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Table S1. Anthocyanin Reflective Index (ARI1) of the guava parents and their F1 hybrids at LSD (p<0.05).

Sr. No. Varieties/F1 hybrids of Guava Anthocyanin Reflective index value (ARI1)
1 Allahabad Safeda ‘AS’ 0.053
2 Purple Guava (local) ‘PG’ 0.266
3 Seedless ‘SL’ 0.013
4 CISH G-1 0.172
5 ‘AS" x ‘PG’ 0.214
6 ‘AS’ x ‘CISH G-1’ 0.125
7 ‘AS’ x ‘SL’ 0.027

LSD (p<0.05)=0.02

Table S2. A candidate gene markers MdMYB.

Sr Repeat Reference allelic
L Pri "to 3’ T Amplificati
No ocus motif rimer sequence (5’ to 3") m Size (bp) mplification

F: TCCATAACCTTCITGGTAACA 52.1
! MdMYB9 (CD15 R: AAGGAGAATCGGCTTTCGAT 54.0 606 NA

F: CGAGTGCTAATAGCAACC 504
2 MdMYB10 i R: CCTCTGTTGGCCGAATACAC 55.8 1945 NA

F: AATGGCCTACCACATCATTG 529
3 MdMYBIO (F1, R1) i R: AATGGCCTACCACATCATTG 52.9 786 P

F: AGGTGCCTGGACTCGAGAGGA 62.0
4 MdAMYBI10 (F2, R2 - 1182 NA
02 R2) R: CGACGACGTTTGTGGTGGCG 61.7

F: TGCTCCTCTCTAGCTATTGCA 555
> MdMYBI7 — (DIH(ATIO0 o s AGACTCACAAACTAGCTGTC 54.7 205 NA

Five anthocyanin apple candidate gene markers referred by Chagne et al. (2007) were tested on parent AS, PG and F1
hybrids (H) of cross combination (I). # NA- Non-amplified, P- Polymorphic.




Table S3. List of SSR primer pairs used for the construction of linkage map in guava.

Sr.

Reference allelic

No. Locus Repeat motif Primer sequence (5’ to 3") Tm Size (bp)
R (G R GCAGGTGGATATAAGGTC _ i93
R G R ATTACACATICAGCCACTT _ iga ™
s g (G R TCGTITAGAGGACATTTCT 479 1%
i mrecm G R CAACAAGATACAGCGAACT 300 199
J—— GAp R TCAATACGAGAGOCAATA 473 2%
6 mPGCIR  (CAWAAGAAR b GTACTAATCGAAGAAATG s ¥
7 mpgcms Gy R AGGCTICCTACAAAACTG  i9a 21
N (G- R aTTrICTIOTGCCTIOTC 474 VP
5 mPgCIRID s R GCCCCATATCTAGGAAG _ iss 0
0 mpgcrEi D R TTACACCCACCTAAATAAGA 79 %
I mPGCRIS  AQWATGGAY  prceeacteacATITIGIGCT s 2
DowpCRM (GAN RCAGTTTTCATATCGTCCTC 392 1
I mPCIRIS  GMGGGAY  pircraarceccreacrie  ss W
1 mgcmie (10 R CATCCOTCICTARACCTC 92 %
5 mbgcmz  (CD: RCATTGOATGGTTGACAT 467 P
6 mPCRIS  (GAR RATGOCTTTGGATCAAA 432 1%
7o ompgcmio (D R TATCAGAGGCTTGOATIA 475 T
8 om0 (©OuCA  oircecoataaacatcrer  ga %8
I mPCIRN (AOWGG(AGY  pceracamacoriccans a1
0 mPCIRZ (GDWGAM O GaanGoaGoAGe s P
2 mPCRZ (TG hcccaccamaAtcratcac w0 1
» mpgCEs (GAM RTGITCAAGCATACCTTC 494 1
B mPCIRS  (GDHGAW aeaGaCTIIGoAG s 1P
2 MO (AR “wcomarccerrerermie. s 0




Sr.

Locus

Repeat motif

Primer sequence (5’ to 3")

Tm

Reference allelic

No. Size (bp)
5 mRCR (GA R CCCATTTTCATCTOARAGTE _iso 12
% mPgCIRR  GAM prCATATACTCGGACAAAACG a6 1
7 mpgCR®  (GA R CTGTTGCTAMGAGETTICGT 38 1
2  mPgCRIO GTAMprGarrreaacrecomatore s0s M1
% mCRE (GA) R CITAGTITGACCGOTCCAGT 56 1
0 mPeCIRi2 ©4r " paaccoactacaccatorr  wa 17
S mPCRe6  GA  pleagacrratcroriacacca  sis 1P
2 mPCR®  (GAM pACTAGCATGTGACCAGGAG stz ¥
B mPCRSL  (GAN/(GGCAR b (CAAGTAACCCACAACAATA 301 12
M mPCIRS (AN R AAGTGTGCOTICTCCATCT 310 12
5 mPCRS:  GAWCT:  pracerrerreacrocoasc sy P
s mPgCIRs (G wccatrcacrecarmeac s 7
7 mPgCR®  GAWCDM  GoGaTGGAGTAAAGATGAAA 4
5 mPGCIRIOS (GAW/(GAAAGAY /AT COCCACGAACATATCA 309 %
® mPCRI0  ©D» pGaatoasacoAcoToTAGCA 37 1
0 mPCRIL (G R AACATCATTGGGACCATIC 304 1
5 mPCRIY (G R ACATGATGGTCICGCTTTT s 1@
2 mPCRI®  (GTW/GA  plecarcreancatcacaace  sa %
B mPgCIRIA0 : R GCAGTATAAAGCAACAGATGG 516 '
 mPCRi6  @Dn pSerioacoactoanaG w8 10
5 mPCRI  GA iGAGECCTAGCATAGACAG 38 1%
o mPCRI®  (GA®  plicataccoatcaacrccans  sa 10
¥ mPCRIY  (GAR/GGAD  p'CGalcancceracatrere s %P
5 mPRCIRIGO : R GACGAGCTTAGCCICTGAAT 324 '
© mrgCiRiel : R AGGACTTAGCTIGACTITIC. 324 '




Sr.

Locus

Repeat motif

Primer sequence (5’ to 3")

Tm

Reference allelic

No. Size (bp)
S mPCIRIES  (GAN R CIGGTGTGACCATGACITTT 528 1
S mPCIRIS (GA): R TGCCAAGGTGTAATGTTCTA 18 1%
2 megcmizs O O AteacATICICOACCAGAT  so1 191
B mPCRIS (@A 'woCrcearmoeatoaacttr s 1
S PO (GA R GCGCTAGGCTATAAATCATC 307 1%
5 mPgCIRISS (GA)/(GAN/GAY  plyrerrcrecrecticeatce  sa
s mPgCIRIsS  (GAY R TTGTGGGGAAGAAMCTACTG 321 1
7 mgCRI9 (GA R GCAMGCACAGETTCTACTTT 381 17
s mPCIRI%S (GA)r RGOGTTAAGCTACTTTGGCTA 527 1
»  mPgCII%  (GW=/(GGTICAY "yl erclaarcectere st S
0 mPgcROl  (GA) RACAATITCOTGGGCTCGT  sas 1
1 mPGCIR0S  (GAISI(GAGY i ClCCuaGCTCANCAATATAR 07 22
@ mpgCiRay : R CTAACATITGCCTICTACAGE 315 '
G megcIR2le : R AGACCTGCTCTGACTIGTGA 596 '
6 mPCIRET  (©AW  golrorAcATIGACGAATCA o1 1
5 mPGCRZS  (@DuGA U iehi Cracantcortie e 1
6o mgc  (GAR R CATCICATCAACAGATIGEA  ioe 1%
& megciRss : R TTAGGCIGAAATGCTCCTTA 311 '
65 mPgcy (G R GCATCICITICATIGGTGAT 305
mPGCIRES  (GA/GACTE i GarrancooamacoaTce  asr ™
0 mPCRZ  (GAB paaTrAAcGACGAGTICGAC a1
71 megcRy (GA R GCGGATCAAAACCTANTCT 199 10
noombgcion (GAR R GACGTATCGCATCAGTTTC 307 18
B ombgcosn (GAR R GeICTGAGGTCGTTTTCAT 325 17
7 mPECIRMS (AW pTCTAmAGTGoAACCAAAG  sis 1%




131; Locus Repeat motif Primer sequence (5’ to 3") Tm Refzrie;c(ebi,l)l elic
75 mPCRR  GAW pCrrGreAcTeTTaTAGCATCA  sto 1
76 mPGCIRES  (CAWIGAAY  pCrCAGICCATCAGCAARAT 7 P
7 mpgCmsl (G R GTCGTCTACTICOATGTIC 326 1%
% mpgciRas: : ' CrecTeTICICGTTOTTAGE 321 -
B ombgcs (G R CITGTGCTCCAAGATGCTAT 322 1
0 mPgClRe®  (GAWAGA® g roacasccrcactoeaca  sis 2
S mPgCR%e  (GAR R.CCAGGTICITGATGTIGTCT 323 21
2 mhCRT (G R CAACCACCTICATCAATTTC 495 %
S mPgcs (10 RoTCarCGGATCAATGTGG a0 '
MmO (AO) R GATCCGATICCCCAAGAG 381 %
5 mpgciRass : R CAGCCAGGGCATAAGTATAG 524 -
S mPGCIRWS7  (AGM(AN  pGercrrerrrccTioTasce  sa %
& mPRCRS0 G pcCraacricrororriatarr a2 1
5 megciRass : R CAGCAATATGATGCTGGAAG 506 -
mPCRZ €D praAACGAAAGCAGAAAACC o1 1®
0 mPGCIRIM (A0 g paACAGGACTAGTTTCGAG 322 1
o mPCRM  (AGw  pGancraccAAGAATATCTGT 5 Y
% mpgCIRS : R AGAATCTICGCCTATIGCTT 317 -
0 mPCIRIR  GMR i GGACCAAACAGATATICCAA 99 M
% mPgCIRSH : R AATGTCICGGICAATTAGGA 508 -
5 mpgCIRS7 : R TGTCGTITAGTTCITAGITTTGE 516 -
% mPGCRTS  (COWMCD g GCrrrcreatricrTaaccaaG  sa 1P
7 mPCIR2 (G RACGAAACGTCCTTGTICTTA 5 17
o mPgClRit  (GA 'k atrCAceeTIeTGerTer ss 210
% mpgciRics : R TTTCAAAATCAAGAGCCAAC 191 -




Sr.

Reference allelic

No. Locus Repeat motif Primer sequence (5’ to 3") Tm Size (bp)
0 mPCRile  (AGMGAY  p (CCacanAGATGAGACAAAG 507 P
01 mPGCIRAS  (AOWICDe g crieaccacaGaTas s 8
2 mRCIRE2  (GA R AGATTCAAATGOTTIGTGG 209 ¥
0 mPCIRY (O pCrlGoacacAcAGAGeTerA i 1
4 mPgCIRL (AC)s R.CICITICIGCAAATATCCAT 75 17
105 mpgClRade : R ATCTCCATITCTIGCTCGT 314 -
06 mPECRMS (G "k cormericeacTtaeac s

For the present study, 106 SSR primer pairs (Table 1) belonging to same series were selected from Genome Database for
guava (http://neiker.net/neiker/guavamap) and the published literature. The SSR primers were synthesized through In-

tegrated DNA technologies (IDT). The 106 SSR primers were used for generating a linkage map.

Table S4. Anthocyanin Reflective Index (ARI1) values of F1 hybrids ("AS’ x ‘PG’).

F1 Hybrids 'AS' x 'PG'

Anthocyanin Reflective Index (ARI1)

1 0.238
2 0.191
3 0.225
4 0.267
5 0.273
6 0.284
7 0.175
8 0.226
9 0.177
10 0.177
11 0.238
12 0.228
13 0.191
14 0.224
15 0.185
16 0.165
17 0.227
18 0.239
19 0.231
20 0.190
21 0.165
22 0.212
23 0.215
24 0.191
25 0.185
26 0.169
27 0.192
28 0.184
29 0.255




30 0.192
31 0.191
32 0.187
33 0.245
34 0.196
35 0.238
36 0.195
37 0.272
38 0.251
39 0.218
40 0.184
41 0.228
42 0.161
43 0.215
44 0.251
45 0.226
46 0.161
47 0.187
48 0.239
49 0.247
50 0.248
51 0.227
52 0.267
53 0.227
54 0.229
55 0.185
56 0.232
57 0.244
58 0.210
59 0.179
60 0.200
61 0.165
62 0.228
63 0.211
64 0.240
65 0.213
66 0.247
67 0.224
68 0.272
69 0.218
70 0.201
71 0.247
72 0.234
73 0.247
74 0.225
75 0.197
76 0.187
77 0.247
78 0.189
79 0.241
80 0.228




81 0.238
82 0.244
83 0.212
84 0.213
85 0.242
86 0.241
87 0.226
88 0.211
89 0.194
90 0.211
91 0.211
92 0.190
93 0.211
94 0.218
95 0.214
96 0.211
97 0.211
98 0.214
99 0.203
100 0.218
101 0.210
102 0.211
103 0.228
104 0.218
105 0.196
106 0.218
107 0.205
108 0.204
109 0.239
110 0.271
111 0.205
112 0.237
113 0.232
114 0.261
115 0.232
116 0.175
117 0.252
118 0.257
119 0.230
120 0.256
121 0.254
122 0.206
123 0.210
124 0.233
125 0.205
126 0.193
127 0.176
128 0.211
129 0.176
130 0.212
131 0.205




132 0.205
133 0.173
134 0.212
135 0.176
136 0.211
137 0.170
138 0.211
139 0.177
140 0.210
141 0.190
142 0.209
143 0.174
144 0.218
145 0.205
146 0.189
147 0.191
148 0.185
149 0.251
150 0.244
151 0.192
152 0.187
153 0.272
154 0.198
155 0.231
156 0.253
157 0.214
158 0.215
159 0.187
160 0.205
161 0.222
162 0.275
163 0.205
164 0.252
165 0.174
166 0.198
167 0.218
168 0.218
169 0.213
170 0.212
171 0.170
172 0.204
173 0.204
174 0.218
175 0.212
176 0.252
177 0.175
178 0.205
179 0.213
180 0.219
181 0.211
182 0.257




183 0.205
184 0.214
185 0.232
186 0.210
187 0.218
188 0.210
189 0.178
190 0.211
191 0.218
192 0.212
193 0.213
194 0.204
195 0.204
196 0.170
197 0.219
198 0.247
199 0.238
200 0.205
201 0.211
202 0.210
203 0.232
204 0.216
205 0.204
206 0.239
207 0.238
208 0.172
209 0.173
210 0.218
211 0.210
212 0.257
213 0.211
214 0.205
215 0.205
216 0.241
217 0.214
218 0.240
219 0.218
220 0.205
221 0.228
222 0.210
223 0.239
224 0.198
225 0.196
226 0.210
227 0.236
228 0.218
229 0.196
230 0.176
231 0.212
232 0.219
233 0.172




234 0.205

235 0.211

236 0.176

237 0.205

238 0.214

Mean 0.214
Standard Deviation 0.025562314
Skewness 0.203954091
Kurtosis -0.280135581

Table S5. Composition of CTAB Extraction Buffer.

Components Working Concentration
CTAB 1.5%
Tris HCI (pH 8.0) ’ 100 mM
NaCl 14 M
EDTA (pH 8.0) 20 mM
-Mercaptoethanol 2%
Polyvinylpyrolidone (PVP) 2%

The final pH of the buffer was adjusted to 8.0.

Table S6. Temperature profile used in PCR.

Step Temperature (°C) Time (minutes) No. of cycles
Initial denaturation 94 4 1
Denaturation 94 1
Annealing 50-60 1 } 35
Elongation 72 1
Final Extension 72 7 1
Pause 4

Figure S1. Variation in leaf colour of different guava parents used for obtaining F1 population viz. (1) “AS’ (2) ‘PG’ (3) ‘SL’
(4) ‘CISHG-1".




Y

Figure S4. Seggregating 238 hybrids F1 hybrids (H) used as mapping population maintained in old orchard of Punjab
Agricultural University,141004, India.

F1('AS' x‘PG))




Figure S5. PCR amplification profile of (A) mPgCIR208 and (B) MAMYB10F1 on two parents [AS= Allahabad Safeda, PG=
Purple guava (Local)] and their segregating F1 progenies.



