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File 2. Figure S1. Boxplots summarizing quantitative trait results for S. aethnensis, S.

chrysanthemifolius, and a reciprocal F> mapping family that were included in the quantitative

trait locus analysis.

Trait numbers in title correspond to the trait numbering system of Table 1. Bold horizontal

lines indicate median values. Boxes indicate 25 to 75 percentile range. Lines indicate the

range of values within 1.5 times the upper and lower quartiles, respectively. Points indicate

values more extreme than 1.5 times the upper and lower quartiles. Asterisks indicate the trait

values of the mapping family parents. No mapping family parental values were available for

flowering time as these individuals were vegetatively propagated for comparison with their

progeny.

File 3. Figure S2. Genetic map of a reciprocal F» S. aethnensis and S. chrysanthemifolius

mapping family showing quantitative trait loci identified by compaosite interval mapping and

marker loci that were significantly divergent or convergent between species.

Map distances in Kosambi centiMorgans are shown in the scale bar to the left of linkage

groups. Linkage groups are represented by vertical bars with mapped locus positions




indicated with horizontal lines. Weakly linked linkage groups (< 4 LOD or > 20 cM) that
probably belong to the same chromosome are aligned vertically. Grey shading on linkage
groups indicates regions exhibiting significant transmission ratio distortion (TRDLS). Locus
names are listed to the left of linkage groups and mapped QTLs are listed to the right. “c” or
“d” listed to the left of locus names indicates if that locus was identified as significantly
convergent or divergent based on genetic differentiation analysis across sample populations;
while > symbol to the left of locus names indicates if the locus was included in QTL analysis.
QTLs were identified by composite interval mapping with significance determined if the LOD
score exceeded the 0.95 quantile of 1000 data permutations. QTLs 2-LOD interval ranges
are indicated with vertical lines with a bold horizontal line indicating the highest LOD score
position. QTL summary information includes; trait names, “a” or “d” each followed by “+” or “-
“indicating additive or dominance effects and their direction of effect supporting or opposing

the observed species difference respectively, and the percent mapping family variance

explained.



w w N N = = o o
(&) o (4] o o o

IN
o

TTTT'TTTT'TTTT'TTTT'TTTT'TTTT'TTTT'TTTT'TTTT'

w w N N = = (9] o
o o (&2} o o o

N
o

TTTT'TTTT'TTTT'TTTT'TTTT'TTTT'TTTT'TTTT'TTTT'

d  EIM7.91
E1M7_267

AC1

d EC296B
MSS7 >

d> ES36 7/
>  MSC5a /||
> MSCS5h

E1M3_145// ||
> EIM7_83
E8M7_139
d Ray2aB —
d> EC1496B %
ES9
>  EC1566 —
> EC74 —
EC1019 —
> EC464 —
ES85 —
d> ES82 —
> E8M7_102 —
AC6

E8M5_232
E1IM7_117 \
E1IM3_124

E8M5_168

ESA7 —|

ES29 —|

EIM5_131 —©

H

8Z -p -e Aunqeln usjjod :9T

e
g
H
3
S
Q
L=
@
QD
+
e
i
5
o
©
g
5 -
>
L&
=0
|3
= |2
N n
2
=]
«Q
-5
QIJ
o
+
N
N
AC7
ES45
E4M7_208
E1M5_269
E1M7_346 o
E5M6_233 b
E1M7_383 3
E1M3_70 .
E5M3_214 @
E1M3_209 >
E5SM3_295 +
E4M7_146 T
E8M5_58 s
E1M5_63
ECZSS:@
E1M3_146

>

AC2

E8MS5_293 —)

ES57 —H
EC978 —|
E5M3_65 ——

E1M7_252 —
E1M3_206 —

EC1551 <

> ES88
E4M7_302

E1M5_125
> E5M6_401
> E5M6_93
d EIM3_294
E1M7_207
E1IM3_121
ES40

> A26
E8MS5_104

>  NESIB
E8M7_95
E1M5_138
EC402
E5M6_103
E5M6_75
E5M6_65
>  EC482
EIM7_175
E8M7_94
> E8M5_110
EC1418

\%2

E5M3_121

€T +p -e awn Buamoyy :T

>

c>

>
d>

>

6T +P +2 UONIBSIP Jed)| 'Sz

AC3

E1IM3_147 —

EC811 —

[

S20 —

ES1 —

E5M3_405 ~ |
E1M5_61~]]
EC733 ~|
E1M3_104 ~]
E1M5_202 —]
E4M7_88 -~

d

c>
d>

>

TT -p +& Aujigein usjjod :9T

GT +p +e yibus| sndded :0z

A

> E1M5_215 —f

S10 —

> E4M7_152
>  EC512
E5M6_98
E4M7_90
> ES2
> EAM7_179

> EC174 —

> E1M3_264 —\

AC9

E5M3_90

V45
E8M5_186

E5M6_90
E8MS5_154

E5M6_96
E1M3_317
E1M5_132

ca

I
}

6 +p +e yibus| apou 1z

> E8M7_200
> EIM7_211

E8M7_80
EIM5_226
EIM7_247

E5M3_64

E8M5_195
ESM7_98

AC5

> E4M7_145 —

EC1026 |
EIM3_216 —=
E1M3_254

> EIM7_111 —

\%

[

EC1470 —

V44 —H

C19 —-
M3_177 —S

=y

ES25 —

EC904 ——

2 -p +© Oollel apall youelq 2z

ES43 —
ST EC1688 —<

>
0O
Y
o

EC290

ES4
ES20

S26

S

ST -p +®& Jaquinu ugjjod :GT 2z -p +€ Jaquinu wnjnideo :g

&  Tenits

ES83B

6 +p - Jaquinu wnjnides :g

LT -P +& UOND3SIP Jea)] :SZ

1T -p +e ybus| [9o1pad :6

€€ -p +e awn Buemoy) :T

LT +p - yibusj epou :TZ

8T +p +e eale Ael yg

52 -p +e yibug| spou :TZ



