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* First wave discovery and rapid deployment
— Cohort 1 MABC

« Second wave discovery, validation, deployment
— Validation and fine mapping

— Forward breeding deployment
— Cohort 2 MABC
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Maize Lethal Necrosis
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MLN Conversions

Germplasm screening

QTL discovery

MABC: F1— BC4F3 X || EQ
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e 3 generation per year nursery
BC4F3 Testcross evaluation

CML202 |CML539 |DTPWC9-F67-2-2-1 N
CML312 |CML540 (LPSC7-F103-2-2-2 reported
CML341 |[CML544 |LPSC7-F180-3-1-1 in Kenya
CML343 |[CML545 |LPSC7-F64-2-6-2 N\
CML373 |CML546 |CKLO5015 *
CML442 |CML547 |CLRCYO034 * % 2012
CML444 |CML548 |CML574 (CLRCY039) |**

CML445 |[CML550 |CLYN231 *

CML489 |CZLO52 |CLWN270 *

CML507 |CZLO68 |DTPYC9-F46-1-2-1 |** *

** MLN tolerant lines converted from
yellow to white + MSV1

BC4F4 Line evaluation
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Improved MLN tolerance of elite stress tolerant lines: CML442
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1.8 t/ha testcross yield increase

under severe MLN pressure

Yield parity in absence of MLN

WiciIMMYT.



KS23 MLN QTL

*  Modified QTL seq
method

* Consistent
detection in three
populations
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Contribution of MLN, Locus to Resistance Against MLN

m+/+ B+/- m-/-

4.5

3.5 -

2.5 -

Disease score (1-5, R-S)

1.5 -

CML494 CZL03018 CML545 CZL00025 SUSCEP

CZL068 KS23-6 KS23-5 KS23-5 KS23

Parents in cross (KS23 resistant)




gMLN_KS23 +/-

gMLN_KS23 +/+

qgMLN_KS23 +/-




Fine-mapping gMLN_06.157
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Marker class means gMLN_KS23
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gMLN 06.157 deployment strategy

Drought response KS23-6
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Number of F4 families
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Number of F4 families
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MABC Cohort 1A
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