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Introduction

DEEPi, e Its via"ripd occurrence. the genetics of fogarium unlrre, ISIance in cotton han 36n riot been deny
eludd. ,ed. This is a result. in mr. of the coinple, phenotyping into IVCd, bur alsq in ,Dine cotton groomg
regions the confounding cribc, , or tool tool nana, "ae interncdons unih the sacn, , or fog. flum will
symptoms. Mon impmn, Iy the genetic relationship, among in an urn will pathogen, .round the world are
coinple". SUBge, "rig Blur a singe generic modelm. y nor be ripp""ble uruve"ally To dudd. .e the genetics of
furyium will Mis"rice. gainst the Austinli"Iru, "iumL, 11p. .hugen, F",",""g"", E, p land","
VCG, 00011 & 00012). tub genetic famines h. *t been used. The p"muse of this papyri, to p, "en. atdente
Ihat G. $1",*,""" and G. ", Uru, hadrourgen" of interCS, forthe generic Improvement of almated cotton
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Mated. land Method.

Plant m. ,eru ", a e, Eiman, .Ide. 18n
Plants WEre ,elected from rougenetic populations The first population. 46 BC, AmCAL fuming carrying O to
4 C-genome chromosome additions were challenged with R, I ACE"sinn CPI-138969 was inclLxied in atr}
e, perlmenr us . susceptible conmul. The kerind population. 266 F from across C. bin"," . C. b, ,,,*", were
",. d 1.8. ", mr. . cockl, ,ammm, k cotton in, p Oilh. 200 Rim. ,. 162 F lain, Lane, ethane"Bed with h,
in a relies of ILOgl", hou, e trial, . Each chairomph"a 3,600 plants arranged in a row x column plot de, igi
in dudng 900 Slum 14 (RF, usCCPnble in dug. ry sanda^. 9005ic0.189 (fore, is"n, Indusrr} ,"ridard). 900
SiCot F-Ith", R, .r'si, an, wither). aria 900 G. b, A. *",(hiresi, anti an R, .discus conrrols In both

.richc "pubdon, the atent of ham"in w", resignrice un, ing, uralby the Lain, Iar browning in der nun
nly the in ramiUe, were al, o acc", for tofua, and Ruleral. ppcmu, ce orGA)

kgi. .ic nege. .inn on BC, famine.
The", richtinn beretn FWRand the presenceo, C-genome chromosome, in .he G. &,",". background was
eral. ", ed using binomial logi, tic regression. The binomial logi, tic regression un, used to model the
relationship between negi, an, and ,USEcpnble fi, myium wit symptoms r'or'~resign, . am I on I).
"I"=, usCCPtible (VB1 4&511 aria a set of aplana, Dry Ladable, (,. , the G. J, .,*h. "" chromosomes or part
the, cor PMen, in ath infoduaD

E. Rim. ,ion or berm. binty cod generic cor, el. don
Vainnce components were used to alma, e hen"bi"," un an entr! mean basis and defined in the narrow-sen, e
@121. Confidence mr. anI, were rib. med for heriabi", y 66ma, e* Genetic coronance codmates unre ribulned
and used with genetic Lad"Ice estimates In rib"in genetic correlation, among selected nits Sand. rd errors
for these cadm. ,CS were calcula, ed
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Qn, in. PPir"
hikigc or recombination frequencies between markers WE. e calcula, ed using AmpMAKER/ Exp Version 3.0
Qin inked to in. ,ken fur R, negi, "rice were determined using Ihe mixed-model based composite interval
mapping method of QTL Network sofmarc

TIP, e I. FILP",, cy dumb, ",. n or warinamt visai, re in For in .h. F* preenyacrid it, .in 11recog,
GII @81m " Sinkr, 1-4. PIEm. ripk, ,. a are ,ham un 11" ,=at\ Thairo", inn of ,h. man ran, .ante
rill" o1'11" Nam, , aria are Mug, n-,, amhalfu, Rin. Gin, era ." I'd"nib NIL dan, luring
"""'., arumtb

:"UsL CadlomC. bai"d, don Uric, .", lined RFdi, age MPUn, a
dumbutionof G. ,", a. .,. chinmocom"perR, d, ,a, crapn"", egory.
und rid. of I. e. " rig, e, "rin ami!~ ,hmmng C. J, ",*,,.. chain", nine
", 11fi",, rlv ", o0.1" inch fop all 31, rib, inn,
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BC, MACAIS
Appro, jin. ,d, . 168 BC, , individuals were used to acrermine if the enhanced R, . 6:51. rice observed in the 13
BC, Amorl, twirlb. .unb"I'd to, ight, "dfi. LG, Sinn-E-G. -H. -I. J&Q. ERP, N ., 4J. A bing
logi, tic regra, ion based on nudelR, direa, e re, i, nice and ,u"CFtibi"tv using C genome ,PCOiic
thrumusomeinhad",, ceus palaurmuchlacog u"a. it, modelcorrec, I! ch silica 72. of Ihe 168 ling
by giving the probabibti" of contribution of the Stun-cos to negi, "nt and .usCCPtible fog"ium wilt
SImp, Din, us ,hown in Table I. Unk. BE group, Stun G aria Stun-KP were sigmai, 11 a, ,od. re, I with h, .
Bisonce. wine IC, Sinn-H and Slur, -I were uscochlea with RFdi, "SE ,u"CPUbrliry. The lad that multiple
C-genome chromosome sonnenu Gnun-163) were "cochlea with hisanurn wiltsisrui, and susceptible
symptom, in the BC, Amorl, guppy" the conclusion Iha, hamum wiltre, ismnce in cotton is multigenicall!
contio"ed. Ith cl"rim, iruiU nor be pug"ble to mm, for th"cm" to withanIconnn, by haditinn. I
breeding means (dan not prep, ,of), .rid chi. Iue nerd toadop, more reamcall! crimple" methodL The "",
rep in wig process Is to "ridemke . q"ridntive traitlod (cot) ami}xi, using an e. pmimen"Ithreeding
population den, td from a cm, , between susceptible and 61, ant parents. This willdenn6. ,FCiiic galnmic
retiring in the cotton genome were import Bend for rugarium virusisunce are Ingted and mark didr
loadon with molecuhr markers
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A 10.10, 8,100 F, individuals have been rested for You ar & genenl ,pre, rince" OGA) ,rid "wasc"Iar
browning tilde, "(VBD inched"shou, e. The diguibutiono, ft"diseasesyinpinms formal#I analtia1#2
are shoum in rig"rel. The resistance levels of the parenul, (GB: raisinnt& Sinkn 14: s"scepublc) and
the in augury swida, d Situt189 are also inchca, ed on Figure I. On thesedismbution, ., he resistantparen.
(GB) was positioned at the Ich hand end of the chinbution. wheres the susceptible parent 6:0km14)
waspo, monad at the righ. handendofthe digiribu, ionindicatingagoodphenol}picgemntionofcherub
parental commit High geneticcorrehtion, were observed between FGA and VBlin inal#I(r=0.99 t
0.03)and trial#2(,=0.99 *0.0b. Broad-s. rig. hambi", yw, ,cad, red forFGA ,"a VBl. Had"brunt,
werehigh fo, both traitsinbo, h vials, indicating asmaUgenocypexenvironmentin, erections(H>0.90)
Genotypic winnce components wereh, Be and signficandydi, foren. from zero 0<0.05) for FGA ing
IA and ID and uniong IEand ILO. in coning, ,the genotype xenvironmen, internction variance were
typicaly, mater than the genot}pittariance forFGA @ig ID and 11). rid VBl(rig IG "Id IN). The large
broad-, en, e heri"bintie, for FGA and VBl and the high genetic correlations beretn environments
indidleg, hat' largecomponent of the genoi}pe " environment internc. ion for FGA and VBlrenected
changer in them agriitudeo, the genetic varianceineach environment with onlysmallchangesingeno. ,PC
anking Hence. genotypes effects on Fusarium wilt resis"rice were large and robust owing to weal
internctionswithent*roninent
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Identification of quantitative millod (Qin. )
A prelirhin. ry analysis to identify QTls linked with Fusarium willCSis"rice in cultivated cotton was
underEken. Oven". the corelation of pheno, ypic and genotypic variancesin 61003 F and F atoned
the identification of 2 QTl, ussocialed with Fug. ,jusn will resignance. A QTL with large Erred in FGA
05%) am delecied on LG. 15 (Ch, .I orchr. 15). A second QTL. which explain an additional 22 . of
the phenol!Tic Lada, ion in FCA. negiden. incd on LG. Do8. These mm lad together explaln 57'" or
the FCA phenol, Tic variation among"neg. For VBl, a QTT. with a large effect @9'. was also found
in the same Iora. ion on chromosome LG. 15. A second QTL. which explaln an additionally, or the
phenolypic vaintion in VBl, was identified on LG. Do8. These too lad loge, her explaln 48'. of the
VBl phcno, ypic variation among fines
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