana”®*®
(ix) Tosh?”®
(x) Yang®*
(2) Enterovirus (including echovirus, poliovirus, parechovirus, porcine enterovirus)
(@) Al-Hello?"
(b) Al-Sunaidi®”®
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(©) Andersson?"*

(d) Arita®’®

(e) Bailly*’®

® Bailly?”’

(@) Baumgart%i)78
(h) Benschop

(i) Bible®®°

0) Bloquvist281

(k) Boros?®?

0) Bouslama®®

(m) Brown®®*

(n) Brown®®

(0) Chan?®®

() Chen?®®

(@ Chevaliez”®

) de Souza Luna®®
(s) Dedepsidis**

(t) Dedegsidis291
(u) Ding®”?

(v) Drexlerzzf’1

(w) Drexleg95

x) Huang

) Huang®®®

(2) Huang®®’

(aa) Huang®®

(bb)  Jegouic®®

(cc) Krogstad®®

(dd) Kyriakopoulou®**
(ee) Kyriakopoulou®*
(ff) Kyriakopoulou®*®
(9g) K)ég!jakopoulou304
(hh)  Li

(ii) |_ing10t7)e|rg3°‘5

()} Liu

(k) Lukashev>*

() Lukashev**®
(mm)  Mirand*°

(nn) Nordere'l;12

(o0) Oberste
(pp)  Oberste®

(qq)  Oberste®*

(rr) Paananen®"®

(ss) Phuektes®'®

(tt) Sannti®!’

(uu)  Savolainen-Kopra®®
(W) Simonen®*®

(ww)  Smura®®

(xX) Smura®**

(yy) Smura®??

(zz)  Tao*®

(@aaa)  van der Sanden®**
(bbb)  Wakatsuki®®

(ccc)  Wang®®

(ddd)  wang®*’

(eee)  Williams®*®

(fff) Xu329
(ggg)  Yang™
(hhh)  Yip**

(iii) Yoke-Fun®*?
(iii) Zaharoula®®
(kkk)  zhang®*
(i Zhang*®®
(mmm) Zhang®*
(nnn) Zhang337
(000)  Zhao>®
(ppp)  Zol**

(3) Erbovirus
(@) Black®®

(4) Iflavirus
(@) Moore**

(5) Picornavirus (HAV, cardiovirus, coxsackie, rhinovirus)



(@) Aguirre®*?
(b) Belalov**®
(c) Blinkova®*
(d) Bolanaki®*
(e) Buckwalter**®
(f) Drexler®’
(g) Garcia-Aguirre®*®
(h) Hales3:§0
(i) Huang
(J) Hu351
(k) Hu®*?
() Jones®?
(m) Liang®*
(n) Linsuwanon®®
(0) Lipton®®
(p) McErlean®’
(q) Moratorio®®®
(n Ren®**
(s) zol**
(6) Polerovirus (CLRDV)
(@) Silva®®
(7) Potyvirus (cassava brown streak disease-associated virus, papay ringspot virus, Potato Y virus,
soybeasfglmosaic virus, bean common mosaic virus, watermelon mosaic virus)
@) Ali
(b) Comes**?
(c) Crescenzi®®®
(d) Desbiez**
(e) Desbiez®®
() Fanigliulo®®
(g) Fernandez-Rodriguez®®’
(h) Gagarinova>®®
(i) Gagarinova®®®

() Gibbs*™®
(k) Hu371
() Hu®"?

(m) Kogovsek®”

(n) Margaritopoulos®”
(0) Mbanzibwa®"®
(p) Myrta®®
(q) Schubert®”’
() Untiveros®"®
(s) Visser®”®
(t) Yamasaki®*
(u) Yang®!
xiv) Roniviridae (okavirus/yellow head virus)
(1) Wijegoonawardanelk®
xv) Togaviridae (Rubivirus: rubella)
(1) Vauloup-Fellous®®
(-)ssRNA
i) Bunyavirus
(1) Bunya other (Guaroa virus, CCHF virus, and Rift Valley fever virus)
(@) Bird384385
(b) Briese
(c) Deyde®*
(d) Hewson®’
(e) Lukashev®®
() Webster®®
(2) Hantavirus
(@) Asikainen®%
(b) de Carvalho Nicacio®**
(c) Escutenaire®®?
(d) Johansson®®*
(e) Johansson®*
(/) Johansson®®
(g) Kirsanovs®®
(h) Klempa®’
(i) Klempa®
() Klempa®®
(k) Lindkvist*®
() Nemirov*™*

(m) Razzauti*®?

4
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(n) Sironen*®
(o) Sironen*®
(p) Wang'®
(@) Zhang*®
i) Orthomyxovirjl(g7ae (Influenza)
(1) Amonsin
(2) Boni*®
(3) Goni*®
(4) Goni*°
(5) He*t
(6) He*!?
(7) Lam*®
iii) ParamyXO\Qilrldae (parainfluenza, Morbillivirus/PPRV, newcastle disease virus, canine distemper)
(1) Baile
2) Han4¥5
(3) Han**
(4) He*?
(5) Rui*®
(6) Yang*"®
(7) Zhang**°
iv) ??abdovizizdlae (Lyssavirus)
1) Tang
SSRNA-RT
i)  Orthoretrovirinae
1) Betaretroviwzs (Enzootic nasal tumor virus)
(&) Walsh
(2) Deltaretrovirus (jHTLV, STLV)
(@) Sintasath®
(b) Switzer***
(c) Switzer*?®
(d) van Dooren*?®
(3) Gammaretrovirus
(@) Porcine erlgggenous retroviruses
(i) Mang
(i) Niebert*®
(4) Lentivirus

(@) HIVSIV
(i) Abecasis"*®
(ii) Abecasis"*
(iii) Achkar*®*
(iv) Adojaan”®
(v) Aghokeng**
(vi) Aghokenzg434
(vii) Agnihotri**®
(viii) Agwale**®
(ix) Agwale®’
(x) Ahuka-Mundeke**®
(i) Ahumada-Ruiz***
(xii) Ajoge**°
(xiii) Ajoge***
(xiv) Almeida**?
(xv) Ambrosioni***
(xvi) Andresen**
(xvii) Antunes**
(xviii) Araujo**®
(xix) Aulicino®’
(xX) Aulicino**®
(xxi) Aulicino**°
(xxii) Aulicino**®°
(xxiii) Aulicino**
(Xxiv) Aulicino*?
(xxv) Avi*>?
(xxvi) Avi*
(xxvii) Ayele®®
(xxviii) Badreddine®®
(XxiX) Baird*’
(XXX) Balakrishnan**®
(xxxi) Baldrich-Rubio**®
(xxxii) Balotta*®°
(xxxiii) Bano*®!

(xxxiv) Bao*®



(XxxV) Barlow*®*

(xxxvi) Barlow***
(xxxvii) Barreto*®®
(xxxviii) Barroso*®
(XXXiX) Bartolo®®’

(x) Bartolo*®

(xIi) Beer*®

(xlii) Bezemer*”®
(xliii) Bhanja*’*
(xliv) Bhanja*’?
(xIv) Bhanja*"
(xIvi) Bhattacharya®*’*
(xIvii) Bodelle*”
(xIviii) Brennan®’®
(xlix) Brennan®*’’

0) Brigido*’®

(li) Brigido®"®

(lii) Brigido*®

(liii) Brindicci*®*
(liv) Brown*®

(Iv) Bruselles*®
(Ivi) Bruzzone*®
(Ivii) Buzon*®

(Iviii) Cardoso™®®
(lix) Cardoso™®’
(IX) Cardoso?®®
(Ixi) Carmona*®®
(Ixii) carr*®

(Ixiii) Carr*®*

(Ixiv) Carrion*®
(Ixv) Carvalho*®®
(Ixvi) Casado®®*
(Ixvii) Casado™®
(Ixviii) Casado™®
(Ixix) Cavalieri*®’
(Ixx) Ceballos*®®
(Ixxi) Chang"gg
(Ixxii) Chen®
(Ixxiii) Chen®®
(Ixxiv) Chin®%

(Ixxv) Chohan®”
(Ixxwvi) Ciccozzi*™
(Ixxvii) Ciccozzi*®
(Ixxviii) Ciccozzi®®
(IXxix) Coetzer™’
(IXxX) Coetzer®®
(Ixxxi) Cornelissen®®
(Ixxxii) Courgnaud>*°
(Ixxxiii) Courgnaud®"*
(Ixxxiv) Costa’*?
(IxxxV) Couto-Fernandez®*?
(Ixxxvi) Cuevas™
(Ixxxvii) Cuevas™
(Ixxxviii) D'Arriglo516
(Ixxxix) Datta®’

(xc) Dazza®®

(xci) De Baar™*’
(xcii) De Castro®®
(xcii) De Sa Filho®*
(xciv) De Sa Filho®*
(xcv) De Sa Filho®*
(xcvi) De Sa Filho>**
(xcvii) De Silva®*®
(xcviii) De Souza>*°
(xcix) Delgado®*’

(©) Delgado®*®
(ci) Delgado®*®
(cii) Delgado®*°
(ciii) Delviks-Frankenberry®**
(civ) Derach%:fe

(cv) Dilernia



(cvi)
(cvii)
(cviii)
(cix)
(cx)
(cxi)
(cxii)
(cxiii)
(cxiv)
(cxv)
(cxvi)
(cxvii)
(cxviii)
(cxix)
(cxx)
(cxxi)
(cxxii)
(cxxiii)
(cxxiv)
(cxxv)
(cxxvi)
(exxvii)
(cxxviii)
(cxxix)
(cxxx)
(cxxxi)
(cxxxii)
(cxxxiii)
(cxxxiv)
(cxxxv)
(exxxvi)
(exxxvii)
(exxxviii)
(cxxxix)
(cx)
(cxli)
(cxlii)
(cxliii)
(cxliv)
(cxiv)
(cxlvi)
(cxlvii)
(cxlviii)
(cxlix)
(ch)

(cli)
(clii)
(cliii)
(cliv)
(clv)
(clvi)
(clvii)
(clviii)
(clix)
(clx)
(clxi)
(clxii)
(clxiii)
(clxiv)
(clxv)
(clxvi)
(clxvii)
(clxviii)
(clxix)
(clxx)
(clxxi)
(clxxii)
(cIxxiii)
(clxxiv)
(clxxv)
(clxxvi)

Dilernia®*
Dilernia®®
Dilernia®®®

Ding™’

Djoko>*®

Djoko>*°

Doyle>*°

Drexler®®
Esbjornsson®*
Eshleman®*®
Espinosa®**
Eyer-Silva®*®
Eyer-Silva®*
Eyzaguirre®*’
Falkensammer®*®
Fan549

Fang™

Fang®™
Fernandez-Garcia>*?
Fernandez-Garcia®®®
Foglieni®®*

Fokam®®
Fomsgaar
Fonjungo>’
Fontaine®®
Frange®™®
Gagliani®
Gale®®
Galimand
Galli®®
Gaschen®*
Gifford®®
Gnanakaran®®®
Gomez-Carrillo
Gordon®®
Guan®®®
Guimaraes®”°
Guimaraes®"*
Guimaraes®’
Gu0573

Gu0574
Hai-Long®"®
Han576
Harris®"’
Heeregrave®’®
Herring®"®
Hirigoyen®®
Hoelscher®®!
Holguin®®
Holguin®®®
Holguin®®*
Holzmayer>®®
Holzmayer>®
Hu587

Huang®®
Huang®®
Huang®®
Huang®**
Hunt>?

|be593
Imamichi®®*
Jadhav™®®
Jadhav®®®
Janssens™”’
Janssens®®
Jeannot®®®
Jere®®
Jonassen®
Jones®®?
Kane®®
Kantor®®
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(cIxxvii) Karchava®®®

(cIxxviii) Kebba®®
(cIxxix) Kemal®”’
(cIxxx) Khoja®%®
(clxxxi) Kijak®*®
(clxxxii) Konings®*®
(clxxxiii) Korber®'!
(clxxxiv) Koulinska®*?
(clxxxv) Koulinska®
(clxxxvi) Kousiappa®™*

(clxxxvii) Kousiaglpa615
(clxxxvii)  Kuiken®*®

(CIxxxix) Kusagawa®"’
(cxc) Kusagawa®'®
(cxci) Laeyendecker®™®
(cxcii) Lakhashe®®
(cxciii) Lakhashe®*
(cxciv) Lamers®?
(cxcv) Land®®®
(cxcvi) Lau®®

(cxcvii) Lau®®
(cxcviii) Laukkanen®®
(cXCix) Leal®®

(cc) Lemey®?®
(cci) jo29

(ccii) Li%°

(cciii) Li%3*

(cciv) Li%32

(cev) Li®%

(cevi) Liao®®*

(cevii) Liégeois®®®
(ceviii) Liégeois®*®
(ccix) Liégeois®’
(ccx) Liitsola®®®
(cexi) Liitsola®*®
(ccxii) Lin®%®

(cexiii) Locatelli®*°
(cexiv) Lole®

(cexv) Luk®**

(cexvi) Luk®*

(cexvii) Lukashov®*®
(cexviii) Machado®*
(cexix) Magiorkinis®*®
(cexx) Magiorkinis®*®
(coxxi) Magiorkinis®*’
(coxxii) Magiorkinis®*®
(coxxiii) Malet®*®
(coxxiv) Maljkovic®>®°
(coxxv) Mamadou®*
(coxxvi) Masharsky®**
(coxxvii) Meloni®>®
(coxxvii)  Meng®™*
(CoXXix) Mene%655
(CoXXX) Mild®>®
(coxxxi) Mokili®>’
(coxxxii) Monno®*®
(coxxxii)  Montavon®®®
(ccxxxiv)  Montavon®®
(coxxxv) Montavon®®*
(coxxxvi)  Montavon®®?

(coxxxvii)  Monteiro®®®
(coxxxviii)  Motomura®®*

(coxxxix)  Mullick®®
CCX unoz-Nieto
(cexl) Mufoz-Nieto®®®
(cexli) Nadai®’
(cexii) Ndembi®®®
(cexliii) Ndembi®®®
(cexliv) Neogi®”®
(cexiv) Niama®"*
(cexlvi) Novelli®”?

(cexlvii) Novelli®”®
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(cexviii) Novitsky
(cexlix) Novitsky®”
(ccl) Ntemgwa®"
(ccli) Ntemgwa®’®
(cclii) Nyombi®”’
(ccliii) Oliveira®?°"®
(ccliv) Op de Coul®”®
(cclv) Op de Coul®®
(cclvi) Padua’®™
(cclvii) Palma®®?
(cclviii) Palma®®
(cclix) Pando®®*
(cclx) Pando®®®
(cclxi) Pando®®®
(cclxii) Pando®®’
(cclxiii) Papa®®®
(cclxiv) Paraskevis®®
(cclxv) Paraskevis®®
(cclxvi) Paraskevis®®*
(cclxvii) Paraskevis®®?
(cclxviii) Paraskevis®®
(cclxix) Parreira®’
(cclxx) Parreira®®
(cclxxi) Passaes’®®
(cclxxii) Passaes®®’
(cclxxiii) Pernas®®
(cclxxiv) Perez®®
(cclxxv) Perez’®
(cclxxvi) Perez™
(cclxxvi)  Perez-Alvarez’®
(cclxxvii)  Perez-Alvarez’®
(cclxxix) Perez-Alvarez’®
(cclxxx) Persaud’®
(cclxxxi) Petroni’®

(cclxxxi)  Philpott’’

(cclxxxii)  Piantadosi’®
(cclxxxiv)  Pires’®
(cclxxxv)  Pollakis'*°
(cclxxxvi)  Pollakis'**
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