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Figure 1: Visual representation of the QTN selection. A QTN is identified by two seasons in a single location, or two QTNs are identified by two seasons of a single location, present within a 50 KB region. In that case, it is considered a consistent QTN. Similarly, suppose two QTNs are identified (or within 50 KB region) by two or more locations in a single season. In that case, it is considered a stable QTN.
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Figure 2: Manhattan plot showing significant QTNs associated with rice yield and yield related traits, identified across six environments using mrMLM, FASTmrMLM, FASTmrEMMA, pLARmEB and ISIS EM-BLASSO models. The -log10 (P-value) of SNP across the genome (y-axes) were plotted against their respective position on each chromosome (x-axis) for GY. The red dots represent all the QTNs commonly identified by more than two ML-GWAS models and the orange dots indicate QTNs identified by a single ML-GWAS model.
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Figure 3: Manhattan plot showing significant QTNs associated with rice yield and yield related traits, identified across six environments using mrMLM, FASTmrMLM, FASTmrEMMA, pLARmEB and ISIS EM-BLASSO models. The -log10 (P-value) of SNP across the genome (y-axes) were plotted against their respective position on each chromosome (x-axis) for DTF. The red dots represent all the QTNs commonly identified by more than two ML-GWAS models and the orange dots indicate QTNs identified by a single ML-GWAS model.
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Figure 4: Manhattan plot showing significant QTNs associated with rice yield and yield related traits, identified across six environments using mrMLM, FASTmrMLM, FASTmrEMMA, pLARmEB and ISIS EM-BLASSO models. The -log10 (P-value) of SNP across the genome (y-axes) were plotted against their respective position on each chromosome (x-axis) for NPT. The red dots represent all the QTNs commonly identified by more than two ML-GWAS models and the orange dots indicate QTNs identified by a single ML-GWAS model.
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Figure 5: Manhattan plot showing significant QTNs associated with rice yield and yield related traits, identified across six environments using mrMLM, FASTmrMLM, FASTmrEMMA, pLARmEB and ISIS EM-BLASSO models. The -log10 (P-value) of SNP across the genome (y-axes) were plotted against their respective position on each chromosome (x-axis) for PH. The red dots represent all the QTNs commonly identified by more than two ML-GWAS models and the orange dots indicate QTNs identified by a single ML-GWAS model.
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Figure 6: Manhattan plot showing significant QTNs associated with rice yield and yield related traits, identified across six environments using mrMLM, FASTmrMLM, FASTmrEMMA, pLARmEB and ISIS EM-BLASSO models. The -log10 (P-value) of SNP across the genome (y-axes) were plotted against their respective position on each chromosome (x-axis) for PL. The red dots represent all the QTNs commonly identified by more than two ML-GWAS models and the orange dots indicate QTNs identified by a single ML-GWAS model.








image5.PNG
ISARC-WS2020

s

~logio(p)

ISARC-WS2021

s

~logio(p)

10 " ”

one

10

" ”




image6.PNG
ISAH-WS2020

~logro(p)

ISAH-WS2021

"
2

~logso(p)





image7.PNG
IGKV-WS2020

2

10

~logio(p)

IGKV-WS2021

"
2

~logio(p)

0 " 2

o1 2 3 4 s i 7 s 9

0 " 2




image8.PNG
ISARC-WS2020

(d)eBol—

2

"

o

o

(d)°6ol—

ISARC-WS2021

2

"

0

chr




image9.PNG
ISAH-WS2020

15

~loguo(p)

ISAH-WS2021
15 :
—~ 10 : ° :
3 . . o 3 .
g
]

ow 1 2 3




image10.PNG
IGKV-WS2020

10

~logio(p)

IGKV-WS2021

2

10

~logio(p)

o1 2

FYLPNPN





image11.PNG
ISAH-WS2020

~logo(p)

ISAH-WS2021

~logo(p)





image12.PNG
ISARC-WS2020

~loguo(p)

ISARC-WS2021

104 . .





image13.PNG
IGKV-WS2020

(d)ol-

IGKV-WS2021

(d)ol-





image14.PNG
ISAH-WS2020

ISAH-WS2021

n




image15.PNG
ISARC-WS2020

~logio(p)

W 2

ISARC-WS2021

~logio(p)





image16.PNG
IGKV-WS2020

2

o

~loguo(p)

IGKV-WS2021

2

o

~loguo(p)





image1.png
Consistent SNPs

Seasonl - W52020 Season2 - WS52021

[ QTNsidentified from ML-GWAS |

50 KB

Chromosome 1 * * *

( )
* '

Identical SNPs SNPs within 50KB region

Chrom?some 2

Stable SNPs

[ aTNsidentified from MLGWAS |

Chromosome 1 * * *

( )
* [

Identical SNPs SNPs within 50KB region

50KB

Chrom]osome 2





image2.PNG
ISARC-WS2020

24

~log1o(p)

ISARC-WS2021

15

104

~logio(p)





image3.PNG
ISAH-WS2020

(d)°6ol—

”

"

10

one

(@601~

ISAH-WS2021

”

"

10

one




image4.PNG
IGKV-WS2020

IGKV-WS2021

s

(d)°6ol—

”

"

10

one




