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A. Eubacteria 

1. Borrelia burgdorferi 
i) Earnhart2 

2. Clostridium botulinum 
i) Hill3 
ii) Hill4 
iii) Luquez5 
iv) Raphael6 

3. Escherichia coli 
i) Pimenta7 

4. Helicobacter pylori 
i) Oleastro8 
ii) Pride9 

5. IncP-1 plasmid 
i) Norberg10 

6. Mycoplasma genitalium 
i) Ma11 

7. Pseudomonas syringae 
i) Sarkar12 

8. Rhizobium spp 
i) Gaunt13 

9. Staphylococcus aureus 
i) Olsen14 
ii) Zhang15 

10. Streptococcus agalactiae 
i) Tettelin16 

B. Eukaryotes 
1. Arabidopsis 

i) Marco17 
2. Carassius auratus (fish) 

i) Yang18 
3. Chlamydia trachomatis 

i) Gomes19 
ii) Gomes20 
iii) Nunes21 
iv) Nunes22 
v) Somboonna23 

4. Cryptosporidium spp 
i) Zhou24 

5. Cyclotella (protist) 
i) Beszteri25 

6. Genet 
i) Gaubert26 

7. Hexapoda (springtails, distinct from Insectae) 
i) Janssens27 

8. Humans and other mammals 
i) Costas28 
ii) Hershberger29 
iii) Jackson30 

9. Leishmania 
i) Devault31 

10. Pneumocystis 
i) Kutty32 

11. Salmo (salmon) 
i) Ciborowski33 

12. Schoenoxiphium (African plant, sedge family) 
i) Gehrke34 

13. Trypanosoma cruzi 
i) Gaunt35 

14. Xenorhabdus (nematode endosymbiont) 
i) Sergeant36 

15. Zea mays (corn) 
i) Sharma37 
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C. Reviews/Other 
1. Abecasis38   [method] 
2. Awadalla39   [review] 
3. Hungnes40  [review] 
4. Lam41 [review] 
5. Maydt42   [method] 
6. Parrish43  [review] 
7. Schulz44  [method] 
8. Strimmer45   [method] 
9. Svraka46 [viral metagenomics] 
10. Telenti47  [methods review] 

D. Viruses 
1. dsDNA 

i) Adenoviridae (Adenovirus) 
(1) Aoki48 
(2) Darr49 
(3) Ishiko50 
(4) Kaneko51 
(5) Kaneko52 
(6) Lukashev53 
(7) Madisch54 
(8) Mahadevan55 
(9) Maluquer de Motes56 
(10) Robinson57 
(11) Robinson58 
(12) Roy59 
(13) Roy60 
(14) Seto61 
(15) Seto62 
(16) Tong63 
(17) Walsh64 
(18) Walsh65 
(19) Walsh66 
(20) Wevers67 
(21) Yang68 
(22) Zhu69 

ii) Herpesviruses (CMV, HHV-8, HSV1, HPV-2, VZV) 
(1) Duprez70 
(2) Faure-Della Corte71 
(3) Garrigue72 
(4) Liljeqvist73 
(5) Norberg74 
(6) Norberg75 
(7) Norberg76 
(8) Peters77 
(9) Tyler78 
(10) Zajac79 

iii) Poxviruses 
(1) Gubser80 

2. ssDNA 
i) ChiSCV (provisional) 

(1) Blinkova81 
ii) Circovirus 

(1) He82 
(2) Ma83 

iii) Dependovirus (Adeno-associated virus) 
(1) Chen84 
(2) Gao85 
(3) Gao86 
(4) Li87 

iv) Geminiviridae (Begomovirus, Mastrevirus, Tobacco leaf curl, Tomato leaf curl) 
(1) Blawid88 
(2) Knierim89 
(3) Kumari90 
(4) Kumari91 
(5) Lozano92 
(6) Schubert93 

v) Papillomavirus 
(1) Gottschling94 
(2) Rector95 

vi) Parvovirus (Bocavirus, PARV4) 



(1) Arthur96 
(2) Cheng97 
(3) Cheng98 
(4) Fryer99 
(5) Kapoor100 
(6) Katsoulidou101 
(7) Lin102 
(8) Panning103 
(9) Wang104 
(10) Zappa105 

vii) Polyomavirus (BK virus) 
(1) Luo106 

3. dsRNA 
i) Brinaviridae 

(1) He107 
(2) Hon108 

ii) Reoviridae 
(1) Arbivirus 

(a) He109 
(2) Rotavirus 

(a) Lamhoujeb110 
(b) Martella111 
(c) Matthijnssens112 
(d) Matthijnssens113 
(e) Parra114 
(f) Phan115 
(g) Phan116 

4. (+)ssRNA 
i) Alphavirus (Chikungunya) 

(1) Allison117 
(2) Arankalle118 

ii) Ampelovirus (Plum pox) 
(1) Capote119 
(2) Kajic120 
(3) Maliogka121 

iii) Arteriviridae (Arterivirus, PRRSV) 
(1) Chen122 
(2) Fang123 
(3) Forsberg124 
(4) Li125 
(5) Liu126 

iv) Astroviridae (Astrovirus) 
(1) Chu127 
(2) Guo128 
(3) Guo129 
(4) Jonassen130 
(5) Lukashov131 
(6) Pantin-Jackwood132 
(7) Pantin-Jackwood133 
(8) Tse134 
(9) Wolfaardt135 

v) Bacteriophage (Levivirus) 
(1) Friedman136 

vi) Calicivirus (norovirus, sapovirus, lagovirus, and vesivirus) 
(1) Abrantes137 
(2) Ambert-Balay138 
(3) Bull139 
(4) Bull140 
(5) Carlsson141 
(6) Chhabra142 
(7) Chhabra143 
(8) Chung144 
(9) Coyne145 
(10) Dai146 
(11) Eden147 
(12) Etherington148 
(13) Forrester149 
(14) Fukuda150 
(15) Han151 
(16) Han152 
(17) Hansman153 



(18) Hansman154 
(19) Hansman155 
(20) Hoffmann156 
(21) Jin157 
(22) Kamel158 
(23) Katayama159 
(24) Kim160 
(25) Martella161 
(26) Martella162 
(27) Marella163 
(28) Martella164 
(29) Mathijs165 
(30) Motomura166 
(31) Muller167 
(32) Nakamura168 
(33) Nayak169 
(34) Okada170 
(35) Oliver171 
(36) Oliver172 
(37) Phan173 
(38) Phan174 
(39) Phan175 
(40) Phan176 
(41) Phan177 
(42) Phan178 
(43) Rohayem179 
(44) Siebenga180 
(45) Symes181 
(46) Thackray182 
(47) Tsugawa183 
(48) Victoria184 
(49) Waters185 
(50) Yun186 

vii) Closterovirus (Citrus tristerza, Tomato chlorosis) 
(1) Cerni187 
(2) Lozano188 

viii) Coronavirus (SARS, avian infectious bronchitis virus, porcine epidemic diarrhea virus, rhinolophus bat, 
transmissible gastroenteritis virus) 
(1) Chen189 
(2) Chen190 
(3) Chu191 
(4) DeCaro192 
(5) DeCaro193 
(6) Hon194 
(7) Lan195 
(8) Lan196 
(9) Lau197 
(10) Lau198 
(11) Lau199 
(12) Lee200 
(13) Lim201 
(14) Mardani202 
(15) McKinley203 
(16) Ntafis204 
(17) Pyrc205 
(18) Rota206 
(19) Stanhope207 
(20) Stavrinides208 
(21) van der Hoek209 
(22) Vijgen210 
(23) Vijgen211 
(24) Woo212 
(25) Yuan213 
(26) Zeng214 
(27) Zhang215 
(28) Zhang216 
(29) Zhang217 

ix) Dicistroviridae (Cricket paralysis virus) 
(1) Palacios218 

x) Flaviviridae 
(1) Flavivirus 



(a) Dengue 
(i) AbuBakar219 
(ii) Barrero220 
(iii) Fajardo221 
(iv) Ramirez222 
(v) Regato223 
(vi) Tolou224 

(b) Japanese encephalitis 
(i) Chuang225 

(c) St Louis Encephalitis 
(i) Santos226 

(d) Tick-borne encephalitis virus 
(i) Yun227 

(e) Flavivirus other (Bagaza,Kedougou, Zika, Sepik, and Entebbe Bat viruses) 
(i) Kuno228 
(ii) Kuno229 

(2) Hepacivirus 
(a) Hepatitis C virus (HCV) 

(i) Bernardin230 
(ii) Brown231 
(iii) Colina232 
(iv) Cristina233 
(v) Cristina234 
(vi) DiLello235 
(vii) DiLello236 
(viii) Fan237 
(ix) Gao238 
(x) Gupte239 
(xi) Kalinina240 
(xii) Kalinina241 
(xiii) Koletzki242 
(xiv) Kuntzen243 
(xv) Lee244 
(xvi) Magiorkinis245 
(xvii) Moreno246 
(xviii) Noppornpanth247 
(xix) Noppornpanth 248 
(xx) Ross249 
(xxi) Shang250 
(xxii) Sulbaran251 
(xxiii) Wang252 

(3) Pestivirus (BVDV, classic swine fever) 
(a) He253 
(b) Jones254 
(c) Tang255 
(d) Tang256 

(4) Unclassified (GBV-C, GBV-D) 
(a) Epstein257 
(b) Neibecker258 

xi) Flexiviridae 
(1) James259 

xii) Hepevirus 
(1) Hepatitis E virus (HEV) 

(a) Takahashi260 
(b) van Cuyck261 

xiii) Picornavirus 
(1) Aphthovirus 

(a) FMDV 
(i) Abdul-Hamid262 
(ii) Balinda263 
(iii) Carrillo264 
(iv) Le265 
(v) Lee266 
(vi) Li267 
(vii) Nagendrakumar268 
(viii) Rana269 
(ix) Tosh270 
(x) Yang271 

(2) Enterovirus (including echovirus, poliovirus, parechovirus, porcine enterovirus) 
(a) Al-Hello272 
(b) Al-Sunaidi273 



(c) Andersson274 
(d) Arita275 
(e) Bailly276 
(f) Bailly277 
(g) Baumgarte278 
(h) Benschop279 
(i) Bible280 
(j) Blomqvist281 
(k) Boros282 
(l) Bouslama283 
(m) Brown284 
(n) Brown285 
(o) Chan286 
(p) Chen287 
(q) Chevaliez288 
(r) de Souza Luna289 
(s) Dedepsidis290 
(t) Dedepsidis291 
(u) Ding292 
(v) Drexler293 
(w) Drexler294 
(x) Huang295 
(y) Huang296 
(z) Huang297 
(aa) Huang298 
(bb) Jegouic299 
(cc) Krogstad300 
(dd) Kyriakopoulou301 
(ee) Kyriakopoulou302 
(ff) Kyriakopoulou303 
(gg) Kyriakopoulou304 
(hh) Li305 
(ii) Lindberg306 
(jj) Liu307 
(kk) Lukashev308 
(ll) Lukashev309 
(mm) Mirand310 
(nn) Norder311 
(oo) Oberste312 
(pp) Oberste313 
(qq) Oberste314 
(rr) Paananen315 
(ss) Phuektes316 
(tt) Sannti317 
(uu) Savolainen-Kopra318 
(vv) Simonen319 
(ww) Smura320 
(xx) Smura321 
(yy) Smura322 
(zz) Tao323 
(aaa) van der Sanden324 
(bbb) Wakatsuki325 
(ccc) Wang326 
(ddd) Wang327 
(eee) Williams328 
(fff) Xu329 
(ggg) Yang330 
(hhh) Yip331 
(iii) Yoke-Fun332 
(jjj) Zaharoula333 
(kkk) Zhang334 
(lll) Zhang335 
(mmm) Zhang336 
(nnn) Zhang337 
(ooo) Zhao338 
(ppp) Zoll339 

(3) Erbovirus 
(a) Black340 

(4) Iflavirus 
(a) Moore341 

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



(a) Aguirre342 
(b) Belalov343 
(c) Blinkova344 
(d) Bolanaki345 
(e) Buckwalter346 
(f) Drexler347 
(g) Garcia-Aguirre348 
(h) Hales349 
(i) Huang350 
(j) Hu351 
(k) Hu352 
(l) Jones353 
(m) Liang354 
(n) Linsuwanon355 
(o) Lipton356 
(p) McErlean357 
(q) Moratorio358 
(r) Ren359 
(s) Zoll339 

(6) Polerovirus (CLRDV) 
(a) Silva360 

(7) Potyvirus (cassava brown streak disease-associated virus, papay ringspot virus, Potato Y virus, 
soybean mosaic virus, bean common mosaic virus, watermelon mosaic virus) 
(a) Ali361 
(b) Comes362 
(c) Crescenzi363 
(d) Desbiez364 
(e) Desbiez365 
(f) Fanigliulo366 
(g) Fernandez-Rodriguez367 
(h) Gagarinova368 
(i) Gagarinova369 
(j) Gibbs370 
(k) Hu371 
(l) Hu372 
(m) Kogovsek373 
(n) Margaritopoulos374 
(o) Mbanzibwa375 
(p) Myrta376 
(q) Schubert377 
(r) Untiveros378 
(s) Visser379 
(t) Yamasaki380 
(u) Yang381 

xiv) Roniviridae (okavirus/yellow head virus) 
(1) Wijegoonawardanelk382 

xv) Togaviridae (Rubivirus: rubella) 
(1) Vauloup-Fellous383 

5. (-)ssRNA 
i) Bunyavirus 

(1) Bunya other (Guaroa virus, CCHF virus, and Rift Valley fever virus) 
(a) Bird384 
(b) Briese385 
(c) Deyde386 
(d) Hewson387 
(e) Lukashev388 
(f) Webster389 

(2) Hantavirus 
(a) Asikainen390 
(b) de Carvalho Nicacio391 
(c) Escutenaire392 
(d) Johansson393 
(e) Johansson394 
(f) Johansson395 
(g) Kirsanovs396 
(h) Klempa397 
(i) Klempa398 
(j) Klempa399 
(k) Lindkvist400 
(l) Nemirov401 
(m) Razzauti402 



(n) Sironen403 
(o) Sironen404 
(p) Wang405 
(q) Zhang406 

ii) Orthomyxoviridae (Influenza) 
(1) Amonsin407 
(2) Boni408 
(3) Goni409 
(4) Goni410 
(5) He411 
(6) He412 
(7) Lam413 

iii) Paramyxoviridae (parainfluenza, Morbillivirus/PPRV, newcastle disease virus, canine distemper) 
(1) Bailey414 
(2) Han415 
(3) Han416 
(4) He417 
(5) Rui418 
(6) Yang419 
(7) Zhang420 

iv) Rhabdoviridae (Lyssavirus) 
(1) Tang421 

6. ssRNA-RT 
i) Orthoretrovirinae 

(1) Betaretrovirus (Enzootic nasal tumor virus) 
(a) Walsh422 

(2) Deltaretrovirus (HTLV, STLV) 
(a) Sintasath423 
(b) Switzer424 
(c) Switzer425 
(d) van Dooren426 

(3) Gammaretrovirus 
(a) Porcine endogenous retroviruses 

(i) Mang427 
(ii) Niebert428 

(4) Lentivirus 
(a) HIV SIV 

(i) Abecasis429 
(ii) Abecasis430 
(iii) Achkar431 
(iv) Adojaan432 
(v) Aghokeng433 
(vi) Aghokeng434 
(vii) Agnihotri435 
(viii) Agwale436 
(ix) Agwale437 
(x) Ahuka-Mundeke438 
(xi) Ahumada-Ruiz439 
(xii) Ajoge440 
(xiii) Ajoge441 
(xiv) Almeida442 
(xv) Ambrosioni443 
(xvi) Andresen444 
(xvii) Antunes445 
(xviii) Araujo446 
(xix) Aulicino447 
(xx) Aulicino448 
(xxi) Aulicino449 
(xxii) Aulicino450 
(xxiii) Aulicino451 
(xxiv) Aulicino452 
(xxv) Avi453 
(xxvi) Avi454 
(xxvii) Ayele455 
(xxviii) Badreddine456 
(xxix) Baird457 
(xxx) Balakrishnan458 
(xxxi) Baldrich-Rubio459 
(xxxii) Balotta460 
(xxxiii) Bano461 
(xxxiv) Bao462 



(xxxv) Barlow463 
(xxxvi) Barlow464 
(xxxvii) Barreto465 
(xxxviii) Barroso466 
(xxxix) Bartolo467 
(xl) Bartolo468 
(xli) Beer469 
(xlii) Bezemer470 
(xliii) Bhanja471 
(xliv) Bhanja472 
(xlv) Bhanja473 
(xlvi) Bhattacharya474 
(xlvii) Bodelle475 
(xlviii) Brennan476 
(xlix) Brennan477 
(l) Brígido478 
(li) Brígido479 
(lii) Brígido480 
(liii) Brindicci481 
(liv) Brown482 
(lv) Bruselles483 
(lvi) Bruzzone484 
(lvii) Buzon485 
(lviii) Cardoso486 
(lix) Cardoso487 
(lx) Cardoso488 
(lxi) Carmona489 
(lxii) Carr490 
(lxiii) Carr491 
(lxiv) Carrion492 
(lxv) Carvalho493 
(lxvi) Casado494 
(lxvii) Casado495 
(lxviii) Casado496 
(lxix) Cavalieri497 
(lxx) Ceballos498 
(lxxi) Chang499 
(lxxii) Chen500 
(lxxiii) Chen501 
(lxxiv) Chin502 
(lxxv) Chohan503 
(lxxvi) Ciccozzi504 
(lxxvii) Ciccozzi505 
(lxxviii) Ciccozzi506 
(lxxix) Coetzer507 
(lxxx) Coetzer508 
(lxxxi) Cornelissen509 
(lxxxii) Courgnaud510 
(lxxxiii) Courgnaud511 
(lxxxiv) Costa512 
(lxxxv) Couto-Fernandez513 
(lxxxvi) Cuevas514 
(lxxxvii) Cuevas515 
(lxxxviii) D’Arrigo516 
(lxxxix) Datta517 
(xc) Dazza518 
(xci) De Baar519 
(xcii) De Castro520 
(xciii) De Sa Filho521 
(xciv) De Sa Filho522 
(xcv) De Sa Filho523 
(xcvi) De Sa Filho524 
(xcvii) De Silva525 
(xcviii) De Souza526 
(xcix) Delgado527 
(c) Delgado528 
(ci) Delgado529 
(cii) Delgado530 
(ciii) Delviks-Frankenberry531 
(civ) Derache532e 
(cv) Dilernia533 



(cvi) Dilernia534 
(cvii) Dilernia535 
(cviii) Dilernia536 
(cix) Ding537 
(cx) Djoko538 
(cxi) Djoko539 
(cxii) Doyle540 
(cxiii) Drexler541 
(cxiv) Esbjornsson542 
(cxv) Eshleman543 
(cxvi) Espinosa544 
(cxvii) Eyer-Silva545 
(cxviii) Eyer-Silva546 
(cxix) Eyzaguirre547 
(cxx) Falkensammer548 
(cxxi) Fan549 
(cxxii) Fang550 
(cxxiii) Fang551 
(cxxiv) Fernandez-Garcia552 
(cxxv) Fernandez-Garcia553 
(cxxvi) Foglieni554 
(cxxvii) Fokam555 
(cxxviii) Fomsgaard556 
(cxxix) Fonjungo557 
(cxxx) Fontaine558 
(cxxxi) Frange559 
(cxxxii) Gagliani560 
(cxxxiii) Gale561 
(cxxxiv) Galimand562 
(cxxxv) Galli563 
(cxxxvi) Gaschen564 
(cxxxvii) Gifford565 
(cxxxviii) Gnanakaran566 
(cxxxix) Gomez-Carrillo567 
(cxl) Gordon568 
(cxli) Guan569 
(cxlii) Guimaraes570 
(cxliii) Guimaraes571 
(cxliv) Guimaraes572 
(cxlv) Guo573 
(cxlvi) Guo574 
(cxlvii) Hai-Long575 
(cxlviii) Han576 
(cxlix) Harris577 
(cl) Heeregrave578 
(cli) Herring579 
(clii) Hirigoyen580 
(cliii) Hoelscher581 
(cliv) Holguín582 
(clv) Holguín583 
(clvi) Holguín584 
(clvii) Holzmayer585 
(clviii) Holzmayer586 
(clix) Hu587 
(clx) Huang588 
(clxi) Huang589 
(clxii) Huang590 
(clxiii) Huang591 
(clxiv) Hunt592 
(clxv) Ibe593 
(clxvi) Imamichi594 
(clxvii) Jadhav595 
(clxviii) Jadhav596 
(clxix) Janssens597 
(clxx) Janssens598 
(clxxi) Jeannot599 
(clxxii) Jere600 
(clxxiii) Jonassen601 
(clxxiv) Jones602 
(clxxv) Kane603 
(clxxvi) Kantor604 



(clxxvii) Karchava605 
(clxxviii) Kebba606 
(clxxix) Kemal607 
(clxxx) Khoja608 
(clxxxi) Kijak609 
(clxxxii) Konings610 
(clxxxiii) Korber611 
(clxxxiv) Koulinska612 
(clxxxv) Koulinska613 
(clxxxvi) Kousiappa614 
(clxxxvii) Kousiappa615 
(clxxxviii) Kuiken616 
(clxxxix) Kusagawa617 
(cxc) Kusagawa618 
(cxci) Laeyendecker619 
(cxcii) Lakhashe620 
(cxciii) Lakhashe621 
(cxciv) Lamers622 
(cxcv) Land623 
(cxcvi) Lau624 
(cxcvii) Lau625 
(cxcviii) Laukkanen626 
(cxcix) Leal627 
(cc) Lemey628 
(cci) Li629 
(ccii) Li630 
(cciii) Li631 
(cciv) Li632 
(ccv) Li633 
(ccvi) Liao634 
(ccvii) Liégeois635 
(ccviii) Liégeois636 
(ccix) Liégeois637 
(ccx) Liitsola638 
(ccxi) Liitsola639 
(ccxii) Lin295 
(ccxiii) Locatelli640 
(ccxiv) Lole1 
(ccxv) Luk641 
(ccxvi) Luk642 
(ccxvii) Lukashov643 
(ccxviii) Machado644 
(ccxix) Magiorkinis645 
(ccxx) Magiorkinis646 
(ccxxi) Magiorkinis647 
(ccxxii) Magiorkinis648 
(ccxxiii) Malet649 
(ccxxiv) Maljkovic650 
(ccxxv) Mamadou651 
(ccxxvi) Masharsky652 
(ccxxvii) Meloni653 
(ccxxviii) Meng654 
(ccxxix) Meng655 
(ccxxx) Mild656 
(ccxxxi) Mokili657 
(ccxxxii) Monno658 
(ccxxxiii) Montavon659 
(ccxxxiv) Montavon660 
(ccxxxv) Montavon661 
(ccxxxvi) Montavon662 
(ccxxxvii) Monteiro663 
(ccxxxviii) Motomura664 
(ccxxxix) Mullick665 
(ccxl) Muñoz-Nieto666 
(ccxli) Nadai667 
(ccxlii) Ndembi668 
(ccxliii) Ndembi669 
(ccxliv) Neogi670 
(ccxlv) Niama671 
(ccxlvi) Novelli672 
(ccxlvii) Novelli673 



(ccxlviii) Novitsky674 
(ccxlix) Novitsky675 
(ccl) Ntemgwa272 
(ccli) Ntemgwa676 
(cclii) Nyombi677 
(ccliii) Oliveira612,678 
(ccliv) Op de Coul679 
(cclv) Op de Coul680 
(cclvi) Pádua681 
(cclvii) Palma682 
(cclviii) Palma683 
(cclix) Pando684 
(cclx) Pando685 
(cclxi) Pando686 
(cclxii) Pando687 
(cclxiii) Papa688 
(cclxiv) Paraskevis689 
(cclxv) Paraskevis690 
(cclxvi) Paraskevis691 
(cclxvii) Paraskevis692 
(cclxviii) Paraskevis693 
(cclxix) Parreira694 
(cclxx) Parreira695 
(cclxxi) Passaes696 
(cclxxii) Passaes697 
(cclxxiii) Pernas698 
(cclxxiv) Perez699 
(cclxxv) Perez700 
(cclxxvi) Perez701 
(cclxxvii) Perez-Alvarez702 
(cclxxviii) Perez-Alvarez703 
(cclxxix) Perez-Alvarez704 
(cclxxx) Persaud705 
(cclxxxi) Petroni706 
(cclxxxii) Philpott707 
(cclxxxiii) Piantadosi708 
(cclxxxiv) Pires709 
(cclxxxv) Pollakis710 
(cclxxxvi) Pollakis711 
(cclxxxvii) Posada712 
(cclxxxviii) Posada713 
(cclxxxix) Powell714 
(ccxc) Powell715 
(ccxci) Powell716 
(ccxcii) Powell717 
(ccxciii) Praparanattapan718 
(ccxciv) Qiu719 
(ccxcv) Quarlerl720 
(ccxcvi) Quesnel-Vallieres721 
(ccxcvii) Rainwater722 
(ccxcviii) Ramos723 
(ccxcix) Razzolini724 
(ccc) Resik725 
(ccci) Revilla726 
(cccii) Rhee727 
(ccciii) Rios728 
(ccciv) Ristic729 
(cccv) Riva730 
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