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Figure S1 - Multiple Sequence Alignment Visualization of Clade AP3 from OG0000033

Figure S2 - Multiple Sequence Alignment Visualization of Clade AG from OG0000096

Figure S3 - Multiple Sequence Alignment Visualization of Clade FLC from OG0000096

Sequence ID Start Alignment End Identity Coverage
1 100908070605040302010

Ristevski_cs10_MADS_REF_XP_030499268.2 (+) 1 M S Y S E P N N N I D T H H Q Y H Y H H H E E D D H H D E N S S N K Q Q K I R G K T Q I K F I E N Q T N R V T F S K R R N K A G E L S V L C D A K V S L I P N N N K L H E T K E M I D L Y Q T K G V D L 245 100.00 100.00
JL_Mother_Y_protein_KAF4383261.1 (+) 1 M G F S K R L V S L I P N N N K L H E T K E M I D L Y Q T K G V D L 179 91.67 73.06
Chemdog91_pep_CsCD91_00G0095450 (+) 1 M S Y S E P N N N I D T H H Q Y H Y H H H E E D D H H D E N S S N K Q Q K I R G K T Q I K F I E N Q T N R V T F S K R R N K A G E L S V L C D A K V S L I P N N N K L H E T K E M I D L Y Q T K G V D L 245 99.59 100.00
CBDRx-18_pep_CsCBD_04G0027110 (+) 1 M S Y S E P N N N I D T H H Q Y H Y H H H E E D D H H D E N S S N K Q Q K I R G K T Q I K F I E N Q T N R V T F S K R R N K A G E L S V L C D A K V S L I P N N N K L H E T K E M I D L Y Q T K G V D L 245 100.00 100.00
LAConfidential_pep_CsLAC_00G0003590 (+) 1 M S Y S E P N N N I D T H H Q Y H Y H H H E E D D H H D E N S S N K Q Q K I R G K T Q I K F I E N Q T N R V T F S K R R N K A G E L S V L C D A K V S L I P N N N K L H E T K E M I D L Y Q T K G V D L 245 100.00 100.00
PBBKush_pep_CsPBB_00G0001540 (+) 1 M S Y S E P N N N I D T H H Q Y H Y H H H E E D D H H D E N S S N K Q Q K I R G K T Q I K F I E N Q T N R V T F S K R R N K A G E L S V L C D A K V S L I P N N N K L H E T K E M I D L Y Q T K G V D L 245 100.00 100.00
PurpleKush_pep_CsPK_09G0005340 (+) 1 M S Y S E P N N N I D T H H Q Y H Y H H H E E D D H H D E N S S N K Q Q K I R G K T Q I K F I E N Q T N R V T F S K R R N K A G E L S V L C D A K V S L I P N N N K L H E T K E M I D L Y Q T K G V D L 245 100.00 100.00
pink_pepper_XP_030499268.2 (+) 1 M S Y S E P N N N I D T H H Q Y H Y H H H E E D D H H D E N S S N K Q Q K I R G K T Q I K F I E N Q T N R V T F S K R R N K A G E L S V L C D A K V S L I P N N N K L H E T K E M I D L Y Q T K G V D L 245 100.00 100.00

NCBI Multiple Sequence Alignment Viewer, Version 1.26.0

Sequence ID Start Alignment End Identity Coverage Mismatches
1 180170160150140130120110100908070605040302010

Ristevski_cs10_MADS_REF_XP_030480504.1 (+) 1 MAYNNNNNSNNNVNNSI SMSMSMSVSSPGRKMGRGKI EI KRI ENTTNRQVTFCKRRNGLLKKAYELSVLCDAEVALI VFSSRGRLYEYANQSVKSTI DRYKKASSDTSNTGSVSEVNAQFYQQEAAKLRGQI ESLQKGI RELLGECI DSAKPRDLKNLESKLERGI SRI RSKKNELLFAE 297 100.00 100.00 0
CBDRx-18_pep_CsCBD_09G0023430 (+) 1 MAYNNNNNSNNNVNNSI SMSMSMSVSSPGRKMGRGKI EI KRI ENTTNRQVTFCKRRNGLLKKAYELSVLCDAEVALI VFSSRGRLYEYANQSVKSTI DRYKKASSDTSNTGSVSEVNAQFYQQEAAKLRGQI ESLQKGI RELLGECI DSAKPRDLKNLESKLERGI SRI RSKKNELLFAE 297 100.00 100.00 0
pink_pepper_XP_030480504.1 (+) 1 MAYNNNNNSNNNVNNSI SMSMSMSVSSPGRKMGRGKI EI KRI ENTTNRQVTFCKRRNGLLKKAYELSVLCDAEVALI VFSSRGRLYEYANQSVKSTI DRYKKASSDTSNTGSVSEVNAQFYQQEAAKLRGQI ESLQKGI RELLGECI DSAKPRDLKNLESKLERGI SRI RSKKNELLFAE 297 100.00 100.00 0
PurpleKush_pep_CsPK_07G0028690 (+) 1 MAYNNNNNSNNNVNNSI SMSMSMSVSSPGRKMGRGKI EI KRI ENTTNRQVTFCKRRNGLLKKAYELSVLCDAEVALI VFSSRGRLYEYANQSVKSTI DRYKKASSDTSNTGSVSEVNAQFYQQEAAKLRGQI ESLQKGI RELLGECI DSAKPRDLKNLESKLERGI SRI RSKKNELLFAE 298 99.66 100.00 0
Finola_pep_CsFN_00G0064570 (+) 1 MAYNNNNNSNNNVNNSI SMSMSMSVSSPGRKMGRGKI EI KRI ENTTNRQVTFCKRRNGLLKKAYELSVLCDAEVALI VFSSRGRLYEYANQSVKSTI DRYKKASSDTSNTGSVSEVNAQFYQQEAAKLRGQLSLCRKE SDSAKPRDLKNLESKLERGI SRI RSKKNELLFAE 290 94.63 97.31 7
PBBKush_pep_CsPBB_00G0012070 (+) 1 MAYNNNNNSNNNVNNSI SMSMSMSVSSPGRKMGRGKI EI KRI ENTTNRQVTFCKRRNGLLKKAYELSVLCDAEVALI VFSSRGRLYEYANQSVKSTI DRYKKASSDTSNTGSVSEVNAQFYQQEAAKLRGQI ESLQKGI RELLGECI DSAKPRDLKNLESKLERGI SRI RSKKNELLFAE 295 91.00 97.31 16
Finola_pep_CsFN_06G0001290 (+) 1 MAYNNNNNSNNNVNNSI SMSMSMSVSSPGRKMGRGKI EI KELKTQQI DKSLFVKKK CRGRLYEYANQSVKSTI DRYKKASSDTSNTGSVSEVNAQFYQQEAAKLRGQI ESLQKGI RELLGECI DSAKPRDLKNLESKLERGI SRI RSKKNELLFAE 276 85.67 91.92 16
Finola_pep_CsFN_00G0064000 (+) 1 MEFGSNNNNEEEGGE SSSHRKMGRGKI EI KRI ENTTNRQVTFCKRRNGLLKKAYELSVLCDAEVALI VFSTRGRLYEYANN RS 83 70.53 27.95 16
LAConfidential_pep_CsLAC_00G0052990 (+) 1 MEFGSNNNNEEEGGE SSSHRKMGRGKI EI KRI ENTTNRQVTFCKRRNGLLKKAYELSVLCDAEVALI VFSTRGRLYEYANN RS 83 70.53 27.95 16
JL_Mother_Y_protein_KAF4365251.1 (+) 1 M KL SVKSTI DRYKKASSDTSNTGSVSEVNAQFYQQEAAKLRGQI ESLQKGI RELLGECI DSAKPRDLKNLESKLERGI SRI RSKKNELLFAE 209 69.70 70.37 2
PBBKush_pep_CsPBB_00G0179580 (+) 1 MEFGSNNNNEEEGGE SSSHRKMGRGKI EI KRI ENTTNRQVTFCKRRNGLLKKAYELSVLCDAEVALI VFSTRGRLYD VRATI DKYKKACSDSTNTGSVAEANVQFYQQESSKLRRQI RELQNSNRHI LGEAI STMTFKDLKSLEGRLERGI SRI RSKKNEMLFAE 179 64.95 57.91 46
Chemdog91_pep_CsCD91_00G0128130 (+) 1 MGRGKI EI KRI ENTTNRQVTFCKRRNGLLKKAYELSVLCDAEVALI VFSSRGRLYEYSNNSI RSTI ERYKKACSDSTGATSI TEI NAQYYQQESAKLRQQI QMLQNSNRHLMGDSLSSLSVKELKQLETRLERGI TRI RSKKHEMLLAD 180 64.74 60.27 56
Cannatonic_pep_CsCAN_00G0145860 (+) 1 MGRGKI EI KRI ENTTNRQVTFCKRRNGLLKKAYELSVLCDAEVALI VFSTRGRLYEYANNSVRATI DKYKKACSDSTNTGSVAEANVQFYQQESSKLRRQI RELQNSNRHI LGEAI STMTFKDLKSLEGRLERGI SRI RSKKNEMLFAE 258 60.59 85.86 92
pink_pepper_XP_030481705.2 (+) 1 MEFGSNNNNEEEGGE SSSHRKMGRGKI EI KRI ENTTNRQVTFCKRRNGLLKKAYELSVLCDAEVALI VFSTRGRLYEYANNSVRATI DKYKKACSDSTNTGSVAEANVQFYQQESSKLRRQI RELQNSNRHI LGEAI STMTFKDLKSLEGRLERGI SRI RSKKNEMLFAE 281 57.14 93.27 105
Ristevski_cs10_MADS_REF_XP_030481705.2 (+) 1 MEFGSNNNNEEEGGE SSSHRKMGRGKI EI KRI ENTTNRQVTFCKRRNGLLKKAYELSVLCDAEVALI VFSTRGRLYEYANNSVRATI DKYKKACSDSTNTGSVAEANVQFYQQESSKLRRQI RELQNSNRHI LGEAI STMTFKDLKSLEGRLERGI SRI RSKKNEMLFAE 281 57.14 93.27 105
CBDRx-18_pep_CsCBD_10G0025940 (+) 1 MEFGSNNNNEEEGGE SSSHRKMGRGKI EI KRI ENTTNRQVTFCKRRNGLLKKAYELSVLCDAEVALI VFSTRGRLYEYANNSVRATI DKYKKACSDSTNTGSVAEANVQFYQQESSKLRRQI RELQNSNRHI LGEAI STMTFKDLKSLEGRLERGI SRI RSKKNEMLFAE 279 57.00 92.93 105
PBBKush_pep_CsPBB_00G0038630 (+) 1 MGRGKI EI KRI ENTTNRQVTFCKRRNGLLKKAYELSVLCDAEVALI VFSSRGRLYEYSNNSI RSTI ERYKKACSDSTGATSI TEI NAQYYQQESAKLRQQI QMLQNSNRHLMGDSLSSLSVKELKQLETRLERGI TRI RSKKHEMLLAD 227 55.47 75.76 88
pink_pepper_XP_060961491.1 (+) 1 MGRGKI EI KRI ENTTNRQVTFCKRRNGLLKKAYELSVLCDAEVALI VFSSRGRLYEYSNNSI RSTI ERYKKACSDSTGATSI TEI NAQYYQQESAKLRQQI QMLQNSNRHLMGDSLSSLSVKELKQLETRLERGI TRI RSKKHEMLLAD 227 55.47 75.76 88
pink_pepper_XP_060961490.1 (+) 1 MGRGKI EI KRI ENTTNRQVTFCKRRNGLLKKAYELSVLCDAEVALI VFSSRGRLYEYSNNSI RSTI ERYKKACSDSTGATSI TEI NAQYYQQESAKLRQQI QMLQNSNRHLMGDSLSSLSVKELKQLETRLERGI TRI RSKKHEMLLAD 227 55.47 75.76 88
PurpleKush_pep_CsPK_06G0018600 (+) 1 MGRGKI EI KRI ENTTNRQVTFCKRRNGLLKKAYELSVLCDAEVALI VFSSRGRLYEYSNNSI RSTI ERYKKACSDSTGATSI TEI NAQYYQQESAKLRQQI QMLQNSNRHLMGDSLSSLSVKELKQLETRLERGI TRI RSKKHEMLLAD 227 55.47 75.76 88
Cannatonic_pep_CsCAN_00G0137570 (+) 1 MGRGKI EI KRI ENTTNRQVTFCKRRNGLLKKAYELSVLCDAEVALI VFSSRGRLYEYSNNSI RSTI ERYKKACSDSTGATSI TEI NAQYYQQESAKLRQQI QMLQNSNRHLMGDSLSSLSVKELKQLETRLERGI TRI RSKKHEMLLAD 227 55.47 75.76 88
pink_pepper_XP_060961494.1 (+) 1 MGRGKI EI KRI ENTTNRQVTFCKRRNGLLKKAYELSVLCDAEVALI VFSSRGRLYEYSNN I RSTI ERYKKACSDSTGATSI TEI NAQYYQQESAKLRQQI QMLQNSNRHLMGDSLSSLSVKELKQLETRLERGI TRI RSKKHEMLLAD 226 55.06 75.42 88
pink_pepper_XP_060961493.1 (+) 1 MGRGKI EI KRI ENTTNRQVTFCKRRNGLLKKAYELSVLCDAEVALI VFSSRGRLYEYSNN I RSTI ERYKKACSDSTGATSI TEI NAQYYQQESAKLRQQI QMLQNSNRHLMGDSLSSLSVKELKQLETRLERGI TRI RSKKHEMLLAD 226 55.06 75.42 88
pink_pepper_XP_060961492.1 (+) 1 MGRGKI EI KRI ENTTNRQVTFCKRRNGLLKKAYELSVLCDAEVALI VFSSRGRLYEYSNN I RSTI ERYKKACSDSTGATSI TEI NAQYYQQESAKLRQQI QMLQNSNRHLMGDSLSSLSVKELKQLETRLERGI TRI RSKKHEMLLAD 226 55.06 75.42 88
Finola_pep_CsFN_09G0025020 (+) 1 MEFGSNNNNEEEGGE SSSHRKMGRGKI EI KRI ENTTNRQVTFCKRRNGLLKKAYELSVLCDAEVALI VFSTRGRLYEYANN RATI DKYKKACSDSTNTGSVAEANVQFYQQESSKLRRQI RELQNSNRHI LGEAI STMTFKDLKSLEGRLERGI SRI RSKKNEMLFAE 283 54.90 92.26 106
JL_Mother_Y_protein_KAF4377298.1 (+) 1 MGRGKI EI KRI ENTTNRQVTFCKRRNGLLKKAYELSVLCDAEVALI VFSSRGRLYEYSNNSI RSTI ERYKKACSDSTGATSI TEI NAQYYQQESAKLRQQI QMLQNSN RSKKHEMLLAD 197 49.39 65.66 73
Finola_pep_CsFN_00G0078470 (+) 1 MGRGKI EI KRI ENTTNRQVTFCKRRNGLLKKAYELSVLCDAEVALI VFSSRGRLYEYSNNSI RSTI ERYKKACSDSTGATSI TEI NAQYYQQESAKLRQQI QCCRI PI GNI YKYI FFKFTFCEKKQLETRLERGI TRI RSKKHEMLLAD 229 43.62 71.72 90
JL_Mother_Y_protein_KAF4376524.1 (+) 1 MEFGSNNNNEEEGGE SSSHRKMGRGKI EI KRI ENTTNRQVTFCKRRNGLLKKAYELSVLCDAEVALI VFSTRGRLYEYANNSVRATI DKYKKACSDSTNTGSVAEANVQ NEMLFAE 238 43.27 75.08 88
Finola_pep_CsFN_00G0063990 (+) 1 MFTWS QFYQQESSKLRRQI RELQNSNRHI LGEAI STMTFKDLKSLEGRLERGI SRI RSKKNEMLFAE 136 43.02 45.45 61
PurpleKush_pep_CsPK_00G0048440 (+) 1 MVVG I KATSLLLLRLKMVMLRNGEKLNLSNFSLSSKLERSI CEVALI VFSTRGRLYEYANNSVRATI DKYKKACSDSTNTGSVAEANVQFYQQESSKLRRQI RELQNSNRHI LGEAI STMTFKDLKSLEGRLERGI SRI RSKKNEMLFAE 259 43.00 86.20 127
LAConfidential_pep_CsLAC_00G0195700 (+) 1 MLFAE 114 40.00 37.37 61
Chemdog91_pep_CsCD91_00G0033630 (+) 1 M 112 37.37 37.71 1
CBDRx-18_pep_CsCBD_00G0006340 (+) 1 MKRI ENKI NRQVTFSKRRSGLLKKAHEI SVLCDAEVALI VFSTKGKLSEYSTN RGFGCNHALYEMR 68 18.87 22.56 27

NCBI Multiple Sequence Alignment Viewer, Version 1.26.0

Sequence ID Start Alignment End Identity Coverage Mismatches
1 100908070605040302010

Ristevski_cs10_MADS_REF_XP_030510457.1 (+) 1 MG R G K V E M K L I E N K Q S R Q V T F A K R R S G L M K K A H E L S V L C D V E I G L I V F S G N G R L Y E F C S G H S L G N T I E R Y K T K G K E E K S S N E L E N C D Y D G L WE D V D L L K G 192 100.00 100.00 0
CBDRx-18_pep_CsCBD_08G0023490 (+) 1 MWQ Y G L K S K MR L G N T I E R Y K T K G K E E K S S N E L E N C D Y D G L WE D V D L L K G 141 69.27 73.44 8
CBDRx-18_pep_CsCBD_08G0023510 (+) 1 MG R G K V E M K L I E N K Q S R Q V T F A K R R S G L M K K A H E L S V L C D V E I G L I V F S G N G R L Y E F C S G H R K F A MV E A H T K A G V E P K D N E N Q V Q E G S V Q K V V K 216 31.93 83.33 84
Cannatonic_pep_CsCAN_00G0069840 (+) 1 M L F F S L G N T I E R Y K T K G K E E K S S N E L E N C D Y D G L WE D V D L L K G 135 76.47 66.15 10
Finola_pep_CsFN_02G0035420 (+) 1 M L F F S L G N T I E R Y K T K G K E E K S S N E L E N C D Y D G L WE D V D L L K G 135 89.19 70.31 3
JL_Mother_Y_protein_KAF4348876.1 (+) 1 MG R G K V E M K L I E N K Q S R Q V T F A K R R S G L M K K A H E L S V L C D V E I G L I V F S G N G R L Y E F C S G H R K R L T F F R K M K L G P S P L R K F S F T F K L N K N WK K N P R K K K A 151 47.40 67.19 56
LAConfidential_pep_CsLAC_00G0012730 (+) 1 M L F F S L G N T I E R Y K T K G K E E K S S N E L E N C D Y D G L WE D V D L L K G 77 80.00 40.10 5
PurpleKush_pep_CsPK_02G0005400 (+) 1 M L F F S L G N T I E R Y K T K G K E E K S S N E L E N C D Y D G L WE D V D L L K G 135 89.19 70.31 3
pink_pepper_XP_030510457.1 (+) 1 MG R G K V E M K L I E N K Q S R Q V T F A K R R S G L M K K A H E L S V L C D V E I G L I V F S G N G R L Y E F C S G H S L G N T I E R Y K T K G K E E K S S N E L E N C D Y D G L WE D V D L L K G 192 100.00 100.00 0
pink_pepper_XP_060973467.1 (+) 1 MG R G K V E M K L I E N K Q S R Q V T F A K R R S G L M K K A H E L S V L C D V E I G L I V F S G N G R L Y E F C S G H S L G N T I E R Y K T K G K E E K S S N E L E N C D Y D G L WE D V D L L K G 192 100.00 100.00 0

NCBI Multiple Sequence Alignment Viewer, Version 1.26.0



Figure S4 - Multiple Sequence Alignment Visualization of Clade SEP from OG0000096

Sequence ID Start Alignment End Identity Coverage Mismatches
1 100908070605040302010

Ristevski_cs10_MADS_REF_XP_030484711.2 (+) 1 MG R G K V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S A R G K L F E F C S G P S I T K T L E R Y E K C C Y A E Q E S K L L S G K D I E S T Y Q E Y L K L K E 260 100.00 100.00 0
LAConfidential_pep_CsLAC_00G0190040 (+) 1 MV K T V E K Y K K Y S Y G G L D A T Q P L I D S H E N S Y Q E Y L K L K A 83 26.87 31.92 47
LAConfidential_pep_CsLAC_00G0071310 (+) 1 MG R G K V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S A R G K L F E F C S G P R N F C G L K T S N S L Y K A D R S P R S G T Q N F F 88 67.71 33.85 23
Finola_pep_CsFN_07G0011180 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S N R G K L Y E F C S S S S M L K T L E R Y Q K N N Y G A P E P N V S A R S 91 56.20 35.00 23
PurpleKush_pep_CsPK_08G0012930 (+) 1 101 96.04 38.85 4
PBBKush_pep_CsPBB_00G0253870 (+) 1 MN G L 112 11.67 39.23 74
LAConfidential_pep_CsLAC_00G0197970 (+) 1 M Y S I K 116 10.23 40.77 79
JL_Mother_Y_protein_KAF4353554.1 (+) 1 MG R G K V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S A R G K L F E F C S G P S I T K T L E R Y E K C C Y A E Q E S K L L S G K D I E S T Y Q E Y L K L K E 113 69.43 43.46 4
CBDRx-18_pep_CsCBD_10G0009770 (+) 1 114 97.37 43.85 3
Finola_pep_CsFN_09G0019230 (+) 1 114 97.37 43.85 3
Cannatonic_pep_CsCAN_00G0023830 (+) 1 114 100.00 43.85 0
Finola_pep_CsFN_09G0018310 (+) 1 MG R G K V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S A R G K L F E F C S G P S I T K T L E R Y E K C C Y A E Q E S K L L S G K D I E S T Y Q E Y L K L K E 121 40.93 46.54 15
PBBKush_pep_CsPBB_00G0249120 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S N R G K L Y E F C S S S S M L K T L E R Y Q K N N Y G A P E P N V S A R E L P G V L K L K A 131 51.01 49.62 53
Finola_pep_CsFN_07G0011170 (+) 1 M I 140 22.89 50.38 85
PurpleKush_pep_CsPK_08G0012950 (+) 1 MG R G K K A Y E L S V L C D A E V A L I I F S A R G K L F E F C S G P S I T K T L E R Y E K C C Y A E Q E S K L L S G K D I E S T Y Q E Y L K L K E 154 71.86 52.69 17
Finola_pep_CsFN_00G0037410 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C E E L R L P L L F S P T V G S F M S S V A A P E K Y K K Y S Y G G L D A T Q P L I D S H E N S Y Q E Y L K L K A 138 55.24 53.08 59
Finola_pep_CsFN_09G0019220 (+) 3 Y G R G K V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S A R G K L F E F C S G P S I T K T L E R Y E K C C Y A E Q E S K L L S G K D I E S T Y Q E Y L K L K E 140 99.28 53.08 1
JL_Mother_Y_protein_KAF4390551.1 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S N R G K L Y E F C S S S S M L K T L E R Y Q K N N Y G A P E P N V S A R E L E S S Q Q E Y L K L K A 163 57.99 61.92 63
Cannatonic_pep_CsCAN_00G0083430 (+) 3 Y G R G K V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S A R G K L F E F C S G P S I T K T L E R Y E K C C Y A E Q E S K L L S G K D I E S T Y Q E Y L K L K E 181 76.56 62.31 15
PurpleKush_pep_CsPK_08G0026940 (+) 1 MV K T L E R Y Q K C S Y G A V E V S C K P A K E L E S S Y R E Y L K L K T 168 29.41 62.31 102
Finola_pep_CsFN_04G0014590 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V S V R L S S M V K T V E K Y K K Y S Y G G L D A T Q P L I D S H E 176 26.14 63.85 97
PBBKush_pep_CsPBB_00G0124390 (+) 1 M L K T L E R Y Q K N N Y G A P E P N V S A R E L E S S Q Q E Y L K L K A 181 30.05 65.38 109
Chemdog91_pep_CsCD91_00G0034500 (+) 1 M L K T L E R Y Q K N N Y G A P E P N V S A R E L E S S Q Q E Y L K L K A 181 32.02 65.38 105
CBDRx-18_pep_CsCBD_10G0009760 (+) 3 Y G R G K V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S A R G K L F E F C S G P S I T K T L E R Y E R C C Y A E Q E S K L L S G K D I E S T Y Q E Y L K L K E 216 69.63 66.92 25
pink_pepper_XP_060957998.1 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S N R G K L Y E F C S S P S M V K T L E R Y Q K C S Y G A V E V S C K P A K E L E S S Y R E Y L K L K T 175 64.57 66.92 61
PurpleKush_pep_CsPK_00G0107280 (+) 1 MG R G K V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S A R G K L Y E F C S G P S I T K T L E R Y D R C S Y G A Q E G K L A G N D T E S I Y Q E Y L K L K A 179 75.92 68.85 34
PurpleKush_pep_CsPK_00G0122050 (+) 1 MG R G K V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S A R G K L Y E F C S G P S I T K T L E R Y D R C S Y G A Q E G K L A G N D T E S I Y Q E Y L K L K A 179 75.92 68.85 34
pink_pepper_XP_060969264.1 (+) 13 T G Q G T WD G H H I R S M L K T L E R Y Q K N N Y G A P E P N V S A R E L E S S Q Q E Y L K L K A 206 26.04 70.38 114
LAConfidential_pep_CsLAC_00G0141940 (+) 1 MV K T L E R Y Q K C S Y G A V E V S K P A K E L E S S Y R E Y L K L K S 192 35.50 70.38 112
Chemdog91_pep_CsCD91_00G0066140 (+) 1 MD V S R G K L Y E F C S G P S I T K T L E R Y D R C S Y G A Q E G K L A G N D T E S I Y Q E Y L K L K A 223 52.99 80.77 68
CBDRx-18_pep_CsCBD_10G0009780 (+) 1 MD V S R G K L Y E F C S G P S I T K T L E R Y D R C S Y G A Q E G K L A G N D T E S I Y Q E Y L K L K A 223 52.99 80.77 68
PurpleKush_pep_CsPK_08G0012880 (+) 1 MD V S R G K L Y E F C S G P S I T K T L E R Y D R C S Y G A Q E G K L A G N D T E S I Y Q E Y L K L K A 223 52.99 80.77 68
PurpleKush_pep_CsPK_09G0022210 (+) 16 D G R WS V V L T Y L N D K I N R D E I I S S R K D Y G L S T L T D D D F A L WG Q S I G G E S E S D P A A P E L E P D P D S Q P K K R E S S Q Q E Y L K L K A 281 25.08 81.92 136
PurpleKush_pep_CsPK_06G0022280 (+) 1 M R R N G L L K K A Y E L S V L C D A E V A L I I F S N R G K L Y E F C S S P S M V K T L E R Y Q K C S Y G A V E V S C K P A K E L E S S Y R E Y L K L K T 233 40.75 85.38 114
pink_pepper_XP_030492903.2 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C E A E V A V I I F S N R G K L Y E F C S G S S M V K T V E K Y K K Y S Y G G L D A T Q P L I D S H E N S Y Q E Y L K L K A 236 45.28 86.54 105
Ristevski_cs10_MADS_REF_XP_030492903.2 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C E A E V A V I I F S N R G K L Y E F C S G S S M V K T V E K Y K K Y S Y G G L D A T Q P L I D S H E N S Y Q E Y L K L K A 236 45.28 86.54 105
pink_pepper_XP_060968229.1 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C E A E V A V I I F S N R G K L Y E F C S G S S M V K T V E K Y K K Y S Y G G L D A T Q P L I D S H E N S Y Q E Y L K L K A 235 45.45 86.54 105
JL_Mother_Y_protein_KAF4382065.1 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C E A E V A V I I F S N R G K L Y E F C S G S S M V K T V E K Y K K Y S Y G G L D A T Q P L I D S H E N S Y Q E Y L K L K A 235 43.18 86.54 111
Cannatonic_pep_CsCAN_00G0023790 (+) 1 MG R G K V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S A R G K L Y E F C S G P S I T K T L E R Y D R C S Y G A Q E G K L A G N D T E S I Y Q E Y L K L K A 238 66.42 88.46 52
CBDRx-18_pep_CsCBD_04G0008320 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S N R G K L Y E F C S S S S M L K T L E R Y Q K N N Y G A P E P N V S A R E L E S S Q Q E Y L K L K A 243 46.04 89.23 110
pink_pepper_XP_030496177.1 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S N R G K L Y E F C S S S S M L K T L E R Y Q K N N Y G A P E P N V S A R E L E S S Q Q E Y L K L K A 243 46.04 89.23 110
PBBKush_pep_CsPBB_00G0096760 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S N R G K L Y E F C S S S S M L K T L E R Y Q K N N Y G A P E P N V S A R E L E S S Q Q E Y L K L K A 243 46.04 89.23 110
Ristevski_cs10_MADS_REF_XP_030496177.1 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S N R G K L Y E F C S S S S M L K T L E R Y Q K N N Y G A P E P N V S A R E L E S S Q Q E Y L K L K A 243 46.04 89.23 110
PurpleKush_pep_CsPK_09G0022150 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S N R G K L Y E F C S S S S M L K T L E R Y Q K N N Y G A P E P N V S A R E L E S S Q Q E Y L K L K A 243 46.04 89.23 110
pink_pepper_XP_030492902.2 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C E A E V A V I I F S N R G K L Y E F C S G S S M V K T V E K Y K K Y S Y G G L D A T Q P L I D S H E N S Y Q E Y L K L K A 249 46.21 91.92 117
pink_pepper_XP_030492901.2 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C E A E V A V I I F S N R G K L Y E F C S G S S M V K T V E K Y K K Y S Y G G L D A T Q P L I D S H E N S Y Q E Y L K L K A 250 46.04 91.92 117
CBDRx-18_pep_CsCBD_03G0018590 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C E A E V A V I I F S N R G K L Y E F C S G S S M V K T V E K Y K K Y S Y G G L D A T Q P L I D S H E N S Y Q E Y L K L K A 249 45.45 91.92 119
Ristevski_cs10_MADS_REF_XP_030492901.2 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C E A E V A V I I F S N R G K L Y E F C S G S S M V K T V E K Y K K Y S Y G G L D A T Q P L I D S H E N S Y Q E Y L K L K A 250 46.04 91.92 117
PurpleKush_pep_CsPK_04G0013630 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C E A E V A V I I F S N R G K L Y E F C S G S S M V K T V E K Y K K Y S Y G G L D A T Q P L I D S H E N S Y Q E Y L K L K A 249 45.45 91.92 119
Cannatonic_pep_CsCAN_00G0002440 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C E A E V A V I I F S N R G K L Y E F C S G S S M V K T V E K Y K K Y S Y G G L D A T Q P L I D S H E N S Y Q E Y L K L K A 249 45.45 91.92 119
Finola_pep_CsFN_09G0004710 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S N R G K L Y E F C S S P S M V K T L E R Y Q K C S Y G A V E V S K P A K E L E S S Y R E Y L K L K S 248 47.91 91.92 113
pink_pepper_XP_060958690.1 (+) 1 MG R G K V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S A R G K L Y E F C S G P S I T K T L E R Y D R C S Y G A Q E G K L A G N D T E S I Y Q E Y L K L K A 255 67.03 93.08 59
pink_pepper_XP_060958689.1 (+) 1 MG R G K V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S A R G K L Y E F C S G P S I T K T L E R Y D R C S Y G A Q E G K L A G N D T E S I Y Q E Y L K L K A 255 67.03 93.08 59
pink_pepper_XP_030484352.2 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S N R G K L Y E F C S S P S M V K T L E R Y Q K C S Y G A V E V S K P A K E L E S S Y R E Y L K L K S 253 48.86 93.46 114
JL_Mother_Y_protein_KAF4385536.1 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S N R G K L Y E F C S S P S M V K T L E R Y Q K C S Y G A V E V S K P A K E L E S S Y R E Y L K L K S 252 49.05 93.46 114
pink_pepper_XP_060957999.1 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S N R G K L Y E F C S S P S M V K T L E R Y Q K C S Y G A V E V S K P A K E L E S S Y R E Y L K L K S 253 48.86 93.46 114
pink_pepper_XP_030484353.2 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S N R G K L Y E F C S S P S M V K T L E R Y Q K C S Y G A V E V S K P A K E L E S S Y R E Y L K L K S 252 49.05 93.46 114
Cannatonic_pep_CsCAN_00G0178460 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S N R G K L Y E F C S S P S M V K T L E R Y Q K C S Y G A V E V S K P A K E L E S S Y R E Y L K L K S 252 49.05 93.46 114
CBDRx-18_pep_CsCBD_10G0021460 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S N R G K L Y E F C S S P S M V K T L E R Y Q K C S Y G A V E V S K P A K E L E S S Y R E Y L K L K S 252 49.05 93.46 114
Ristevski_cs10_MADS_REF_XP_030484352.2 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S N R G K L Y E F C S S P S M V K T L E R Y Q K C S Y G A V E V S K P A K E L E S S Y R E Y L K L K S 253 48.86 93.46 114
pink_pepper_XP_030484349.1 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S N R G K L Y E F C S S P S M V K T L E R Y Q K C S Y G A V E V S C K P A K E L E S S Y R E Y L K L K T 256 48.50 93.85 115
pink_pepper_XP_030484350.1 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S N R G K L Y E F C S S P S M V K T L E R Y Q K C S Y G A V E V S C K P A K E L E S S Y R E Y L K L K T 255 48.68 93.85 115
CBDRx-18_pep_CsCBD_10G0021450 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S N R G K L Y E F C S S P S M V K T L E R Y Q K C S Y G A V E V S C K P A K E L E S S Y R E Y L K L K T 255 48.68 93.85 115
Ristevski_cs10_MADS_REF_XP_030484349.1 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S N R G K L Y E F C S S P S M V K T L E R Y Q K C S Y G A V E V S C K P A K E L E S S Y R E Y L K L K T 256 48.50 93.85 115
Cannatonic_pep_CsCAN_00G0178450 (+) 1 MG R G R V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S N R G K L Y E F C S S P S M V K T L E R Y Q K C S Y G A V E V S C K P A K E L E S S Y R E Y L K L K T 255 48.68 93.85 115
pink_pepper_XP_030484020.1 (+) 1 MG R G K V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S A R G K L Y E F C S G P S I T K T L E R Y D R C S Y G A Q E G K L A G N D T E S I Y Q E Y L K L K A 258 67.77 94.23 60
Ristevski_cs10_MADS_REF_XP_030484020.1 (+) 1 MG R G K V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S A R G K L Y E F C S G P S I T K T L E R Y D R C S Y G A Q E G K L A G N D T E S I Y Q E Y L K L K A 258 67.77 94.23 60
pink_pepper_XP_060958688.1 (+) 1 MG R G K V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S A R G K L Y E F C S G P S I T K T L E R Y D R C S Y G A Q E G K L A G N D T E S I Y Q E Y L K L K A 258 67.77 94.23 60
PBBKush_pep_CsPBB_00G0054540 (+) 5 Q R R Y P L D L R R V A R E L N R I K L F G WK K S N L I H R G MQ I D P V C E A E A I L A A L D S R G K L Y E F C S G P S I T K T L E R Y D R C S Y G A Q E G K L A G N D T E S I Y Q E Y L K L K A 446 34.30 98.46 103
JL_Mother_Y_protein_KAF4353552.1 (+) 1 MG R G K V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S A R G K L Y E F C S G P S I T K T L E R Y D R C S Y G A Q E G K L A G N D T E S I Y Q E Y L K L K A 269 70.33 98.46 64
pink_pepper_XP_060958687.1 (+) 1 MG R G K V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S A R G K L Y E F C S G P S I T K T L E R Y D R C S Y G A Q E G K L A G N D T E S I Y Q E Y L K L K A 269 70.33 98.46 64
JL_Mother_Y_protein_KAF4353551.1 (+) 1 MG R G K V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S A R G K L Y E F C S G P S I T K T L E R Y D R C S Y G A Q E G K L A G N D T E S I Y Q E Y L K L K A 269 70.33 98.46 64
Finola_pep_CsFN_09G0018330 (+) 1 MG R G K V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S A R G K L Y E F C S G P S I T K T L E R Y D R C S Y G A Q E G K L A G N D T E S I Y Q E Y L K L K A 269 70.33 98.46 64
Ristevski_cs10_MADS_REF_XP_030484019.1 (+) 1 MG R G K V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S A R G K L Y E F C S G P S I T K T L E R Y D R C S Y G A Q E G K L A G N D T E S I Y Q E Y L K L K A 269 70.33 98.46 64
PBBKush_pep_CsPBB_00G0054550 (+) 1 MG R G K V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S A R G K L Y E F C S G P S I T K T L E R Y D R C S Y G A Q E G K L A G N D T E S I Y Q E Y L K L K A 277 68.33 98.46 64
pink_pepper_XP_030484019.1 (+) 1 MG R G K V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S A R G K L Y E F C S G P S I T K T L E R Y D R C S Y G A Q E G K L A G N D T E S I Y Q E Y L K L K A 269 70.33 98.46 64
pink_pepper_XP_030484711.2 (+) 1 MG R G K V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S A R G K L F E F C S G P S I T K T L E R Y E K C C Y A E Q E S K L L S G K D I E S T Y Q E Y L K L K E 260 100.00 100.00 0
Ristevski_cs10_MADS_REF_XP_030484710.2 (+) 1 MG R G K V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S A R G K L F E F C S G P S I T K T L E R Y E K C C Y A E Q E S K L L S G K D I E S T Y Q E Y L K L K E 267 97.38 100.00 0
pink_pepper_XP_030484710.2 (+) 1 MG R G K V E L K R I E N K I N R Q V T F A K R R N G L L K K A Y E L S V L C D A E V A L I I F S A R G K L F E F C S G P S I T K T L E R Y E K C C Y A E Q E S K L L S G K D I E S T Y Q E Y L K L K E 267 97.38 100.00 0

NCBI Multiple Sequence Alignment Viewer, Version 1.26.0



Figure S5 - Multiple Sequence Alignment Visualization of Clade AGL17 from OG0000207

Sequence ID Start Alignment End Identity Coverage Mismatches
1 150140130120110100908070605040302010

Ristevski_cs10_MADS_REF_XP_030480518.1 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRNGLLKKAKELAI LCDAEVGVMI FSSTGKLYDFSSTSMKTI I DRYNKAKEDHHQPGNPTSEVKFWQREAAMLRQQLQSLQENHRQMMGEELSGLNVKELQNLENQLEMSLRGVRMKKDQI LMHEI Q 249 100.00 100.00 0
JL_Mother_Y_protein_KAF4353427.1 (+) 14 DFKLSI KI TF 27 22.22 5.62 10
PBBKush_pep_CsPBB_00G0119430 (+) 31 LCR I FKLSI KI SRNYPFKI VREWTKKYVM 155 2.55 12.45 23
LAConfidential_pep_CsLAC_00G0147020 (+) 21 GTI I VFKLSI KI PRNYPFKKAREWTKKYAM 134 3.01 12.85 23
Chemdog91_pep_CsCD91_00G0040530 (+) 6 GTI I I FKLSI KI SRSYPFKKAREWTKKSAM 119 3.68 12.85 21
PurpleKush_pep_CsPK_09G0011800 (+) 1 MRR I I I FKLSI KI SRNYPFKI VREWTKKYVM 146 3.00 13.25 23
PurpleKush_pep_CsPK_09G0030130 (+) 35 MRRGTI I VFKLSI KI PRNYPFKKAREWTKKYAM 183 3.29 14.06 24
pink_pepper_XP_030507718.2 (+) 43 MRRGTI I VFKLSI KI PRNYPFKKAREWTKKYAM 191 3.29 14.06 24
JL_Mother_Y_protein_KAF4355296.1 (+) 59 MRRGTI I VFKLSI KI PRNYPFKKAREWTKKYAM 207 3.29 14.06 24
PurpleKush_pep_CsPK_05G0002120 (+) 43 MRRGTI I VFKLSI KI PRNYPFKKAREWTKKYAM 191 3.29 14.06 24
Finola_pep_CsFN_08G0001150 (+) 3 KHKVVFVFFLSI DLPQVYPSHQANEWTRLYKMDA ALV DT HHEHLHRESLM 167 4.74 20.48 39
pink_pepper_XP_060959818.1 (+) 10 MKHGVI FVFFLSI DLPQQYPSHQAREWTRLYAMDL DLE DP HHLHLHLESLRL 175 5.14 20.88 39
PurpleKush_pep_CsPK_09G0030140 (+) 9 MKHGVI FVFFLSI DLPQQYPSHQAREWTRLYAMDL DLE DP HHLHLHLESLRL 174 5.14 20.88 39
PurpleKush_pep_CsPK_05G0002140 (+) 9 MKHGVI FVFFLSI DLPQQYPSHQAREWTRLYAMDL DLE DP HHLHLHLESLRL 174 5.14 20.88 39
PBBKush_pep_CsPBB_00G0203680 (+) 9 MKHGVI FVFFLSI DLPQQYPSHQAREWTRLYAMDL DLE DP HHLHLHLESLRL 174 5.14 20.88 39
pink_pepper_XP_030507538.2 (+) 9 MKHGVI FVFFLSI DLPQQYPSHQAREWTRLYAMDL DLE DP HHLHLHLESLRL 174 5.14 20.88 39
Cannatonic_pep_CsCAN_00G0143830 (+) 9 MKHGVI FVFFLSI DLPQQYPSHQAREWTRLYAMDL DLE DP HHLHLHLESLRL 174 5.14 20.88 39
CBDRx-18_pep_CsCBD_07G0002070 (+) 9 MKHGVI FVFFLSI DLPQQYPSHQAREWTRLYAMDL DLE DP HHLHLHLESLRL 174 5.14 20.88 39
CBDRx-18_pep_CsCBD_07G0002030 (+) 9 MKHGVI FVFFLSI DLPQQYPSHQAREWTRLYAMDL DLE DP HHLHLHLESLRL 174 5.14 20.88 39
LAConfidential_pep_CsLAC_00G0213070 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRNGLLKKAKELSI LCDAQVGL I I FSSTGKLYDYSSSRL 67 23.11 26.51 11
JL_Mother_Y_protein_KAF4381059.1 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRNGLLKKAKELSI LCDAQVGL I I FSSTGKLYDYSSSRFRT KSI K 68 64.37 27.31 12
JL_Mother_Y_protein_KAF4377227.1 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRNGLLKKAKELAI LCDAEVGVMI FSSTGKLYDFSSTSPE I LACLHHH 71 64.21 28.51 10
JL_Mother_Y_protein_KAF4353425.1 (+) 1 MGKELCGLSVKELQNLENQLELSLKGI RMKKEQMLTDEI Q 80 68.75 32.13 25
Chemdog91_pep_CsCD91_00G0124020 (+) 1 MGEELSNLSATDLQNLENQLEMSLKSI RAKK 115 27.91 32.93 34
PBBKush_pep_CsPBB_00G0256530 (+) 1 MGEELSGLSTKDLQNLENQLEMSLKGI RTKK 112 30.72 34.14 34
JL_Mother_Y_protein_KAF4381058.1 (+) 1 QLMGEELSGLSTKDLQNLENQLEMSLKGI RTKKDQI LTDEI R 87 54.95 34.54 25
Finola_pep_CsFN_00G0075040 (+) 53 MGRGKI VI RRI DNSTSRQVTFSKRRNGLLKKAKELAI LCDAEVGVMI FSSTGKLYDFSSTRV FVTMYKK KERTREL I I PLPL LSFHLSFKKK 144 69.47 36.95 26
JL_Mother_Y_protein_KAF4353426.1 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRKGL I KKAKELAI LCDAEVGLVI FSSTGKLYEFANTSMKSI I ERYNKAKEEHQQLLNPTSEI K LSI LAKGGGNLKAATA 110 32.23 43.78 31
PBBKush_pep_CsPBB_00G0119440 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRKGL I KKAKELAI LCDAEVGLVI FSSTGKLYEFANTSMKSI I ERYNKAKEEHQQLLNPTSEI KFWQREVAI LRQQLQNLQETYR YS 121 55.28 48.19 31
LAConfidential_pep_CsLAC_00G0123710 (+) 1 MGEELSGLSTKDLQNLENQLEMSLKGI RTKKDQI LTDEI R 154 50.00 51.00 44
Cannatonic_pep_CsCAN_00G0060700 (+) 30 LREGTI I I FKLSI KI SRSYPFKKAREWTKKECLPLARLVMRSVRSL I GECTGKLYEFANTSMKSI I ERYNKAKEEHQQLLNPTSEI KFWQREVAI LRQQLQNLQETYSNL I PKSL 274 16.96 51.00 70
Finola_pep_CsFN_03G0003970 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRNGLLKKAKELSI LCDAQVGL I I FSSTGKLYDYSSSSMKCVI ERYNKMKEEHNQLLNPASEVKFWQGRHQHL GTNYNI CKNVTVKSAATPT AI TAAA 146 30.62 51.41 49
Finola_pep_CsFN_03G0004010 (+) 1 M RRNGLLKKAKELSI LCDAQVGL I I FSSTGKLYDYSSSSMKSVI ERYNKMKEEHHQLLNPI SEVKFWQREAATLRQQLQYLQECHRQLMGEELSGLSTKDLQNLENQLEMSLKGI RTKKDQI LTDEI E 129 66.89 51.81 28
JL_Mother_Y_protein_KAF4371276.1 (+) 17 MVRGKI QMKRI ENATSRQVTFSKRRSGLLKKAQELAVLCDVQLGL I I FSQKGRLYEFSTTDLT I KGI FLVRSKVALKI RPSEPTK I TVRSHKTKP 150 23.18 52.21 76
PurpleKush_pep_CsPK_00G0117890 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRNGLLKKAKELSI LCDAQVGL I I FSSTGKLYDYSSSSMKSVI ERYNKMKEEHHQLLNPI SEVKVAQRLSKY NTQMSRDRTLQVALLDMYNLTRAQVHSC 160 30.37 55.82 57
Ristevski_cs10_MADS_REF_XP_030505853.1 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRNGLLKKAKELSI LCDAQVGL I I FSSTGKLYDYSSSSMKCVI ERYNKMKEEHNQLLNPASEVKFWQREASTLRNQLQYLQECHRHLMGEELSNLSATDLQNLENQLEMSLKSI RAKK 145 45.49 58.23 34
pink_pepper_XP_030505853.1 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRNGLLKKAKELSI LCDAQVGL I I FSSTGKLYDYSSSSMKCVI ERYNKMKEEHNQLLNPASEVKFWQREASTLRNQLQYLQECHRHLMGEELSNLSATDLQNLENQLEMSLKSI RAKK 145 45.49 58.23 34
Finola_pep_CsFN_03G0002620 (+) 1 MKEEHNQLLNPASEVKFWQREASTLRNQLQYLQECHRHLMGEELSNLSTTDLQNLENQLEMSLKSI RAKKDQI LTDEI K 196 46.92 65.46 64
CBDRx-18_pep_CsCBD_06G0003980 (+) 1 MKCVI ERYNKMKEEHNQLLNPASEVKFWQREASTLRNQLQYLQECHRHLMGEELSNLSATDLQNLENQLEMSLKSI RAKKDQI LTDEI K 206 47.96 69.48 67
PurpleKush_pep_CsPK_00G0054150 (+) 1 MKSVI ERYNKMKEEHHQLLNPI SEVKFWQREAATLRQQLQYLQECHRQLMGEELSGLSTKDLQNLENQLEMSLKGI RTKKDQI LTDEI R 203 55.81 70.68 56
pink_pepper_XP_060970360.1 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRKGL I KKAKELAI LCDAEVGLVI FSSTGKLYEFANTSMKSI I ERYNKAKEEHQQLLNPTSEI KFWQREVAI LRQQLQNLQETYRQLMGKELCGLSVKELQNLENQLELSLKGI RMKKEQMLTDEI Q 184 67.72 73.49 55
pink_pepper_XP_030496685.1 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRKGL I KKAKELAI LCDAEVGLVI FSSTGKLYEFANTSMKSI I ERYNKAKEEHQQLLNPTSEI KFWQREVAI LRQQLQNLQETYRQLMGKELCGLSVKELQNLENQLELSLKGI RMKKEQMLTDEI Q 184 67.72 73.49 55
Ristevski_cs10_MADS_REF_XP_030496685.1 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRKGL I KKAKELAI LCDAEVGLVI FSSTGKLYEFANTSMKSI I ERYNKAKEEHQQLLNPTSEI KFWQREVAI LRQQLQNLQETYRQLMGKELCGLSVKELQNLENQLELSLKGI RMKKEQMLTDEI Q 184 67.72 73.49 55
pink_pepper_XP_030480533.1 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRNGLLKKAKELAI LCDAEVGVMI FSSTGKLYDFSSTSMKTI I DRYNKAKEDHHQPGNPTSEVKFWQREAAMLRQQLQSLQENHRQMMGEELSGLNVKELQNLENQLEMSLRGVRMKKDQI LMHEI Q 186 98.92 74.70 2
Ristevski_cs10_MADS_REF_XP_030480533.1 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRNGLLKKAKELAI LCDAEVGVMI FSSTGKLYDFSSTSMKTI I DRYNKAKEDHHQPGNPTSEVKFWQREAAMLRQQLQSLQENHRQMMGEELSGLNVKELQNLENQLEMSLRGVRMKKDQI LMHEI Q 186 98.92 74.70 2
pink_pepper_XP_060962849.1 (+) 1 MKTI I DRYNKAKEDHHQPGNPTSEVKFWQREAAMLRQQLQSLQENHRQMMGEELSGLNVKELQNLENQLEMSLRGVRMKKDQI LMHEI Q 192 96.35 75.50 3
pink_pepper_XP_030496684.2 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRKGL I KKAKELAI LCDAEVGLVI FSSTGKLYEFANTSMKSI I ERYNKAKEEHQQLLNPTSEI KFWQREVAI LRQQLQNLQETYRQLMGKELCGLSVKELQNLENQLELSLKGI RMKKEQMLTDEI Q 204 55.28 76.71 55
Ristevski_cs10_MADS_REF_XP_030496684.2 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRKGL I KKAKELAI LCDAEVGLVI FSSTGKLYEFANTSMKSI I ERYNKAKEEHQQLLNPTSEI KFWQREVAI LRQQLQNLQETYRQLMGKELCGLSVKELQNLENQLELSLKGI RMKKEQMLTDEI Q 204 55.28 76.71 55
JL_Mother_Y_protein_KAF4379552.1 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRNGLLKKAKELSI LCDAQVGL I I FSSTGKLYDYSSSSMKSVI ERYNKMKEEHHQLLNPI SEVKFWQREAATLRQQLQYLQECHRQLMGEELSGLSTKDLQNLENQLEMSLKGI RTKKDQI LTDEI R 195 69.41 77.91 42
CBDRx-18_pep_CsCBD_04G0020520 (+) 6 GTI I I FKLSI KI SRSYPFKKAREWTKKECLPLARLVMRSVRSL I GECTGKLYEFANTSMKSI I ERYNKAKEEHQQLLNPTSEI KFWQREVAI LRQQLQNLQETYRQLMGKELCGLSVKELQNLENQLELSLKGI RMKKEQMLTDEI Q 318 37.61 86.75 93
pink_pepper_XP_030496683.2 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRKGL I KKAKELAI LCDAEVGLVI FSSTGKLYEFANTSMKSI I ERYNKAKEEHQQLLNPTSEI KFWQREVAI LRQQLQNLQETYRQLMGKELCGLSVKELQNLENQLELSLKGI RMKKEQMLTDEI Q 232 63.01 87.95 64
pink_pepper_XP_060970359.1 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRKGL I KKAKELAI LCDAEVGLVI FSSTGKLYEFANTSMKSI I ERYNKAKEEHQQLLNPTSEI KFWQREVAI LRQQLQNLQETYRQLMGKELCGLSVKELQNLENQLELSLKGI RMKKEQMLTDEI Q 232 63.01 87.95 64
Finola_pep_CsFN_07G0027970 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRKGL I KKAKELAI LCDAEVGLVI FSSTGKLYEFANTSMKSI I ERYNKAKEEHQQLLNPTSEI KFWQREVAI LRQQLQNLQETYRQLMGKELCGLSVKELQNLENQLELSLKGI RMKKEQMLTDEI Q 232 63.01 87.95 64
Ristevski_cs10_MADS_REF_XP_030496683.2 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRKGL I KKAKELAI LCDAEVGLVI FSSTGKLYEFANTSMKSI I ERYNKAKEEHQQLLNPTSEI KFWQREVAI LRQQLQNLQETYRQLMGKELCGLSVKELQNLENQLELSLKGI RMKKEQMLTDEI Q 232 63.01 87.95 64
Finola_pep_CsFN_00G0077650 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRKGL I KKAKELAI LCDAEVGLVI FSSTGKLYEFANTSMKSI I ERYNKAKEEHQQLLNPTSEI KFWQREVAI LRQQLQNLQETYRQLMGKELCGLSVKELQNLENQLELSLKGI RMKKEQMLTDEI Q 232 63.41 87.95 63
pink_pepper_XP_060965911.1 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRNGLLKKAKELSI LCDAQVGL I I FSSTGKLYDYSSSSMKSVI ERYNKMKEEHHQLLNPI SEVKFWQREAATLRQQLQYLQECHRQLMGEELSGLSTKDLQNLENQLEMSLKGI RTKKDQI LTDEI R 250 60.51 89.56 56
PurpleKush_pep_CsPK_09G0011810 (+) 5 I EEQDLEI QRLRQQGAPAVPVPAAQAEI VVAANRLEPLYEREARLVI GECTGKLYEFANTSMKSI I ERYNKAKEEHQQLLNPTSEI KFWQREVAI LRQQLQNLQETYRQLMGKELCGLSVKELQNLENQLELSLKGI RMKKEQMLTDEI Q 266 41.70 91.57 110
PBBKush_pep_CsPBB_00G0198070 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRNGLLKKAKELSI LCDAQVGL I I FSSTGKLYDYSSSSMKCVI ERYNKMKEEHNQLLNPASEVKFWQREASTLRNQLQYLQECHRHLMGEELSNLSATDLQNLENQLEMSLKSI RAKKDQI LTDEI K 267 57.09 93.98 73
pink_pepper_XP_030480525.1 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRNGLLKKAKELAI LCDAEVGVMI FSSTGKLYDFSSTSMKTI I DRYNKAKEDHHQPGNPTSEVKFWQREAAMLRQQLQSLQENHRQMMGEELSGLNVKELQNLENQLEMSLRGVRMKKDQI LMHEI Q 239 91.70 94.38 3
pink_pepper_XP_060962848.1 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRNGLLKKAKELAI LCDAEVGVMI FSSTGKLYDFSSTSMKTI I DRYNKAKEDHHQPGNPTSEVKFWQREAAMLRQQLQSLQENHRQMMGEELSGLNVKELQNLENQLEMSLRGVRMKKDQI LMHEI Q 235 94.38 94.38 0
Ristevski_cs10_MADS_REF_XP_030480525.1 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRNGLLKKAKELAI LCDAEVGVMI FSSTGKLYDFSSTSMKTI I DRYNKAKEDHHQPGNPTSEVKFWQREAAMLRQQLQSLQENHRQMMGEELSGLNVKELQNLENQLEMSLRGVRMKKDQI LMHEI Q 239 91.70 94.38 3
pink_pepper_XP_030503511.1 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRNGLLKKAKELSI LCDAQVGL I I FSSTGKLYDYSSSSMKSVI ERYNKMKEEHHQLLNPI SEVKFWQREAATLRQQLQYLQECHRQLMGEELSGLSTKDLQNLENQLEMSLKGI RTKKDQI LTDEI R 264 63.41 95.18 62
Finola_pep_CsFN_03G0002560 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRNGLLKKAKELSI LCDAQVGL I I FSSTGKLYDYSSSSMKSVI ERYNKMKEEHHQLLNPI SEVKFWQREAATLRQQLQYLQECHRQLMGEELSGLSTKDLQNLENQLEMSLKGI RTKKDQI LTDEI R 264 63.41 95.18 62
Cannatonic_pep_CsCAN_00G0237870 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRNGLLKKAKELSI LCDAQVGL I I FSSTGKLYDYSSSSMKSVI ERYNKMKEEHHQLLNPI SEVKVLAKEAATLRQQLQYLQECHRQLMGEELSGLSTKDLQNLENQLEMSLKGI RTKKDQI LTDEI R 264 61.96 95.18 66
CBDRx-18_pep_CsCBD_06G0004040 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRNGLLKKAKELSI LCDAQVGL I I FSSTGKLYDYSSSSMKSVI ERYNKMKEEHHQLLNPI SEVKFWQREAATLRQQLQYLQECHRQLMGEELSGLSTKDLQNLENQLEMSLKGI RTKKDQI LTDEI R 264 63.41 95.18 62
Ristevski_cs10_MADS_REF_XP_030503511.1 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRNGLLKKAKELSI LCDAQVGL I I FSSTGKLYDYSSSSMKSVI ERYNKMKEEHHQLLNPI SEVKFWQREAATLRQQLQYLQECHRQLMGEELSGLSTKDLQNLENQLEMSLKGI RTKKDQI LTDEI R 264 63.41 95.18 62
PBBKush_pep_CsPBB_00G0146150 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRNGLLKKAKELSI LCDAQVGL I I FSSTGKLYDYSSSSMKSVI ERYNKMKEEHHQLLNPI SEVKFWQREAATLRQQLQYLQECHRQLMGEELSGLSTKDLQNLENQLEMSLKGI RTKKDQI LTDEI R 264 63.41 95.18 62
pink_pepper_XP_030480518.1 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRNGLLKKAKELAI LCDAEVGVMI FSSTGKLYDFSSTSMKTI I DRYNKAKEDHHQPGNPTSEVKFWQREAAMLRQQLQSLQENHRQMMGEELSGLNVKELQNLENQLEMSLRGVRMKKDQI LMHEI Q 249 100.00 100.00 0
pink_pepper_XP_030480508.1 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRNGLLKKAKELAI LCDAEVGVMI FSSTGKLYDFSSTSMKTI I DRYNKAKEDHHQPGNPTSEVKFWQREAAMLRQQLQSLQENHRQMMGEELSGLNVKELQNLENQLEMSLRGVRMKKDQI LMHEI Q 253 97.23 100.00 3
Ristevski_cs10_MADS_REF_XP_030480508.1 (+) 1 MGRGKI VI RRI DNSTSRQVTFSKRRNGLLKKAKELAI LCDAEVGVMI FSSTGKLYDFSSTSMKTI I DRYNKAKEDHHQPGNPTSEVKFWQREAAMLRQQLQSLQENHRQMMGEELSGLNVKELQNLENQLEMSLRGVRMKKDQI LMHEI Q 253 97.23 100.00 3
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Figure S6 - Multiple Sequence Alignment Visualization of Clade Mg from OG0000366

Figure S7 - Multiple Sequence Alignment Visualization of Clade FLC-like from OG0000433

Sequence ID Start Alignment End Identity Coverage Mismatches
1 150140130120110100908070605040302010

Ristevski_cs10_MADS_REF_XP_030485511.1 (+) 1 MTRKKVKLAYI NNDASRKATYKKRKKGLLKKVSELSTLCGVDACAI I YSPYDTQPEVYPSPGGVHRI VKKFKKMPEI EQGKKMMNQEVFLKQKI GKVSEQMKRLKKENRDRELNRLLYGNLSGKMNLQGLTVTDLNDLTSL I DQNLKDI N 238 100.00 100.00 0
PurpleKush_pep_CsPK_03G0004840 (+) 1 MTRKKVKLAYI NNDSSRKATYKKRKKGLMKKVSELSTLCGVDACAI I YNPYDTQPEVYPSPAGVHRI VTKFKKMPEI EQSKKMVNQETF 89 91.01 37.39 8
JL_Mother_Y_protein_KAF4389676.1 (+) 1 MTRKKVKLAYI NNDSSRKATYKKRKKGLMKKVSELSTLCGVDACAI I YNPYDTQPEVYPSPAGVHRI VTKFKKMPEI EQSKKMVNQETFLKQKI SKVSEQVKKLKKENRDKEMNRLLYGNLS E 136 68.71 57.14 24
PBBKush_pep_CsPBB_00G0217240 (+) 1 MTRKKVKLAYI NNDASRKATYKKRK KVSEQMKRLKKENRDRELNRLLYGNLSGKMNLQGLTVKDLNDLTSL I DQNLKDI N 137 56.67 57.56 18
JL_Mother_Y_protein_KAF4379102.1 (+) 1 MTRKKVKLAYI NNDSSRKATYKKRKKGL I KKVSELSTLCGVDACAI I YNPYDTQPEVYPSPAGVHRI VKKLKKMPEVEQSKKMMNQEVFLKQKI GKVSEQVKKLKKENRDKEMNRLLYGNLSGKMNLQGLTVTDLNDLTWL I DQNLKDI N 155 91.61 65.13 13
Finola_pep_CsFN_00G0077430 (+) 1 MTRKKVKLAYI NNDASRKATYKKRKKGL I KKVSELSTLCGVDACAI I YSPYNTQPEVYPSPGGVHRI VKKFKKMPEI EQSKKMMNQEVFLKQKI GKVSEQMKRLKKENRDRELNRLLYGNLSGKMNLQGLTVKDLNDLTSL I DQNLKNI N 155 96.77 65.13 5
Finola_pep_CsFN_05G0029840 (+) 1 MTRKKVKLAYI NNDASRKATYKKRKKGL I KKVSELSTLCGVDVCAI I YSPYNTQPEVYPSPGGVHRI VKNFKTMPEI EQSKKMMNQEVFLKQKI GKVSEQMKRLKKENRDKELNRLLYGNLSGKMNLQGLTVTDLNDLTSL I DLNLKDI N 155 93.55 65.13 10
Finola_pep_CsFN_04G0002840 (+) 1 MTRKKVKLAYI NNDAARKATYKKRKTGL I KKVSELSTLCGVDVCAI I YSPFNTQPEVYPSLPGVQCI VEKFKKMPEI EQSKKMMNQEVFLKQKI GKVSEQMKKMKKENRDEEMNRLLYGNLSGKMNLQGLTVTDLNDLTSL I DQNLMDI N 155 88.39 65.13 18
PBBKush_pep_CsPBB_00G0213140 (+) 1 MTRKKVKLAYI NNDSSRKATYKKRKKGLMKKVSELSTLCGVDACAI I YSPYDTQPEVYPSPAGVHRI VTKFKKMPEI EQSKKMVNQETFLKQKI SKVSEQVKKLKKENRDKEMNRLLYGNLSGKMNLQGLTVTDLNDLTWL I DQNLKDI N 170 73.13 71.43 23
PBBKush_pep_CsPBB_00G0047070 (+) 1 MTRKKVKLAYI NNDASRKATYKKRKK GGVHRI VKKFKKMPEI EQSKKMMNQEVFLKQKI GKVSEQMKRLKKENRDRELNRLLYGNLSGKMNLQGLTVKDLNDLTSL I DQNLKDI N 172 72.86 72.27 19
LAConfidential_pep_CsLAC_00G0161550 (+) 1 MTRKKVKLAYI NNDTARKATYKKRKTGL I KKVSELSTLCGVDVCAI I YNPFNTQPEVYPSLPGVQCI VEKFKKMPEI EQSKKMMNQEVFLKQKI GKMNLQGLTVTDLNDLTSL I DQNLMDI N 177 66.67 73.11 34
Finola_pep_CsFN_00G0077400 (+) 1 MTRKKVKLAYI NNDASRKATYKKRKKGL I KKVSELSTLCGVDVCAI I YSPYNTQPEVYPSPGGVHRI VKNFKTMPEI EQSKKMMNQEVFLKQKI GKVSEQMKRLKKENRDKELNRLLYGNLSGKMNLQGLTVTDLNDLTSL I DLNLKDI N 203 87.32 85.29 24
PurpleKush_pep_CsPK_04G0035000 (+) 1 MTRKKVKLAYI NNDTARKATYKKRKTGL I KKVSELSTLCGVDVCAI I YSPFNTQPEVYPSLPGVQCI VEKFKKMPEI EQSKKMMNQEVFLKQKI GKVSEQMKKMKKENRDEEMNRLLYDNLSGKMNLQGLTVTDLNDLTSL I DQNLKDI N 207 78.57 85.71 39
PurpleKush_pep_CsPK_10G0009200 (+) 1 MTRKKVKLAYI NNDASRKATYKKRKKGL I KKVSELSTLCGVDACAI I YSPYNTQPEVYPSPGGVHRI VKKFKKMPEI EQSKKMMNQEVFLKQKI GKVSEQMKRLKKENRDRELNRLLYGNLSGKMNLQGLTVKDLNDLTSL I DQNLKDI N 207 88.57 86.97 21
LAConfidential_pep_CsLAC_00G0047530 (+) 1 MTRKKVKLAYI NNDASRKATYKKRKKGL I KKVSELSTLCGVDACAI I YSPYNTQPEVYPSPGGVHRI VKKFKKMPEI EQSKKMMNQEVFLKQKI GKVSEQMKRLKKENRDRELNRLLYGNLSGKMNLQGLTVKDLNDLTSL I DQNLKDI N 207 88.57 86.97 21
JL_Mother_Y_protein_KAF4375673.1 (+) 247 MTRKKVKLAYI NNDASRKATYKKRKKGL I KKVSELSTLCGVDACAI I YSPYNTQPEVYPSPGGVHRI VKKFKKMPEI EQSKKMMNQEVFLKQKI GKVSEQMKRLKKENRDRELNRLLYGNLSGKMNLQGLTVKDLNDLTSL I DQNLKDI N 453 88.57 86.97 21
Ristevski_cs10_MADS_REF_XP_030503216.2 (+) 1 MTRKKVKLAYI NNDASRKATYKKRKKGL I KKVSELSTLCGVDACAI I YSPYNTQPEVYPSPGGVHRI VKKFKKMPEI EQSKKMMNQEVFLKQKI GKVSEQMKRLKKENRDRELNRLLYGNLSGKMNLQGLTVKDLNDLTSL I DQNLKNI N 207 88.10 86.97 22
CBDRx-18_pep_CsCBD_01G0017350 (+) 1 MTRKKVKLAYI NNDASRKATYKKRKKGL I KKVSELSTLCGVDACAI I YSPYNTQPEVYPSPGGVHRI VKKFKKMPEI EQSKKMMNQEVFLKQKI GKVSEQMKRLKKENRDRELNRLLYGNLSGKMNLQGLTVKDLNDLTSL I DQNLKDI N 207 88.57 86.97 21
pink_pepper_XP_030503216.2 (+) 1 MTRKKVKLAYI NNDASRKATYKKRKKGL I KKVSELSTLCGVDACAI I YSPYNTQPEVYPSPGGVHRI VKKFKKMPEI EQSKKMMNQEVFLKQKI GKVSEQMKRLKKENRDRELNRLLYGNLSGKMNLQGLTVKDLNDLTSL I DQNLKNI N 207 88.10 86.97 22
Chemdog91_pep_CsCD91_00G0090170 (+) 1 MTRKKVKLAYI NNDASRKATYKKRKKGL I KKVSELSTLCGVDACAI I YSPYNTQPEVYPSPGGVHRI VKKFKKMPEI EQSKKMMNQEVFLKQKI GKVSEQMKRLKKENRDRELNRLLYGNLSGKMNLQGLTVKDLNDLTSL I DQNLKDI N 207 88.57 86.97 21
Cannatonic_pep_CsCAN_00G0122240 (+) 1 MTRKKVKLAYI NNDASRKATYKKRKKGL I KKVSELSTLCGVDACAI I YSPYNTQPEVYPSPGGVHRI VKKFKKMPEI EQSKKMMNQEVFLKQKI GKVSEQMKRLKKENRDRELNRLLYGNLSGKMNLQGLTVKDLNDLTSL I DQNLKDI N 207 88.57 86.97 21
Cannatonic_pep_CsCAN_00G0177320 (+) 1 MTRKKVKLAYI NNDSSRKATYKKRKKGLMKKVSELSTLCGVDACAI I YSPYDTQPEVYPSSAGVHRI VTKFKKMPEI EQSKKMVNQETFLKQKI SKVSEQVKKLKKENRDKEMNRLLYGNLSGKMNLQGLTVTDLNDLTWL I DQNLKDI N 221 71.79 89.50 45
Cannatonic_pep_CsCAN_00G0122250 (+) 1 MTRKKVKLAYI NNDASRKATYKKRKKGL I KKVSELSTLCGVDVCAI I YSPYNTQPEVYPSPRGVHRI VKNFKTMPEI EQSKKMMNQEVFLKQKI GKVSEQMKRLKKENRDKELNRLLYGNLSGKMNLQGLTVTDLNDLTSL I DLNLKDI N 215 80.00 90.34 31
PurpleKush_pep_CsPK_10G0009180 (+) 1 MTRKKVKLAYI NNDASRKATYKKRKKGL I KKVSELSTLCGVDVCAI I YSPYNTQPEVYPSPRGVHRI VKNFKTMPEI EQSKKMMNQEVFLKQKI GKVSEQMKRLKKENRDKELNRLLYGNLSGKMNLQGLTVTDLNDLTSL I DLNLKDI N 215 80.00 90.34 31
pink_pepper_XP_060962577.1 (+) 1 MTRKKVKLAYI NNDASRKATYKKRKKGL I KKVSELSTLCGVDVCAI I YSPYNTQPEVYPSPRGVHRI VKNFKTMPEI EQSKKMMNQEVFLKQKI GKVSEQMKRLKKENRDKELNRLLYGNLSGKMNLQGLTVTDLNDLTSL I DLNLKDI N 215 80.00 90.34 31
LAConfidential_pep_CsLAC_00G0132010 (+) 1 MTRKKVKLAYI NNDASRKATYKKRKKGL I KKVSELSTLCGVDVCAI I YSPYNTQPEVYPSPRGVHRI VKNFKTMPEI EQSKKMMNQEVFLKQKI GKVSEQMKRLKKENRDKELNRLLYGNLSGKMNLQGLTVTDLNDLTSL I DLNLKDI N 215 80.00 90.34 31
Cannatonic_pep_CsCAN_00G0173050 (+) 1 MTRKKVKLAYI NNDAARKATYKKRKTGL I KKVSELSTLCGVDVCAI I YSPFNTQPEVYPSLPGVQCI VEKFKKMPEI EQSKKMMNQEVFLKQKI GKVSEQMKKMKKENRDEEMNRLLYGNLSGKMNLQGLTVTDLNDLTSL I DQNLMDI N 226 74.69 92.44 40
PurpleKush_pep_CsPK_07G0004390 (+) 1 MTRKKVKLAYI NNDSSRKATYKKRKKGL I KKVSELSTLCGVDACAI I YNPYDTQPEVYPSPAGVHRI VKKLKKMPEVEQSKKMMNQEVFLKQKI GKVSEQVKKLKKENRDKEMNRLLYGNLSGKMNLQGLTVTDLNDLTWL I DQNLKDI N 229 74.39 92.86 38
pink_pepper_XP_030479035.1 (+) 1 MTRKKVKLAYI NNDSSRKATYKKRKKGL I KKVSELSTLCGVDACAI I YNPYDTQPEVYPSPAGVHRI VKKLKKMPEVEQSKKMMNQEVFLKQKI GKVSEQVKKLKKENRDKEMNRLLYGNLSGKMNLQGLTVTDLNDLTWL I DQNLKDI K 227 75.41 92.86 37
LAConfidential_pep_CsLAC_00G0161540 (+) 1 MTRKKVKLAYI NNDSSRKATYKKRKKGL I KKVSELSTLCGVDACAI I YNPYDTQPEVYPSPAGVHRI VKKLKKMPEVEQSKKMMNQEVFLKQKI GKVSEQVKKLKKENRDKEMNRLLYGNLSGKMNLQGLTVTDLNDLTWL I DQNLKDI N 227 75.82 92.86 36
CBDRx-18_pep_CsCBD_09G0003910 (+) 1 MTRKKVKLAYI NNDSSRKATYKKRKKGL I KKVSELSTLCGVDACAI I YNPYDTQPEVYPSPAGVHRI VKKLKKMPEVEQSKKMMNQEVFLKQKI GKVSEQVKKLKKENRDKEMNRLLYGNLSGKMNLQGLTVTDLNDLTWL I DQNLKDI K 227 75.41 92.86 37
Chemdog91_pep_CsCD91_00G0121970 (+) 1 MTRKKVKLAYI NNDSSRKATYKKRKKGL I KKVSELSTLCGVDACAI I YNPYDTQPEVYPSPAGVHRI VKKLKKMPEVEQSKKMMNQEVFLKQKI GKVSEQVKKLKKENRDKEMNRLLYGNLSGKMNLQGLTVTDLNDLTWL I DQNLKDI K 227 75.41 92.86 37
Finola_pep_CsFN_06G0029650 (+) 1 MTRKKVKLAYI NNDSSRKATYKKRKKGL I KKVSELSTLCGVDACAI I YNPYDTQPEVYPSPAGVHRI VKKLKKMSEVEQSKKMMNQEVFLKQKI GKVSEQVKKLKKENRDKEMNRLLYGNLSSKMNLQGLTVTDLNDLTWL I DQNLKDI N 227 73.77 92.86 41
Ristevski_cs10_MADS_REF_XP_030479035.1 (+) 1 MTRKKVKLAYI NNDSSRKATYKKRKKGL I KKVSELSTLCGVDACAI I YNPYDTQPEVYPSPAGVHRI VKKLKKMPEVEQSKKMMNQEVFLKQKI GKVSEQVKKLKKENRDKEMNRLLYGNLSGKMNLQGLTVTDLNDLTWL I DQNLKDI K 227 75.41 92.86 37
PurpleKush_pep_CsPK_00G0047310 (+) 1 MTRKKVKLAYI NNDSSRKATYKKRKKGL I KKVSELSTLCGVDACAI I YNPYDTQPEVYPSPAGVHRI VKKLKKMPEVEQSKKMMNQEVFLKQKI GKVSEQVKKLKKENRDKEMNRLLYGNLSGKMNLQGLTVTDLNDLTWL I DQNLKDI N 227 75.82 92.86 36
Finola_pep_CsFN_03G0039250 (+) 1 MTRKKVKLAYI NNDSSRKATYKKRKKGLMKKI SELSTLCGVDACAI I YNPYDTQPEVYPSPAGVHRI VTKFKKMPEI EQSKKMVNQETFLKQKI SKVSEQVKKLKKENRDKEMNRLLYGNLSGKMNLQGLTVTDLNDLTWL I DQNLKDI N 242 68.50 93.70 49
pink_pepper_XP_060967256.1 (+) 1 MTRKKVKLAYI NNDTARKATYKKRKTGL I KKVSELSTLCGVDVCAI I YSPFNTQPEVYPSLPGVQCI VEKFKKMPEI EQSKKMMNQEVFLKQKI GKVSEQMKKMKKENRDEEMNRLLYGNLSGKMNLQGLTVTDLNDLSSL I DQNLKDI N 241 77.96 98.32 43
Finola_pep_CsFN_04G0002500 (+) 1 MTRKKVKLAYI NNDTARKATYKKRKTGL I KKVSELSTLCGVDVCAI I YSPFNTQPEVYPSLPGVQCI VEKFKKMPETEQSKMMMNQEVFLKQKI GKVSEQMKKMKKENRDEEMNRLLYGNLSGKMNLQGLTVTDLNDLTSL I DQNLKDI N 242 78.05 98.32 42
Chemdog91_pep_CsCD91_00G0142760 (+) 1 MTRKKVKLAYI NNDAARKATYKKRKTGL I KKVSELSTLCGVDVCAI I YNPFNTQPEVYPSLPGVQCI VEKFKKMPEI EQSKKMMNQEVFLKQKI GKVSEQMKKMKKENRDEEMNRLLYGNLSGKMNLQGLTVTDLNDLTSL I DQNLKDI N 241 78.37 98.32 42
CBDRx-18_pep_CsCBD_03G0029790 (+) 1 MTRKKVKLAYI NNDAARKATYKKRKTGL I KKVSELSTLCGVDVCAI I YSPFNTQPEVYPSLPGLQCI VEKFKKMPEI EQSKKMMNQEVFLKQKI GKVSEQMKKMKKENRDEEMNRLLYGNLSGKMNLQGLTVTDLNDLTSL I DQNLMDI N 241 78.78 98.32 41
CBDRx-18_pep_CsCBD_03G0029620 (+) 1 MTRKKVKLAYI NNDAARKATYKKRKTGL I KKVSELSTLCGVDVCAI I YSPFNTQPEVYPSLPGVQCI VEKFKKMPEI EQSKKMMNQEVFLKQKI GKVSEQMKKMKKENRDEEMNRLLYGNLSGKMNLQGLTVTDLNDLTSL I DQNLMDI N 241 79.18 98.32 40
LAConfidential_pep_CsLAC_00G0158740 (+) 1 MTRKKVKLAYI NNDSSRKATYKKRKKGLMKKVSELSTLCGVDACAI I YNPYDTQPEVYPSPAGVHRI VTKFKKMPEI EQSKKMVNQETFLKQKI SKVSEQVKKLKKENRDKEMNRLLYGNLSGKMNLQGLTVTDLNDLTWL I DQNLKDI N 251 72.44 98.74 51
Finola_pep_CsFN_03G0039300 (+) 1 MTRKKVKLAYI NNDSSRKATYKKRKKGLMKKVSELSTLCGVDACAI I YNPYDTQPEVYPSPAGVHRI VTKFKKMPEI EQSKKMVNQETFLKQKI SKVSEQVKKLKKENRDKEMNRLLYGNLSGKMNLQGLTVTDLNDLTWL I DQNLKDI N 252 74.41 99.16 47
Ristevski_cs10_MADS_REF_XP_030506124.2 (+) 1 MTRKKVKLAYI NNDSSRKATYKKRKKGLMKKVSELSTLCGVDACAI I YNPYDTQPEVYPSPAGVHRI VTKFKKMPEI EQSKKMVNQETFLKQKI SKVSEQVKKLKKENRDKEMNRLLYGNLSGKMNLQGLTVTDLNDLTWL I DQNLKDI N 253 73.33 99.16 49
CBDRx-18_pep_CsCBD_06G0027140 (+) 1 MTRKKVKLAYI NNDSSRKATYKKRKKGLMKKVSELSTLCGVDACAI I YSPYDTQPEVYPSPAGVHRI VTKFKKMPEI EQSKKMVNQETFLKQKI SKVSEQVKKLKKENRDKEMNRLLYGNLSGKMNLQGLTVTDLNDLTWL I DQNLKDI N 252 74.80 99.16 46
pink_pepper_XP_030506124.2 (+) 1 MTRKKVKLAYI NNDSSRKATYKKRKKGLMKKVSELSTLCGVDACAI I YNPYDTQPEVYPSPAGVHRI VTKFKKMPEI EQSKKMVNQETFLKQKI SKVSEQVKKLKKENRDKEMNRLLYGNLSGKMNLQGLTVTDLNDLTWL I DQNLKDI N 253 73.33 99.16 49
Finola_pep_CsFN_05G0029850 (+) 1 MTRKKVKLAYI NNDASRKATYKKRKKGLLKKVSELSTLCGVDACAI I YSPYDTQPEVYPSPGGVHRI VKKFKKMPEI EQGKKMMNQEVFLKQKI GKVSEQMKRLKKENRDRELNRLLYGNLSGKMNLQGLTVTDLNDLTSL I DQNLKDI N 238 99.16 100.00 2
Cannatonic_pep_CsCAN_00G0122260 (+) 1 MTRKKVKLAYI NNDASRKATYKKRKKGLLKKVSELSTLCGVDACAI I YSPYDTQPEVYPSPGGVHRI VKKFKKMPEI EQGKKMMNQEVFLKQKI GKVSEQMKRLKKENRDRELNRLLYGNLSGKMNLQGLTVTDLNDLTSL I DQNLKDI N 238 100.00 100.00 0
pink_pepper_XP_030485511.1 (+) 1 MTRKKVKLAYI NNDASRKATYKKRKKGLLKKVSELSTLCGVDACAI I YSPYDTQPEVYPSPGGVHRI VKKFKKMPEI EQGKKMMNQEVFLKQKI GKVSEQMKRLKKENRDRELNRLLYGNLSGKMNLQGLTVTDLNDLTSL I DQNLKDI N 238 100.00 100.00 0
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Sequence ID Start Alignment End Identity Coverage Mismatches
1 180170160150140130120110100908070605040302010

Ristevski_cs10_MADS_REF_XP_030492926.2 (+) 1 MGRGKVEVKRI ENPTSRQVTFSKRRNGLLKKAFELSLLCDAELALI I FSSSGKLYQYASHDMDRSI VRYRSEMGLLGSTHNQRSTTI EFWRTEI EEMKRSTETLEGNLRNLAGEDLSNLGMKELRQLERQLKI GVERVRCKKRRI VSEHI NFLKRRRRALVEENTRLQKKVKLLDQQQEA 180 100.00 100.00 0
CBDRx-18_pep_CsCBD_03G0005140 (+) 1 MGRGKVEVKRI ENPTSRQVTFSKRRNGLLKKAFELSLLCDAELALI I FSSSGKLYQYASHDMDRSI VRYRSEMGLLGSTHNQRSTTI EFWKTEI EEMKRSTETLEGNLRNLAGEDLSNLGMKELRQLERQLKI GVERVRCKKRRI VSEHI NFLKRRRRALVEENTRLQKKVKLLDQQQEA 180 99.44 100.00 1
CBDRx-18_pep_CsCBD_03G0005370 (+) 1 MGRGKVEVKRI ENPTSRQVTFSKRRNGLLKKAFELSLLCDAELALI I FSSSGKLYQYASHDMDRSI VRYRSEMGLLGSTHNQRSTTI EFWKTEI EEMKRSTETLEGNLRNLAGEDLSNLGMKELRQLERQLKI GVERVRCKKRRI VSEHI NFLKRRRRALVEENTRLQKKVKLLDQQQEA 180 99.44 100.00 1
Chemdog91_pep_CsCD91_00G0054330 (+) 1 MGRGKVEVKRI ENPTSRQVTFSKRRNGLLKKAFELSLLCDAELALI I FSSSGKLYQYASHDMDRSI VRYRSEMGLLGSTHNQRSTTI EL* 90 97.78 50.00 2
Finola_pep_CsFN_04G0037920 (+) 1 MGRGKVEVKRI ENPTSRQVTFSKRRNGLLKKAFELSLLCDAELALI I FSSSGKLYQYASHDMDRSI VRYRSEMGLLGSTHNQRSTTI DI CAKNERSTETLEGNLRNLAGEDLSNLGMKELKQLERQLKI GVERV AARREGSYLNTNFLKRRRRALVEENTRLQKKVKLLDQQQEA 175 87.22 97.22 18
Finola_pep_CsFN_08G0008250 (+) 32 RI SSKI NFERI ENPTSRQVTFSKRRNGLLKKAFELSLLCDARL VLLFSPSGKLYQYASHDMESSI VRYKSEMGLLGSADDQHSRAI EFWRTRI EEMKRSTETLEANLRNLAGEDLSTLGMKELKQLERQLKI GVERVRCKKRRI LSEHI NYLKRKRRELLEENKRLLRKVKLDQQI DAV 212 76.37 99.44 40
JL_Mother_Y_protein_KAF4358344.1 (+) 1 MGRGKVELKRI ENPTSRQVTFSKRRNGLLKKAFELSLLCDAELQ FWRTRI EEMKRSTETLEANLRNLAGEDLSTLGMKELKQLERQLKI GVERVRCKKRRI LSEHI NYLKRKRRELLEENKRLLRKVSEFSGQDSP 136 63.33 75.56 22
JL_Mother_Y_protein_KAF4361592.1 (+) 1 MGRGKVEVKRI ENPTSRQVTFSKRRNGLLKKAFELSLLCDAELALI I FSSSGKLYQYASHESVQS GCL FWKTEI EEMKRSTETLEGNLRNLAGEDLSNLGMKELRQLERQLKI GVERVRCKKV EKDRI 128 70.66 71.11 10
LAConfidential_pep_CsLAC_00G0048880 (+) 1 MESSI VRYKSEMGLLGSADDQHSRAI EFWRTRI EEMKRSTETLEANLRNLAGEDLSTLGMKELKQLERQLKI GVERVRCKKRRI LSEHI NYLKRKRRELLEENKRLLRKVKLDQQI DAV 119 77.31 66.11 27
pink_pepper_XP_030492926.2 (+) 1 MGRGKVEVKRI ENPTSRQVTFSKRRNGLLKKAFELSLLCDAELALI I FSSSGKLYQYASHDMDRSI VRYRSEMGLLGSTHNQRSTTI EFWRTEI EEMKRSTETLEGNLRNLAGEDLSNLGMKELRQLERQLKI GVERVRCKKRRI VSEHI NFLKRRRRALVEENTRLQKKVKLLDQQQEA 180 100.00 100.00 0
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Figure S8 - Multiple Sequence Alignment Visualization of Clade Ma from OG0000580

Figure S9 - Multiple Sequence Alignment Visualization of Clade Mb from OG0000736

Sequence ID Start Alignment End Identity Coverage Mismatches
1 181170160150140130120110100908070605040302010

Ristevski_cs10_MADS_REF_XP_030500067.2 (+) 1 MEMI NNI NNSNNNI I PPI RRVCRGRQKVPMRRI ENESNLQVTFSKRRYGI FKKASELCTLCGVELAI I VFSPGNNVFSFGHPNVRLI I DRYMNPENYSRMTTQANLSGTFQLI EAHRNADI RVMNQHLNLLTDQWDVVRKQNFELKQDYI NRHWWEFPI ESFYDMSRLEQLKLAMEMLRGD 511 100.00 100.00 0
PurpleKush_pep_CsPK_03G0000380 (+) 109 1 -0.00 0.00 0
JL_Mother_Y_protein_KAF4373900.1 (+) 150 1 -0.00 0.00 0
PurpleKush_pep_CsPK_01G0020090 (+) 8 61 7.41 1.96 6
LAConfidential_pep_CsLAC_00G0201210 (+) 1 MFEKV 37 0.93 2.35 8
PurpleKush_pep_CsPK_06G0042870 (+) 1 62 1.92 2.54 9
Finola_pep_CsFN_02G0040340 (+) 1 MTRASFSDLRRRTLSTRRSSFSDDVPTTVSTRRS SFSDVPTRRS SFSDMPR 94 2.79 10.57 39
Finola_pep_CsFN_02G0040420 (+) 1 MTRASFSDLRRRTLSTRRSSFSDDVPTTVSTRRS SFSDVPTRRS SFSDMPR 94 2.79 10.57 39
JL_Mother_Y_protein_KAF4359209.1 (+) 1 MNELKSSLASNSTSQLNI LRHDRNSLSDSTEI SVFKKTD QVSFGSFLKS RHSTGLE 99 0.55 11.55 56
Cannatonic_pep_CsCAN_00G0022520 (+) 1 TNMSSFSDVKRSLSMTRASFSDLRRRTLSTRRSSFSDI PTTI TNMSRS SFSDVSTRRS SFSDI PT 108 1.99 12.92 55
Chemdog91_pep_CsCD91_00G0068710 (+) 1 MSSFSDLKRSLSMTRASFSDLRRRTLSTRRSSFSDDVPTTVSTRRS SFSDVPTRRS SFSDMPR 108 2.90 12.92 50
PBBKush_pep_CsPBB_00G0234250 (+) 1 MEM I NNSNNNI I PPI RRVCRGRQKVPMRRI ENESNLQVTFSKRRYGI FKKASELCTLCGVELAI I VFSPGNNVFSFGHPNVR 82 96.47 16.05 0
Finola_pep_CsFN_10G0012250 (+) 1 MEMNNENI VNNDNRNTQSRRI NRGRRRVSMTRMTNESNLQVTFSKRRSGLFKKASELCTLCGVQI AI I VFSPGSKVYSFGHSSVNVVI DRYMNPEHYALLMASQANSGTFQLI EAHRNATLRELNQH 139 16.80 26.61 53
Finola_pep_CsFN_10G0012260 (+) 1 MEMI NNI NNSNNNI I PPI RRVCRGRQKVPMRRI ENESNLQVTFSKRRYGI FKKASELCTLCGVELAI I VFSPGNNVFSFGHPNVRLI I DRYMNPENYSRMTAQANLSGTFQLI EAHRNADI RVMNQHLNLLTDQWDVVRKQNFELKQDYI NRHWWESPI ESFYDMSRLEQLKLAMEMLRGD 210 41.48 41.10 8
PBBKush_pep_CsPBB_00G0221610 (+) 1 MTVQHKFPPRTS MNSPVRY QKLF LLDPKETRVI FGEDI EALEDNLHLHNLSSPTKVVNI V 285 6.73 41.10 173
PurpleKush_pep_CsPK_02G0001590 (+) 1 MEMNNNNI NNNNENNDANRRI SRGRQKVAMVKMDNESNLQVTFSKRRSGLFKKASELCTLCGVELALI VFSPGRKVFSFGHPSVELVVDRFLNPQNY RTTSEATNSGTLQLI EAHRNANVRELNQQLTHVSGQLDVERKHGSELKKERKARHWWEI PTEALNDMRHLEQLKSAMELLRRA 251 32.40 48.53 109
PBBKush_pep_CsPBB_00G0234240 (+) 1 MSRLEQLKLAMEMLRGD 336 82.93 61.45 8
Cannatonic_pep_CsCAN_00G0022480 (+) 1 MEMNNNNI NNNNENNDANRRI SRGRQKVAMVKMDNESNLQVTFSKRRSGLFKKASELCTL STNSGTLQLI EAHRNANVRELNQQLTHVSGQLDVERKHGSELKKERKARHWWEI PTEALNDMRHLEQLKSAMELLRRA 402 24.83 62.82 174
Finola_pep_CsFN_02G0037140 (+) 1 MEMNNNNI NNNNENNDANRRI SRGRQKVAMVKMDNESNLQVTFSKRRSGLFKKASELCTLCGVELALI VFSPGRKVFSFGHPSVELVVDRFLNPQNY RTTSEGTNSGTLQLI EAHRNANVRELNQQLTHVSGQLDVERKHGSELKKERKARHWWEI PTEALNDMRHLEQLKSAMELLRRA 359 32.53 64.58 168
Ristevski_cs10_MADS_REF_XP_030500068.1 (+) 1 MEMNNENI VNNDNRNTQSRRI NRGRRRVSMTRMTNESNLQVTFSKRRSGLFKKASELCTLCGVQI AI I VFSPGNKVYSFGHSSVNVVI DRYMNPEHYAMLMASQANSGTFQLI EAHRNATLRELNQQLTHI TEQMESLKKRAKELKG NF RDALNEMSQLGNLKNAMEMLRNV 410 27.86 70.65 205
pink_pepper_XP_030500068.1 (+) 1 MEMNNENI VNNDNRNTQSRRI NRGRRRVSMTRMTNESNLQVTFSKRRSGLFKKASELCTLCGVQI AI I VFSPGNKVYSFGHSSVNVVI DRYMNPEHYAMLMASQANSGTFQLI EAHRNATLRELNQQLTHI TEQMESLKKRAKELKG NF RDALNEMSQLGNLKNAMEMLRNV 410 27.86 70.65 205
PurpleKush_pep_CsPK_00G0006590 (+) 1 MEMNNENTVNNDNRNTQSRRI NRGRRRVSMTRMTNESNLQVTFSKRRSGLFKKASELCTLCGVQI AI I VFSPGNKVYSFGHSSVNVVI DRYMNPEHYAMLMASQANSGTFQLI EAHRNATLRELNQQLTHI TEQMESLKKRAKELKG NF RDALNEMSQLGNLKNAMEMLRNV 410 28.04 70.65 204
pink_pepper_XP_060963699.1 (+) 1 MEMNNENI VNNDNRNTQSRRI NRGRRRVSMTRMTNESNLQVTFSKRRSGLFKKASELCTLCGVQI AI I VFSPGSKVYSFGHSSVNVVI DRYMNPEHYAMLMASQANSGTFQLI EAHRNATLRELNQQLTHI TEQMESLKKRAKELKG NF RDALNEMSQLGNLKKAMEMLRNV 411 27.99 70.65 204
Chemdog91_pep_CsCD91_00G0150290 (+) 1 MEMNNENTVNNDNRNTQSRRI NRGRRRVSMTRMTNESNLQVTFSKRRSGLFKKASELCTLCGVQI AI I VFSPGNKVYSFGHSSVNVVI DRYMNPEHYAMLMASQANSGTFQLI EAHRNATLRELNQQLTHI TEQMESLKKRAKELKG NF RDALNEMSQLGNLKNAMEMLRNV 437 28.88 75.73 225
PBBKush_pep_CsPBB_00G0091830 (+) 1 SDMVNREVPKLGENGKLVI TVDGNVAQLDKLSGDVESEVRTAFRRI QKPAFKKASELCTLCGVELALI VFSPGRKVFSFGHPSVELVVDRFLNPQNY RTTSEATNSGTLQLI EAHRNANVRELNQQLTHVSGQLDVERKHGSELKKERKARHWWEI PTEALNDMRHLEQLKSAMELLRRA 429 31.65 75.73 212
CBDRx-18_pep_CsCBD_08G0027260 (+) 1 MEMNNNNI NNNNENNDANRRI SRGRQKVAMVKMDNESNLQVTFSKRRSGLFKKASELCTLCGVELALI VFSPGRKVFSFGHPSVELVVDRFLNPQNY RTTSEGTNSGTLQLI EAHRNANVRELNQQLTHVSGQLDVERKHGSELKKERKARHWWEI PTEALNDMRHLEQLKSAMELLRRA 427 36.12 75.73 188
LAConfidential_pep_CsLAC_00G0067630 (+) 1 MEMNNENTVNNDNRNTQSRRI NRGRRRVSMTRMTNESNLQVTFSKRRSGLFKKASELCTLCGVQI AI I VFSPGNKVYSFGHSSVNVVI DRYMNPEHYAMLMASQANSGTFQLI EAHRNATLRELNQQLTHI TEQMESLKKRAKELKG NF RDALNEMSQLGNLKNAMEMLRNV 441 29.06 76.52 228
CBDRx-18_pep_CsCBD_01G0008080 (+) 1 MEMNNENI VNNDNRNTQSRRI NRGRRRVSMTRMTNESNLQVTFSKRRSGLFKKASELCTLCGVQI AI I VFSPGNKVYSFGHSSVNVVI DRYMNPEHYAMLMASQANSGTFQLI EAHRNATLRELNQQLTHI TEQMESLKKRAKELKG NF RDALNEMSQLGNLKNAMEMLRNV 441 28.88 76.52 229
JL_Mother_Y_protein_KAF4383633.1 (+) 1 MEMNNENTVNNDNRNTQSRRI NRGRRRVSMTRMTNESNLQVTFSKRRSGLFKKASELCTLCGVQI AI I VFSPGNKVYSFGHSSVNVVI DRYMNPEHYAMLMASQANSGTFQLI EAHRNATLRELNQQLTHI TEQMESLKKRAKELKG NF RDALNEMSQLGNLKNAMEMLRNV 441 29.06 76.52 228
Cannatonic_pep_CsCAN_00G0081350 (+) 1 MEMNNENI VNNDNRNTQSRRI NRGRRRVSMTRMTNESNLQVTFSKRRSGLFKKASELCTLCGVQI AI I VFSPGNKVYSFGHSSVNVVI DRYMNPEHYAMLMASQANSGTFQLI EAHRNATLRELNQQLTHI TEQMESLKKRAKELKG NF RDALNEMSQLGNLKNAMEMLRNV 441 28.88 76.52 229
Finola_pep_CsFN_02G0017220 (+) 1 MEMNNNNI NNNNENNDANRRI SRGRQKVAMVKMDNESNLQVTFSKRRSGLFKKASELCTLCGVELALI VFSPGRKVFSFGHPSVELVVDRFLNPQNY RTTSEGTNSGTLQLI EAHRNANVRELNQQLTHVSGQLDVERKHGSELKKERKARHWWEI PTEALNDMRHLEQLKSAMELLRRA 440 36.30 78.28 200
LAConfidential_pep_CsLAC_00G0130600 (+) 1 MEMNNNNI NNNNENNDANRRI SRGRQKVAMVKMDNESNLQVTFSKRRSGLFKKASELCTLCGVELALI VFSPGRKVFSFGHPSVELVVDRFLNPQNY RTTSEATNSGTLQLI EAHRNANVRELNQQLTHVSGQLDVERKHGSELKKERKARHWWEI PTEALNDMRHLEQLKSAMELLRRA 443 36.84 78.86 200
JL_Mother_Y_protein_KAF4371232.1 (+) 1 MEMNNNNI NNNNENNDANRRI SRGRQKVAMVKMDNESNLQVTFSKRRSGLFKKASELCTLCGVELALI VFSPGRKVFSFGHPSVELVVDRFLNPQNY RTTSEATNSGTLQLI EAHRNANVRELNQQLTHVSGQLDVERKHGSELKKERKARHWWEI PTEALNDMRHLEQLKSAMELLRRA 443 36.84 78.86 200
Chemdog91_pep_CsCD91_00G0113970 (+) 1 MEMNNNNI NNNNENNDANRRI SRGRQKVAMVKMDNESNLQVTFSKRRSGLFKKASELCTLCGVELALI VFSPGRKVFSFGHPSVELVVDRFLNPQNY RTTSEATNSGTLQLI EAHRNANVRELNQQLTHVSGQLDVERKHGSELKKERKARHWWEI PTEALNDMRHLEQLKSAMELLRRA 443 37.02 78.86 199
pink_pepper_XP_060974407.1 (+) 1 MEMNNNNI NNNNENNDANRRI SRGRQKVAMVKMDNESNLQVTFSKRRSGLFKKASELCTLCGVELALI VFSPGRKVFSFGHPSVELVVDRFLNPQNY RTTSEATNSGTLQLI EAHRNANVRELNQQLTHVSGQLDVERKHGSELKKERKARHWWEI PTEALNDMRHLEQLKSAMELLRRA 446 37.39 79.45 200
pink_pepper_XP_060961809.1 (+) 1 MEM I NNSNNNI I PPI RRVCRGRQKVPMRRI ENESNLQVTFSKRRYGI FKKASELCTLCGVELAI I VFSPGNNVFSFGHPNVRLI I DRYMNPENYSRMTAQANLSGTFQLI EAHRNANI RVMNQHLNLLTDQWDVVRKQSFELKQDY NRHWWEFPI ESFYDMSRLEQLKLAMEMLRGD 522 91.76 97.65 9
PurpleKush_pep_CsPK_00G0006580 (+) 1 MEMI NNI NNSNNNI I PPI RRVCRGRQKVPMRRI ENESNLQVTFSKRRYGI FKKASELCTLCGVELAI I VFSPGNNVFSFGHPNVRLI I DRYMNPENYSRMTAQANLSGTFQLI EAHRNADI RVMNQHLNLLTDQWDVVRKQNFELKQDY NRHWWEFPI ESFYDMSRLEQLKLAMEMLRGD 525 92.32 98.24 9
JL_Mother_Y_protein_KAF4383634.1 (+) 1 MEMI NNI NNSNNNI I PPI RRVCRGRQKVPMRRI ENESNLQVTFSKRRYGI FKKASELCTLCGVELAI I VFSPGNNVFSFGHPNVRLI I DRYMNPENYSRMTAQANLSGTFQLI EAHRNADI RVMNQHLNLLTDQWDVVRKQNFELKQDY NRHWWEFPI ESFYDMSRLEQLKLAMEMLRGD 525 92.32 98.24 9
pink_pepper_XP_030500067.2 (+) 1 MEMI NNI NNSNNNI I PPI RRVCRGRQKVPMRRI ENESNLQVTFSKRRYGI FKKASELCTLCGVELAI I VFSPGNNVFSFGHPNVRLI I DRYMNPENYSRMTTQANLSGTFQLI EAHRNADI RVMNQHLNLLTDQWDVVRKQNFELKQDYI NRHWWEFPI ESFYDMSRLEQLKLAMEMLRGD 511 100.00 100.00 0
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Sequence ID Start Alignment End Identity Coverage Mismatches
1 180170160150140130120110100908070605040302010

Ristevski_cs10_MADS_REF_XP_030483617.1 (+) 1 MGRGKLPLELI PKVKARRMTFLKRRSCLI KKAYELSTLCNVKVCLI VYDSMNQSSDPI ATWPENPHEI RSLI NDYKTAMAQKPDSKRLHTI ADFI KEKI KKVNTEI EKLDQTSTTNTPSTSTTSFSNNQLVEFVSDLDNKI EQVNERMRHLI HLNHYNNFGMQDPFMSSCSVQYCSPNDH 343 100.00 100.00 0
Cannatonic_pep_CsCAN_00G0107070 (+) 1 MNQSSDPI ATWPENPHEI RSLI NDYKTAMAQKPDSKRLHTI ADFI KEKI KKVNTEI EKLDQTSTTNTPSTSTTSFSNNQLVEFVSDLDNKI EQVNERMRHLI HLNHYNNFGMQDPFMSSCSVQYCSPNDH 293 100.00 85.42 0
CBDRx-18_pep_CsCBD_01G0038840 (+) 1 MGRGKLPLELI PKVKARRMTFLKRRSCLI KKAYELSTLCNVKVCLI VYDSMNQSSDPI ATWPENPHEI RSLI NDYKTAMAQKPDSKRLHTI ADFI KEKI KKVNTEI EKLDQTSTTNTPSTSTTSFSNNQLVEFVSDLDNKI EQVNERMRHLI HLNHYNNFGMQDPFMSSCSVQYCSPNDH 343 100.00 100.00 0
Chemdog91_pep_CsCD91_00G0017960 (+) 1 MGRGKLPLELI PKVKARRMTFLKRKSCLI KKAYELSTLCNVKVCLI VYDSMNQSSDPI ATWPENPHEI RSLI NDYKTAMAQKPDSKRLHTI ADFI KEKI KKVNTEI EKLDQTSTTNTPSTSTTSFSNNQLVEFVSDLDNKI EQVNERMRHLI HLNHYNNFGMQDPFMSSCSVQYCSPNDH 343 99.71 100.00 1
JL_Mother_Y_protein_KAF4358975.1 (+) 1 MGRGKLPLELI PKVKARRMTFLKRKSCLI KKAYELSTLCNVKVCLI VYDSMNQSSDPI ATWPENPHEI RSLI NDYKTAMAQKPDSKRLHTI ADFI KEKI KKVNTEI EKLDQTSTTNTPSTSTTSFSNNQLVEFVSDLDNKI EQVNERMRHLI HLNHYNNFGMQDPFMSSCSVQYCSPNDH 343 99.71 100.00 1
LAConfidential_pep_CsLAC_00G0141580 (+) 1 MGRGKLPLELI PKVKARRMTFLKRKSCLI KKAYELSTLCNVKVCLI VYDSMNQSSDPI ATWPENPHEI RSLI NDYKTAMAQKPDSKRLHTI ADFI KEKI KKVNTEI EKLDQTSTTNTPSTSTTSFSNNQLVEFVSDLDNKI EQVNERMRHLI HLNHYNNFGMQDPFMSSCSVQYCSPNDH 343 99.42 100.00 2
PurpleKush_pep_CsPK_00G0000080 (+) 1 MGRGKLPLELI PKVKARRMTFLKRKSCLI KKAYELSTLCNVKVCLI VYDSMNQSSDPI ATWPENPHEI RSLI NDYKTAMAQKPDSKRLHTI ADFI KEKI KKVNTEI EKLDQTSTTNTPSTSTTSFSNNQLVEFVSDLDNKI EQVNERMRHLI HLNHYNNFGMQDPFMSSCSVQYCSPNDH 343 99.71 100.00 1
pink_pepper_XP_030483617.1 (+) 1 MGRGKLPLELI PKVKARRMTFLKRRSCLI KKAYELSTLCNVKVCLI VYDSMNQSSDPI ATWPENPHEI RSLI NDYKTAMAQKPDSKRLHTI ADFI KEKI KKVNTEI EKLDQTSTTNTPSTSTTSFSNNQLVEFVSDLDNKI EQVNERMRHLI HLNHYNNFGMQDPFMSSCSVQYCSPNDH 343 100.00 100.00 0
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Figure S10 - Multiple Sequence Alignment Visualization of Clade SVP from OG0000955

Figure S11 - Multiple Sequence Alignment Visualization of Clade MIKCS from OG0001105

Sequence ID Start Alignment End Identity Coverage Mismatches
1 180170160150140130120110100908070605040302010

Ristevski_cs10_MADS_REF_XP_030498852.1 (+) 1 MAREKI QI KKI DNATARQVTFSKRRKGLVKKAEELSVLCDADVGLI I FSSTGKLFEYSNTSMKEI I DRHHLHSTNLEKLEQPSLKLQLVENNTYSKLCKEI SEKSHHLRQLRGEELHGLNI EELQRLEKSLEVGLSRVI EKKGEKI MKEI NELQMKGKQLMEENERLRQQVVEI CNGRTR 234 100.00 100.00 0
Cannatonic_pep_CsCAN_00G0242110 (+) 1 MAHNI AKWATCYKVSGR I SSDALPDTVLDDL GI ELLEDNQRVQQK 103 9.43 39.74 70
Chemdog91_pep_CsCD91_00G0056950 (+) 1 MTRQKI EI KKI DNI TARQVTFSKRRRGLFKKAQELSTLCDAQLALI VFSSTGKLYEYSSSSMQQVI KRHSLQSDYPEKSRQPS FDELQKKGGL* 94 60.20 40.17 35
Chemdog91_pep_CsCD91_00G0129830 (+) 1 MHLVENNTYSKLCKEI SEKSHHLRQLRGEELHGLNI EELQRLEKSLEVGLSRVI EKKGEKI MKEI NELQMKGKQLMEENERLRQQVVEI CNGRTR 149 98.66 63.68 2
JL_Mother_Y_protein_KAF4381140.1 (+) 1 MTRQKI EI KKI ENI TARQVTFSKRRRGLFKKALELSTLCDAEI ALI VFSTTGKLYHYATSRGHI FVQ ENERKRYALLKKELEKKTMELRHI MGENLQELSLEELKKLEKSVHI SLSRVNEI KDQSNLKEI TFLQKPNAYMV 157 31.88 65.81 81
Ristevski_cs10_MADS_REF_XP_030505619.2 (+) 1 MTRQKI EI KKI ENI TARQVTFSKRRRGLFKKALELSTLCDAEI ALI VFSTTGKLYHYATSSMPQVI ERHKSHSDLHNKLSQPSDML ENERKRYALLKKELEKKTMELRHVMGENLQELSLEELKKLEKSVHI SLSRVNEI KDQTNLKEI TFL 176 36.05 73.93 89
pink_pepper_XP_030505619.2 (+) 1 MTRQKI EI KKI ENI TARQVTFSKRRRGLFKKALELSTLCDAEI ALI VFSTTGKLYHYATSSMPQVI ERHKSHSDLHNKLSQPSDML ENERKRYALLKKELEKKTMELRHVMGENLQELSLEELKKLEKSVHI SLSRVNEI KDQTNLKEI TFL 176 36.05 73.93 89
PurpleKush_pep_CsPK_03G0031720 (+) 1 MTRQKI EI KKI ENI TARQVTFSKRRRGLFKKALELSTLCDAEI ALI VFSTTGKLYHYATSSMPQVI ERHKSHSDLHNKLSQPSDML ENERKRYALLKKELEKKTMELRHVMGENLQELSLEELKKLEKSVHI SLSRVNEI KDQTNLKEI TFL 177 35.90 74.36 90
CBDRx-18_pep_CsCBD_06G0003140 (+) 1 MTRQKI EI KKI ENI TARQVTFSKRRRGLFKKALELSTLCDAEI ALI VFSTTGKLYHYATSSMPQVI ERHKSHSDLHNKLSQPSDML ENERKRYALLKKELEKKTMELRHVMGENLQELSLEELKKLEKSVHI SLSRVNEI KDQTNLKEI TFL 177 35.90 74.36 90
PurpleKush_pep_CsPK_03G0032080 (+) 1 MTRQKI EI KKI DNI TARQVTFSKRRRGLFKKAQELSTLCDAQLALI VFLPL QVI KRHSLQSDYPEKSRQPS FDELQA FEGEKLENLSLEELKRLEKMI ETGLERVI ETKDNKFI HEI DSLKRKGVLLSEENKHLQQM 185 42.74 79.06 85
JL_Mother_Y_protein_KAF4381143.1 (+) 1 MTRQKI EI KKI DNI TARQVTFSKRRRGLFKKAQELSTLCDAQLALI VFSSTGKLYEYSSSSMQQVI KRHSLQSDYPEKSRQPS FDELQRHALLTREI AEKTMEI RHLKGEKLENLSLEELKRLEKMI ETGLERVI ETKDNKFI HEI DSLKRK QM 202 47.86 86.32 90
Finola_pep_CsFN_03G0005080 (+) 1 MTRQKI EI KKI DNI TARQVTFSKRRRGLFKKAQELSTLCDAQLALI FFFHC MQQVI KRHSLQSDYPEKSRQPS FDELQRHALLTREI AEKTMEI RHLKGEKLENLSLEELKRLEKMI ETGLERVI ETKDNKFI HEI DSLKRKGVLLSEENKHLQQM 206 45.76 87.18 96
PBBKush_pep_CsPBB_00G0236410 (+) 1 MTRQKI EI KKI DNI TARQVTFSKRRRGLFKKAQELSTLCDAQLALI VFSSTGKLYEYSSSSMQQVI KRHSLQSDYPEKSRQPS FDELQRHALLTREI AEKTMEI RHLKGEKLENLSLEELKRLEKMI ETGLERVI ETKDNKFI HEI DSLKRKGVLLSEENKHLQQM 211 50.22 89.74 94
pink_pepper_XP_030506400.2 (+) 1 MTRQKI EI KKI DNI TARQVTFSKRRRGLFKKAQELSTLCDAQLALI VFSSTGKLYEYSSSSMQQVI KRHSLQSDYPEKSRQPS FDELQRHALLTREI AEKTMEI RHLKGEKLENLSLEELKRLEKMI ETGLERVI ETKDNKFI HEI DSLKRKGVLLSEENKHLQQM 218 49.58 91.45 96
pink_pepper_XP_030506401.2 (+) 1 MTRQKI EI KKI DNI TARQVTFSKRRRGLFKKAQELSTLCDAQLALI VFSSTGKLYEYSSSSMQQVI KRHSLQSDYPEKSRQPS FDELQRHALLTREI AEKTMEI RHLKGEKLENLSLEELKRLEKMI ETGLERVI ETKDNKFI HEI DSLKRKGVLLSEENKHLQQM 217 49.79 91.45 96
pink_pepper_XP_030506402.2 (+) 1 MTRQKI EI KKI DNI TARQVTFSKRRRGLFKKAQELSTLCDAQLALI VFSSTGKLYEYSSSSMQQVI KRHSLQSDYPEKSRQPS FDELQRHALLTREI AEKTMEI RHLKGEKLENLSLEELKRLEKMI ETGLERVI ETKDNKFI HEI DSLKRKGVLLSEENKHLQQM 216 50.00 91.45 96
Ristevski_cs10_MADS_REF_XP_030506400.2 (+) 1 MTRQKI EI KKI DNI TARQVTFSKRRRGLFKKAQELSTLCDAQLALI VFSSTGKLYEYSSSSMQQVI KRHSLQSDYPEKSRQPS FDELQRHALLTREI AEKTMEI RHLKGEKLENLSLEELKRLEKMI ETGLERVI ETKDNKFI HEI DSLKRKGVLLSEENKHLQQM 218 49.58 91.45 96
Ristevski_cs10_MADS_REF_XP_030506402.2 (+) 1 MTRQKI EI KKI DNI TARQVTFSKRRRGLFKKAQELSTLCDAQLALI VFSSTGKLYEYSSSSMQQVI KRHSLQSDYPEKSRQPS FDELQRHALLTREI AEKTMEI RHLKGEKLENLSLEELKRLEKMI ETGLERVI ETKDNKFI HEI DSLKRKGVLLSEENKHLQQM 216 50.00 91.45 96
CBDRx-18_pep_CsCBD_06G0003150 (+) 1 MTRQKI EI KKI DNI TARQVTFSKRRRGLFKKAQELSTLCDAQLALI VFSSTGKLYEYSSSSMQQVI KRHSLQSDYPEKSRQPS FDELQRHALLTREI AEKTMEI RHLKGEKLENLSLEELKRLEKMI ETGLERVI ETKDNKFI HEI DSLKRKGVLLSEENKHLQQM 215 50.21 91.45 96
PurpleKush_pep_CsPK_03G0031700 (+) 1 MTRQKI EI KKI DNI TARQVTFSKRRRGLFKKAQELSTLCDAQLALI VFSSTGKLYEYSSSSMQQVI KRHSLQSDYPEKSRQPS FDELQRHALLTREI AEKTMEI RHLKGEKLENLSLEELKRLEKMI ETGLERVI ETKDNKFI HEI DSLKRKGVLLSEENKHLQQM 215 50.21 91.45 96
pink_pepper_XP_060965953.1 (+) 1 MTRQKI EI KKI DNI TARQVTFSKRRRGLFKKAQELSTLCDAQLALI VFSSTGKLYEYSSSSMQQVI KRHSLQSDYPEKSRQPS FDELQRHALLTREI AEKTMEI RHLKGEKLENLSLEELKRLEKMI ETGLERVI ETKDNKFI HEI DSLKRKGVLLSEENKHLQQM 215 50.21 91.45 96
LAConfidential_pep_CsLAC_00G0101240 (+) 1 MTRQKI EI KKI DNI TARQVTFSKRRRGLFKKAQELSTLCDAQLALI VFSSTGKLYEYSSSSMQQVI KRHSLQSDYPEKSRQPS FDELQRHALLTREI AEKTMEI RHLKGEKLENLSLEELKRLEKMI ETGLERVI ETKDNKFI HEI DSLKRKGVLLSEENKHLQQM 215 50.21 91.45 96
Finola_pep_CsFN_03G0004320 (+) 1 MTRQK KI KKI ENI TARQVTFSKRRRGLFKKALELSTLCDAEI ALI VFSTTGKLYHYATSSMPQVI ERHKSHSDLHNKLSQPSDML ENERKRYALLKKELEKKTMELRHI MGENLQELSLEELKKLEKSVHI SLSRVNEI KDQSNLKEI TFLQK GI ELLEDNQRVQQK 228 40.89 91.88 114
PBBKush_pep_CsPBB_00G0141490 (+) 1 MTRQKI EI KKI ENI TARQVTFSKRRRGLFKKALELSTLCDAEI ALI VFSTTGKLYHYATSSMPQVI ERHKSHSDLHNKLSQPSDML ENERKRYALLKKELEKKTMELRHVMGENLQELSLEELKKLEKSI HI SLSRVNEI KDQTNLKEI TFLQK GI ELLEDNQRVQQK 224 42.56 92.31 113
JL_Mother_Y_protein_KAF4350404.1 (+) 1 MAREKI QI KKI DNATARQVTFSKRRKGLVKKAEELSVLCDADVGLI I FSSTGKLFEYSNTSMKEI I DRHHLHSTNLEKLEQPSLKLQLVENNTYSKLCKEI SEKSHHLRQLRGEELHGLNI EELQRLEKSLEVGLSRVI EKKGEKI MKEI NELQMK I CNGRTR 217 92.74 92.74 0
Cannatonic_pep_CsCAN_00G0150040 (+) 1 MAREKI QI KKI DNATARQVTFSKRRKGLVKKAEELSVLCDADVGLI I FSSTGKLFEYSNT RI I DRHHLHSTNLEKLEQPSLKLQLVENNTYSKLCKEI SEKSHHLSAI ERRRTPWI KHRGAAAVREVLEVGLSRVI EKKGEKI MKEI NELQMKGKQLMEENERLRQQVVEI CNGRTR 227 88.26 97.01 24
pink_pepper_XP_060970326.1 (+) 1 MAREKI QI KKI DNATARQVTFSKRRKGLVKKAEELSVLCDADVGLI I FSSTGKLFEYSNTSMKEI I DRHHLHSKNLEKLEQPSLKLQLVENNTYSKLCKEI SEKSHHLRQLRGEELHGLNI EELQRLEKSLEVGLSRVI EKKGEKI MKEI NELQMKGKQLMEENERLRQQVVEI CNGRSR 234 98.72 100.00 3
PBBKush_pep_CsPBB_00G0166750 (+) 1 MAREKI QI KKI DNATARQVTFSKRRKGLVKKAEELSVLCDADVGLI I FSSTGKLFEYSNTSMKEI I DRHHLHSTNLEKLEQPSLKLQLVENNTYSKLCKEI SEKSHHLRQLRGEELHGLNI EELQRLEKSLEVGLSRVI EKKGEKI MKEI NELQMKGKQLMEENERLRQQVVEI CNGRTR 253 85.38 100.00 18
Finola_pep_CsFN_00G0010510 (+) 1 MAREKI QI KKI DNATARQVTFSKRRKGLVKKAEELSVLCDADVGLI I FSSTGKLFEYSNTSMKEI I DRHHLHSKNLEKLEQPSLKLQLVENNTYSKLCKEI SEKSHHLRQLRGEELHGLNI EELQRLEKSLEVGLSRVI EKKGEKI MKEI NELQMKGKQLMEENERLRQQVVEI CNGRTR 234 99.57 100.00 1
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Sequence ID Start Alignment End Identity Coverage Mismatches
1 180170160150140130120110100908070605040302010

Ristevski_cs10_MADS_REF_XP_030495246.1 (+) 1 MGRVKLQI KRI ENTTNRQVTFSKRRNGLI KKAYELSVLCDVDLALVMFSPSGRLSFFSSRNKSI EEI LGRYVNNLPQNDQGRQHNQEFLKRAI SQI RNEGDQHNNRTI TSRTSSDSQLEEI QQVI LCFRLQLKEMENRLRI YEGDPSEI TTLLEAEYWEQI LQETLKNVCLRKVDLLPKT 246 100.00 100.00 0
JL_Mother_Y_protein_KAF4381364.1 (+) 3 213 6.13 11.38 15
JL_Mother_Y_protein_KAF4350889.1 (+) 4 264 5.68 13.01 17
LAConfidential_pep_CsLAC_00G0178110 (+) 4 255 6.32 13.82 18
PurpleKush_pep_CsPK_00G0070200 (+) 1 M ETEKSI KFNKENFGL I W I WI RASN ET 146 3.13 16.67 30
Cannatonic_pep_CsCAN_00G0173390 (+) 1 M ALHSGI TSSHYFALLI FS I I LL 139 5.57 20.73 34
Finola_pep_CsFN_01G0036030 (+) 1 M ALHSGI TSSHYFALLI FS I I LL 139 5.57 20.73 34
JL_Mother_Y_protein_KAF4381198.1 (+) 30 323 6.06 21.95 36
PBBKush_pep_CsPBB_00G0057650 (+) 1 MG 341 3.77 22.76 36
LAConfidential_pep_CsLAC_00G0150930 (+) 1 M VEQQLRI FEPDALSI TSI EELESCENNLLDTLSRVTERKKDLLFST 178 7.72 22.76 32
pink_pepper_XP_030499290.2 (+) 1 M AI TSSHYFALLI FS I I LL 408 4.11 28.46 46
CBDRx-18_pep_CsCBD_04G0015600 (+) 1 M AI TSSHYFALLI FS I I LL 408 4.11 28.46 46
LAConfidential_pep_CsLAC_00G0195770 (+) 1 M AI TSSHYFALLI FS I I LL 408 4.11 28.46 46
JL_Mother_Y_protein_KAF4370541.1 (+) 1 M AI TSSHYFALLI FS I I LL 408 4.11 28.46 46
Finola_pep_CsFN_07G0025520 (+) 1 M AI TSSHYFALLI FS I I LL 408 4.11 28.46 46
JL_Mother_Y_protein_KAF4370539.1 (+) 1 MGRVKLQI KRI ENNTNRQVTFSKRRNGLI KKAYELSI LCDI DI ALI MFSPSGRLSHFSGKRR I EDVLSRYI NMPDHDRGG VVRNKEFLLGTLKTLK MESDI ALQI ANPTAVNSNL 123 34.74 47.97 52
PBBKush_pep_CsPBB_00G0124970 (+) 1 MGRVKLQI KRI ENNTNRQVTFSKRRNGLI KKAYELSI LCDI DI ALI MFSPSGRLSHFSGKRR I EDVLSRYI NMPDHDRGG I FEPDALSI TSI EELESCENNLLDTLSRVTERKKDLLFST 250 26.13 52.44 48
CBDRx-18_pep_CsCBD_04G0015610 (+) 1 MGRVKLQI KRI ENNTNRQVTFSKRRNGLI KKAYELSI LCDI DI ALI MFSPSGRLSHFSGKRR I EDVLSRYI NMPDHDRGG I FEPDALSI TSI EELESCENNLLDTLSRVTERKKDLLFST 251 26.05 52.44 48
PurpleKush_pep_CsPK_09G0028610 (+) 1 MGRVKLQI KRI ENNTNRQVTFSKRRNGLI KKAYELSI LCDI DI ALI MFSPSGRLSHFSGKRR I EDVLSRYI NMPDHDRGG I FEPDALSI TSI EELESCENNLLDTLSRVTERKKDLLFST 667 13.23 73.17 83
Ristevski_cs10_MADS_REF_XP_030497815.1 (+) 1 MGRVKLQI KRI ENNTNRQVTFSKRRNGLI KKAYELSI LCDI DI ALI MFSPSGRLSHFSGKRR I EDVLSRYI NMPDHDRGGVRNKEFLLGTLKTLKMESDI ALQI ANPTAVNSNLEELQLETRNLQHQVQMVEQQLRI FEPDALSI TSI EELESCENNLLDTLSRVTERKKDLLFST 306 31.61 75.20 87
pink_pepper_XP_030497815.1 (+) 1 MGRVKLQI KRI ENNTNRQVTFSKRRNGLI KKAYELSI LCDI DI ALI MFSPSGRLSHFSGKRR I EDVLSRYI NMPDHDRGGVRNKEFLLGTLKTLKMESDI ALQI ANPTAVNSNLEELQLETRNLQHQVQMVEQQLRI FEPDALSI TSI EELESCENNLLDTLSRVTERKKDLLFST 306 31.61 75.20 87
Ristevski_cs10_MADS_REF_XP_030495253.1 (+) 1 MGRVKLQI KRI ENTTNRQVTFSKRRNGLI KKAYELSVLCDVDLALVMFSPSGRLSFFSSRNKSI EEI LGRYVNNLPQNDQGRQHNQEFLKRAI SQI RNEGDQHNNRTI TSRTSSDSQLEEI QQVI LCFRLQLKEMENRLRI YEGDPSEI TTLLEAEYWEQI LQETLKNVCLRKVDLLPKT 230 99.57 93.50 1
pink_pepper_XP_030495253.1 (+) 1 MGRVKLQI KRI ENTTNRQVTFSKRRNGLI KKAYELSVLCDVDLALVMFSPSGRLSFFSSRNKSI EEI LGRYVNNLPQNDQGRQHNQEFLKRAI SQI RNEGDQHNNRTI TSRTSSDSQLEEI QQVI LCFRLQLKEMENRLRI YEGDPSEI TTLLEAEYWEQI LQETLKNVCLRKVDLLPKT 230 99.57 93.50 1
pink_pepper_XP_030495246.1 (+) 1 MGRVKLQI KRI ENTTNRQVTFSKRRNGLI KKAYELSVLCDVDLALVMFSPSGRLSFFSSRNKSI EEI LGRYVNNLPQNDQGRQHNQEFLKRAI SQI RNEGDQHNNRTI TSRTSSDSQLEEI QQVI LCFRLQLKEMENRLRI YEGDPSEI TTLLEAEYWEQI LQETLKNVCLRKVDLLPKT 246 100.00 100.00 0
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Figure S12 - Multiple Sequence Alignment Visualization of Clade SQUA from OG0001251

Sequence ID Start Alignment End Identity Coverage Mismatches
1 180170160150140130120110100908070605040302010

Ristevski_cs10_MADS_REF_XP_030481490.1 (+) 1 MGRGRVELKRI ENKI NRQVTFSKRRNGLLKKAHEI SVLCDAEVAVI VFSHKGKLSEYSTDSCMEKI LERYERYSYAERQLVSMDSETQLQI MQGNWTVEYSRLTAKI ELLQRNRRHYLGEDLDSLTLKDLTGLEQQI DI SLKQI RARRNQLMNETI SDLQKREKAAREENNLLEKKI KER 254 100.00 100.00 0
LAConfidential_pep_CsLAC_00G0219890 (+) 1 M SFL KAKAI QDRNNWI TNQI KED 103 9.23 33.86 61
JL_Mother_Y_protein_KAF4351524.1 (+) 1 MGRGRVEMKRI ENKI NRQVTFSKRRSGLLKKAHEI SVLCDAEVALI VFSTKGKLSEYSTNSSMERI LERYERYSYAERQLMSNDPE QT DKALQEQNNI LTKKI KEK 188 40.45 68.90 67
PBBKush_pep_CsPBB_00G0083660 (+) 1 MKRI ENKI NRQVTFSKRRSGLLKKAHEI SVLCDAEVALI VFSTKGKLSEYSTNSSMERI LERYERYSYAERQLMSNDPE QTGSWTLEHAKLKARMEVLQRNQKHFMGEELDSLSMKELQNLEQQLDSALKHVRSRKNQLMYESI SDLQKKDKALQEQNNI LTKKI KEK 184 53.71 72.44 61
PBBKush_pep_CsPBB_00G0054570 (+) 1 MGRGRVELKRI ENKI NRQVTFSKRRNGLLKKAHEI SVLCDAEVAVI VFSHKGKLSEYSTDSCMEKI LERYERYSYAERQLVSMDSETQLQI MQGNWTVEYSRLTAKI ELLQRNRRHYLGEDLDSLTLKDLTGLEQQI DI SLKQI RARRNQLMNETI SDLQKREKAAREENNLLEKKMPV 185 75.11 72.83 7
Chemdog91_pep_CsCD91_00G0095750 (+) 1 MEKI LERYERYSYAERQLVSMDSETQLQI MQGNWTVEYSRLTAKI ELLQRNRRHYLGEDLDSLTLKDLTGLEQQI DI SLKQI RARRNQLMNETI SDLQKREKAAREENNLLEKKI KER 192 100.00 75.59 0
LAConfidential_pep_CsLAC_00G0100110 (+) 1 MEKI LERYERYSYAERQLVSMDSETQLQI MQGNWTVEYSRLTAKI ELLQRNRRHYLGEDLDSLTLKDLTGLEQQI DI SLKQI RARRNQLMNETI SDLQKREKAAREENNLLEKKI KER 192 100.00 75.59 0
Cannatonic_pep_CsCAN_00G0023770 (+) 1 MG RGKLSEYSTDSCMEKI LERYERYSYAERQLVSMDSETQLQI MQGNWTVEYSRLTAKI ELLQRNRRHYLGEDLDSLTLKDLTGLEQQI DI SLKQI RARRNQLMNETI SDLQKREKAAREENNLLEKKI KER 206 80.71 81.10 1
JL_Mother_Y_protein_KAF4353550.1 (+) 1 MGRGRVELKRI ENKI NRQVTFSKRRNGLLKKAHEI SVLCDAEVAVI VFSHKGKLSEYSTDSCMEKI LERYERYSYAERQLVSMDSETQLQI MQGNWTVEYSRLTAKI ELLQRNRRHYLGEDLDSLTLKDLTGLEQQI DI SLKQI RARRNQLMNETI SDLQKREKAAREENNLLEKKI ALY 218 82.68 85.83 8
CBDRx-18_pep_CsCBD_00G0006380 (+) 1 MKRI ENKI NRQVTFSKRRSGLLKKAHEI SVLCDAEVALI VFSTKGKLSEYSTNSSMERI LERYERYSYAERQLMSNDPE QTGSWTLEHAKLKARMEVLQRNQKHFMGEELDSLSMKELQNLEQQLDSALKHVRSRKNQLMYESI SDLQKKDKALQEQNNI LTKKI KEK 250 54.23 93.31 96
Cannatonic_pep_CsCAN_00G0002570 (+) 1 MKRI ENKI NRQVTFSKRRSGLLKKAHEI SVLCDAEVALI VFSTKGKLSEYSTNSSMERI LERYERYSYAERQLMSNDPE QTGSWTLEHAKLKARMEVLQRNQKHFMGEELDSLSMKELQNLEQQLDSALKHVRSRKNQLMYESI SDLQKKDKALQEQNNI LTKKI KEK 250 54.23 93.31 96
Finola_pep_CsFN_09G0004890 (+) 1 MGRGRVEMKRI ENKI SRQVTFSKRRSGLLKKAHEI SVLCDAHVALI VFSTKGKLFNFSSSSSMEEI LERYESYSTNAQKHLQAAPTTSESQDSSKWTFEFPKLMSRVEI LQKNLRNCMGEDLALLSMRELQNI EQQI DI GLKRVRTRKNQI MHETLSDLQKKAKAI QDRNNWI TNQI KED 261 43.38 95.67 125
pink_pepper_XP_030485101.2 (+) 1 MGRGRVEMKRI ENKI SRQVTFSKRRSGLLKKAHEI SVLCDAHVALI VFSTKGKLFNFSSSSSMEEI LERYESYSTNAQKHLQAAPTTSESQDSSKWTFEFPKLMSRVEI LQKNLRNCMGEDLALLSMRELQNI EQQI DVGLKRVRTRKNQI MHETLSDLQKKAKAI QDRNNWI TNQI KED 262 42.86 95.67 126
Ristevski_cs10_MADS_REF_XP_030485101.2 (+) 1 MGRGRVEMKRI ENKI SRQVTFSKRRSGLLKKAHEI SVLCDAHVALI VFSTKGKLFNFSSSSSMEEI LERYESYSTNAQKHLQAAPTTSESQDSSKWTFEFPKLMSRVEI LQKNLRNCMGEDLALLSMRELQNI EQQI DVGLKRVRTRKNQI MHETLSDLQKKAKAI QDRNNWI TNQI KED 262 42.86 95.67 126
PurpleKush_pep_CsPK_08G0026950 (+) 1 MGRGRVEMKRI ENKI SRQVTFSKRRSGLLKKAHEI SVLCDAHVALI VFSTKGKLFNFSSSSSMEEI LERYESYSTNAQKHLQAAPTTSESQDSSKWTFEFPKLMSRVEI LQKNLRNCMGEDLALLSMRELQNI EQQI DVGLKRVRTRKNQI MHETLSDLQKKAKAI QDRNNWI TNQI KED 261 43.01 95.67 126
PurpleKush_pep_CsPK_06G0022270 (+) 1 MGRGRVEMKRI ENKI SRQVTFSKRRSGLLKKAHEI SVLCDAHVALI VFSTKGKLFNFSSSSSMEEI LERYESYSTNEQKHLQAAPTTSESQDSSKWTFEFPKLMSRVEI LQKNLRNCMGEDLALLSMRELQNI EQQI DI GLKRVRTRKNQI MHETLSDLQKKAKAI QDRNNWI TNQI KED 261 43.75 95.67 124
PBBKush_pep_CsPBB_00G0195530 (+) 1 MGRGRVEMKRI ENKI SRQVTFSKRRSGLLKKAHEI SVLCDAHVALI VFSTKGKLFNFSSSSSMEEI LERYESYSTNEQKHLQAAPTTSESQDSSKWTFEFPKLMSRVEI LQKNLRNCMGEDLALLSMRELQNI EQQI DI GLKRVRTRKNQI MHETLSDLQKKAKAI QDRNNWI TNQI KED 261 43.75 95.67 124
CBDRx-18_pep_CsCBD_10G0021440 (+) 1 MGRGRVEMKRI ENKI SRQVTFSKRRSGLLKKAHEI SVLCDAHVALI VFSTKGKLFNFSSSSSMEEI LERYESYSTNAQKHLQAAPTTSESQDSSKWTFEFPKLMSRVEI LQKNLRNCMGEDLALLSMRELQNI EQQI DI GLKRVRTRKNQI MHETLSDLQKKAKAI QDRNNWI TNQI KED 261 43.38 95.67 125
JL_Mother_Y_protein_KAF4385535.1 (+) 1 MGRGRVEMKRI ENKI SRQVTFSKRRSGLLKKAHEI SVLCDAHVALI VFSTKGKLFNFSSSSSMEEI LERYESYSTNEQKHLQAAPTTSESQDSSKWTFEFPKLMSRVEI LQKNLRNCMGEDLALLSMRELQNI EQQI DI GLKRVRTRKNQI MHETLSDLQKKAKAI QDRNNWI TNQI KED 261 43.75 95.67 124
Finola_pep_CsFN_04G0023150 (+) 1 MGRGRVEMKRI ENKI NRQVTFSKRRSGLLKKAHEI SVLCSSSPSRSTLPI PGNVSI FDVDDSMERI LERYERYSYAERQLMSNDPE QTGSWTLEHAKLKARMEVLQRNQKHFMGEELDSLSMKELQNLEQQLDSALKHVRSRKNQLMYESI SDLQKKDKALQEQNNI LTKKI KEK 273 46.64 96.06 112
Finola_pep_CsFN_04G0023620 (+) 1 MYRHRTAEKKYQDYLYRKVTFSKRRSGLLKKAHEI SVLCDAEVALLVFSTKGKLSEYSTNSSMERI LERYERYSYAERQLMSNDPE QTGSWTLEHAKLKARMEVLQRNQKHFMGEELDSLSMKELQNLEQQLDSALKHVRSRKNQLMYESI SDLQKKDKALQEQNNI LTKKI KEK 391 33.67 96.06 109
Ristevski_cs10_MADS_REF_XP_030485608.2 (+) 1 MGRGRVEMKRI ENKI NRQVTFSKRRSGLLKKAHEI SVLCDAEVALLVFSTKGKLSEYSTNSSMERI LERYERYSYAERQLMSNDPE QTGSWTLEHAKLKARMEVLQRNQKHFMGEELDSLSMKELQNLEQQLDSALKHVRSRKNQLMYESI SDLQKKDKALQEQNNI LTKKI KEK 256 55.26 96.06 97
pink_pepper_XP_030485608.2 (+) 1 MGRGRVEMKRI ENKI NRQVTFSKRRSGLLKKAHEI SVLCDAEVALLVFSTKGKLSEYSTNSSMERI LERYERYSYAERQLMSNDPE QTGSWTLEHAKLKARMEVLQRNQKHFMGEELDSLSMKELQNLEQQLDSALKHVRSRKNQLMYESI SDLQKKDKALQEQNNI LTKKI KEK 256 55.26 96.06 97
pink_pepper_XP_060968230.1 (+) 1 MGRGRVEMKRI ENKI NRQVTFSKRRSGLLKKAHEI SVLCDAEVALLVFSTKGKLSEYSTNSSMERI LERYERYSYAERQLMSNDPE QTGSWTLEHAKLKARMEVLQRNQKHFMGEELDSLSMKELQNLEQQLDSALKHVRSRKNQLMYESI SDLQKKDKALQEQNNI LTKKI KEK 256 55.26 96.06 97
pink_pepper_XP_030481491.1 (+) 1 MGRGRVELKRI ENKI NRQVTFSKRRNGLLKKAHEI SVLCDAEVAVI VFSHKGKLSEYSTDSCMEKI LERYERYSYAERQLVSMDSETQL QGNWTVEYSRLTAKI ELLQRNRRHYLGEDLDSLTLKDLTGLEQQI DI SLKQI RARRNQLMNETI SDLQKREKAAREENNLLEKKI KER 251 98.82 98.82 0
PurpleKush_pep_CsPK_08G0012860 (+) 1 MGRGRVELKRI ENKI NRQVTFSKRRNGLLKKAHEI SVLCDAEVAVI VFSHKGKLSEYSTDSCMEKI LERYERYSYAERQLVSMDSETQLQI MQGNWTVEYSRLTAKI ELLQRNRRHYLGEDLDSLTLKDLTGLEQQI DI SLKQI RARRNQLMNETI SDLQKREKAAREENNLLEKKI KER 254 100.00 100.00 0
Finola_pep_CsFN_09G0018350 (+) 1 MGRGRVELKRI ENKI NRQVTFSKRRNGLLKKAHEI SVLCDAEVAVI VFSHKGKLSEYSTDSCMEKI LERYERYSYAERQLVSMDSETQLQI MQGNWTVEYSRLTAKI ELLQRNRRHYLGEDLDSLTLKDLTGLEQQI DI SLKQI RARRNQLMNETI SDLQKREKAAREENNLLEKKI KER 254 99.61 100.00 1
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Figure S13 - Multiple Sequence Alignment Visualization of Clade MIKCS from OG0001495

Figure S14 - Multiple Sequence Alignment Visualization of Clade Bsister from OG0002194

Figure S15 - Multiple Sequence Alignment Visualization of Clade PI/GLO from OG0005875

Figure S16 - Multiple Sequence Alignment Visualization of Clade AGL12 from OG0006023

Sequence ID Start Alignment End Identity Coverage Mismatches
1 180170160150140130120110100908070605040302010

Ristevski_cs10_MADS_REF_XP_030493305.2 (+) 1 MGRLKLKI QRLESI SNRQVTYSKRRNGI LKKAKELSI LCDI DI ALLMFSPSGKPTLYQGERSNFEEVI TKFSQLTCQERAKRKLESLEALKKTFKKLDHDVNI QDFMGSSSQTI EDSMSQVRVLQAQLTGLQRRLSFWSNPDQI NDVENI I QI EDI LRESI NKI QI YKESFRKHQLLPLN 358 100.00 100.00 0
Chemdog91_pep_CsCD91_00G0163360 (+) 1 124 31.82 34.08 80
pink_pepper_XP_060968155.1 (+) 2 MGRLKLKI QRLESI SNRQVTYSKRRNGI LKKAKELSI LCDI DI ALLMFSPSGKPTLYQGERSNFEEVI TKFSQLTCQERAKRKLESLEALKKTFKKLDHDVNI QDFMGSSSQTI EDSMSQVRVLQAQLTGLQRRLSFWSNPDQI NDVENI I QI EDI LRESI NKI QI YK 343 95.53 95.53 0
JL_Mother_Y_protein_KAF4394809.1 (+) 1 MGRVKLKI KKLENTNGRQATYAKRKHGI MKKANELSI LCDI DI I LLMFSPTGKPSLCSGKR SI EEVI AKFAQLTPQERAKRKLESLEALKKTFKKLDHDVNI QEFLGTSSQTI EELSNQATLFQTQLSEI HKRLSYWTNPDKI DSVEHLGQMENSLRESLNQI RSHKENLQKQQFMSLD 351 47.96 95.53 166
JL_Mother_Y_protein_KAF4396743.1 (+) 1 MGRVKLKI KKLENTNGRQATYAKRKHGI MKKANELSI LCDI DI I LLMFSPTGKPSLCSGKR SI EEVI AKFAQLTPQERAKRKLESLEALKKTFKKLDHDVNI QEFLGTSSQTI EELSNQATLFQTHFLKYI RGSAI GPNPDKI DSVEHLGQMENSLRESLNQI RSHKENLQKQQFMSLD 344 47.50 95.53 171
pink_pepper_XP_030484796.1 (+) 1 MGRVKLKI KKLENTNGRQATYAKRKHGI MKKANELSI LCDI DI I LLMFSPTGKPSLCSGKR SI EEVI AKFAQLTPQERAKRKLESLEALKKTFKKLDHDVNI QEFLGTSSQTI EELSNQATLFQTQLSEI HKRLSYWTNPDKI DSVEHLGQMENSLRESLNQI RSHKENLQKQQFMSLD 351 49.44 97.49 171
Ristevski_cs10_MADS_REF_XP_030484795.1 (+) 1 MGRVKLKI KKLENTNGRQATYAKRKHGI MKKANELSI LCDI DI I LLMFSPTGKPSLCSGKRSSI EEVI AKFAQLTPQERAKRKLESLEALKKTFKKLDHDVNI QEFLGTSSQTI EELSNQATLFQTQLSEI HKRLSYWTNPDKI DSVEHLGQMENSLRESLNQI RSHKENLQKQQFMSLD 352 49.72 97.77 171
pink_pepper_XP_030484795.1 (+) 1 MGRVKLKI KKLENTNGRQATYAKRKHGI MKKANELSI LCDI DI I LLMFSPTGKPSLCSGKRSSI EEVI AKFAQLTPQERAKRKLESLEALKKTFKKLDHDVNI QEFLGTSSQTI EELSNQATLFQTQLSEI HKRLSYWTNPDKI DSVEHLGQMENSLRESLNQI RSHKENLQKQQFMSLD 352 49.72 97.77 171
CBDRx-18_pep_CsCBD_10G0004940 (+) 1 MGRVKLKI KKLENTNGRQATYAKRKHGI MKKANELSI LCDI DI I LLMFSPTGKPSLCSGKRSSI EEVI AKFAQLTPQERAKRKLESLEALKKTFKKLDHDVNI QEFLGTSSQTI EELSNQATLFQTQLSEI HKRLSYWTNPDKI DSVEHLGQMENSLRESLNQI RSHKENLQKQQFMSLD 352 49.72 97.77 171
PBBKush_pep_CsPBB_00G0070620 (+) 1 MGRVKLKI KKLENTNGRQATYAKRKHGI MKKANELSI LCDI DI I LLMFSPTGKPSLCSGKRSSI EEVI AKFAQLTPQERAKRKLESLEALKKTFKKLDHDVNI QEFLGTSSQTI EELSNQATLFQTQLSEI HKRLSYWTNPDKI DSVEHLGQMENSLRESLNQI RSHKENLQKQQFMSLD 352 49.72 97.77 171
LAConfidential_pep_CsLAC_00G0082750 (+) 1 MGRVKLKI KKLENTNGRQATYAKRKHGI MKKANELSI LCDI DI I LLMFSPTGKPSLCSGKRSSI EEVI AKFAQLTPQERAKRKLESLEALKKTFKKLDHDVNI QEFLGTSSQTI EELSNQATLFQTQLSEI HKRLSYWTNPDKI DSVEHLGQMENSLRESLNQI RSHKENLQKQQFMSLD 352 49.72 97.77 171
Finola_pep_CsFN_09G0031060 (+) 1 MGRVKLKI KKLENTNGRQATYAKRKHGI MKKANELSI LCDI DI I LLMFSPTGKPSLCSGKRSSI EEVI AKFAQLTPQERAKRKLESLEALKKTFKKLDHDVNI QEFLGTSSQTI EELSNQATLFQTQLSEI HKRLSYWTNPDKI DSVEHLGQMENSLRESLNQI RSHKENLQKQQFMSLD 352 49.72 97.77 171
Cannatonic_pep_CsCAN_00G0020060 (+) 1 MGRVKLKI KKLENTNGRQATYAKRKHGI MKKANELSI LCDI DI I LLMFSPTGKPSLCSGKRSSI EEVI AKFAQLTPQERAKRKLESLEALKKTFKKLDHDVNI QEFLGTSSQTI EELSNQATLFQTQLSEI HKRLSYWTNPDKI DSVEHLGQMENSLRESLNQI RSHKENLQKQQFMSLD 352 49.72 97.77 171
Finola_pep_CsFN_04G0017790 (+) 1 MGRLKLKI QRLESI SNRQVTYSKRRNGI LKKAKELSI LCDI DI ALLMFSPSGKPTLYQGERSNFEEVI TKFSQLTCQERAKRKLESLEALKKTFKKLDHDVNI PDFMGSSSQTI EDSMSQVRVLQAQLTGLQRRLSFWSNPDQI NDVENI I QMEDI LRESI NKI QI YKESFRKHQLLPLN 358 99.16 100.00 3
pink_pepper_XP_030493305.2 (+) 1 MGRLKLKI QRLESI SNRQVTYSKRRNGI LKKAKELSI LCDI DI ALLMFSPSGKPTLYQGERSNFEEVI TKFSQLTCQERAKRKLESLEALKKTFKKLDHDVNI QDFMGSSSQTI EDSMSQVRVLQAQLTGLQRRLSFWSNPDQI NDVENI I QI EDI LRESI NKI QI YKESFRKHQLLPLN 358 100.00 100.00 0
pink_pepper_XP_030493306.2 (+) 1 MGRLKLKI QRLESI SNRQVTYSKRRNGI LKKAKELSI LCDI DI ALLMFSPSGKPTLYQGERSNFEEVI TKFSQLTCQERAKRKLESLEALKKTFKKLDHDVNI QDFMGSSSQTI EDSMSQVRVLQAQLTGLQRRLSFWSNPDQI NDVENI I QI EDI LRESI NKI QI YKESFRKHQLLPLN 358 100.00 100.00 0
pink_pepper_XP_060968152.1 (+) 2 MGRLKLKI QRLESI SNRQVTYSKRRNGI LKKAKELSI LCDI DI ALLMFSPSGKPTLYQGERSNFEEVI TKFSQLTCQERAKRKLESLEALKKTFKKLDHDVNI QDFMGSSSQTI EDSMSQVRVLQAQLTGLQRRLSFWSNPDQI NDVENI I QI EDI LRESI NKI QI YKESFRKHQLLPLN 359 100.00 100.00 0
pink_pepper_XP_060968153.1 (+) 1 MGRLKLKI QRLESI SNRQVTYSKRRNGI LKKAKELSI LCDI DI ALLMFSPSGKPTLYQGERSNFEEVI TKFSQLTCQERAKRKLESLEALKKTFKKLDHDVNI QDFMGSSSQTI EDSMSQVRVLQAQLTGLQRRLSFWSNPDQI NDVENI I QI EDI LRESI NKI QI YKESFRKHQLLPLN 358 100.00 100.00 0
pink_pepper_XP_060968154.1 (+) 1 MGRLKLKI QRLESI SNRQVTYSKRRNGI LKKAKELSI LCDI DI ALLMFSPSGKPTLYQGERSNFEEVI TKFSQLTCQERAKRKLESLEALKKTFKKLDHDVNI QDFMGSSSQTI EDSMSQVRVLQAQLTGLQRRLSFWSNPDQI NDVENI I QI EDI LRESI NKI QI YKESFRKHQLLPLN 358 100.00 100.00 0
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Sequence ID Start Alignment End Identity Coverage Mismatches
1 180170160150140130120110100908070605040302010

Ristevski_cs10_MADS_REF_XP_030490980.2 (+) 1 MGRGKI KI SRI ENKI TRQVTFAKRRAGLLKKTHELAVLCDAQI GLI I FSANGKLYDFCSDPLSMQNI I QKYQLTTGTRI VEQNDTEQLHGEMRRI I SETQNLQLSLQRYTGEDLSSLTLGELNELEQVLVHASHNVRARKFEI LQQQMENLQRKI KEHQATAAAYEEQNQVHVTKI EEVE 242 100.00 100.00 0
JL_Mother_Y_protein_KAF4388994.1 (+) 1 MRRI I SETQNLQLSLQRYTGEDLSSLTLGELNELEQVLVHASHNVRARKFEI LQQQMENLQRKI KEHQAAAAAYEEQNQVHVTKI EEVE 168 86.90 62.40 5
CBDRx-18_pep_CsCBD_10G0010840 (+) 1 MGRGKI NI SRI ENKTTRQVTFAKRRAGLLKKTHELAVLCDAQI GLI I FSANGKLYEFCSDPLSMENI I QKYQLATGTQI MEQNDI EQMHGEMRRI MSETRNLQLSLQRYI GEDLSSLSLGELNELEHVLEHSSHKI RTRKFEI LQQQMENLERKLKEQQAAATTYEEQNEVNVRKI EEVE 250 72.59 96.28 45
Cannatonic_pep_CsCAN_00G0075010 (+) 1 MGRGKI NI SRI ENKTTRQVTFAKRRAGLLKKTHELAVLCDAQI GLI I FSANGKLYEFCSDPLSMENI I QKYQLATGTQI MEHNDI EQMHGEMRRI MSETRNLQLSLQRYI GEDLSSLSLGELNELEHVLEHSSHKI RTRKFEI LQQQMENLERKLKEQQAAATTYEEQNEVNVRKI EEVE 250 72.20 96.28 46
Chemdog91_pep_CsCD91_00G0011680 (+) 1 MGRGKI NI SRI ENKTTRQVTFAKRRAGLLKKTHELAVLCDAQI GLI I FSANGKLYEFCSDPLSMENI I QKYQLATGTQI MEHNDI EQMHGEMRRI MSETRNLQLSLQRYI GEDLSSLSLGELNELEHVLEHSSHKI RTRKFEI LQQQMENLERKLKEQQAAATTYEEQNEVNVRKI EEVE 250 72.20 96.28 46
Finola_pep_CsFN_09G0021140 (+) 1 MGRGKI NI SRI ENKTTRQVTFAKRRAGLLKKTHELAVLCDAQI GLI I FSANGKLYEFCSDPLSMENI I QKYQLATGTQI MEQNDI EQMHGEMRRI MSETHNLQLSLQRYI GEDLSSLSLGELNELEHVLEHSSHKI RTRKFEI LQQQMENLERKLKEQQAAATTYEEQNEVNVRKI EEVE 251 72.31 96.28 45
JL_Mother_Y_protein_KAF4355770.1 (+) 1 MGRGKI NI SRI ENKTTRQVTFAKRRAGLLKKTHELAVLCDAQI GLI I FSANGKLYEFCSDPLSMENI I QKYQLATGTQI MEHNDI EQMHGEMRRI MSETRNLQLSLQRYI GEDLSSLSLGELNELEHVLEHSSHKI RTRKFEI LQQQMENLERKLKEQQAAATTYEEQNEVNVRKI EEVE 250 72.20 96.28 46
LAConfidential_pep_CsLAC_00G0090280 (+) 1 MGRGKI NI SRI ENKTTRQVTFAKRRAGLLKKTHELAVLCDAQI GLI I FSANGKLYEFCSDPLSMENI I QKYQLATGTQI MEQNDI EQMHGEMRRI MSETRNLQLSLQRYI GEDLSSLSLGELNELEHVLEHSSHKI RTRKFEI LQQQMENLERKLKEQQAAATTYEEQNEVNVRKI EEVE 251 72.31 96.28 45
PurpleKush_pep_CsPK_08G0010530 (+) 1 MGRGKI NI SRI ENKTTRQVTFAKRRAGLLKKTHELAVLCDAQI GLI I FSANGKLYEFCSDPLSMENI I QKYQLATGTQI MEQNDI EQMHGEMRRI MSETRNLQLSLQRYI GEDLSSLSLGELNELEHVLEHSSHKI RTRKFEI LQQQMENLERKLKEQQAAATTYEEQNEVNVRKI EEVE 250 72.59 96.28 45
Ristevski_cs10_MADS_REF_XP_030484436.2 (+) 1 MGRGKI NI SRI ENKTTRQVTFAKRRAGLLKKTHELAVLCDAQI GLI I FSANGKLYEFCSDPLSMENI I QKYQLATGTQI MEQNDI EQMHGEMRRI MSETRNLQLSLQRYI GEDLSSLSLGELNELEHVLEHSSHKI RTRKFEI LQQQMENLERKLKEQQAAATTYEEQNEVNVRKI EEVE 251 72.31 96.28 45
pink_pepper_XP_030484436.2 (+) 1 MGRGKI NI SRI ENKTTRQVTFAKRRAGLLKKTHELAVLCDAQI GLI I FSANGKLYEFCSDPLSMENI I QKYQLATGTQI MEQNDI EQMHGEMRRI MSETRNLQLSLQRYI GEDLSSLSLGELNELEHVLEHSSHKI RTRKFEI LQQQMENLERKLKEQQAAATTYEEQNEVNVRKI EEVE 251 72.31 96.28 45
Finola_pep_CsFN_05G0014890 (+) 1 MGRGKI KI SRI ENKI TRQVTFAKRRAGLLKKTHELAVLCDAQI GLI I FSANGKLYDFCI YLLQYADI I QKYQLTTGTRI VEQNDTEQLHGEMRRI I SETQNLQLSLQRYTGEDLSSLTLGELNELEQVLVHASHNVRARKFEI LQQQMENLQRKI KEHQAAAAAYEEQNQVHVTKI EEVE 262 87.40 100.00 13
PurpleKush_pep_CsPK_06G0036280 (+) 1 MGRGKI KI SRI ENKI TRQVTFAKRRAGLLKKTHELAVLCDAQI GLI I FSANGKLYDFCSDPLSMQNI I QKYQLTTGTRI VEQNDTEQLHGEMRRI I SETQNLQLSLQRYTGEDLSSLTLGELNELEQVLVHASHNVRARKFEI LQQQMENLQRKI KEHQAAAAAYEEQNQVHVTKI EEVE 258 91.86 100.00 5
Ristevski_cs10_MADS_REF_XP_030490979.2 (+) 1 MGRGKI KI SRI ENKI TRQVTFAKRRAGLLKKTHELAVLCDAQI GLI I FSANGKLYDFCSDPLSMQNI I QKYQLTTGTRI VEQNDTEQLHGEMRRI I SETQNLQLSLQRYTGEDLSSLTLGELNELEQVLVHASHNVRARKFEI LQQQMENLQRKI KEHQATAAAYEEQNQVHVTKI EEVE 256 94.53 100.00 0
pink_pepper_XP_030490979.2 (+) 1 MGRGKI KI SRI ENKI TRQVTFAKRRAGLLKKTHELAVLCDAQI GLI I FSANGKLYDFCSDPLSMQNI I QKYQLTTGTRI VEQNDTEQLHGEMRRI I SETQNLQLSLQRYTGEDLSSLTLGELNELEQVLVHASHNVRARKFEI LQQQMENLQRKI KEHQATAAAYEEQNQVHVTKI EEVE 256 94.53 100.00 0
pink_pepper_XP_030490980.2 (+) 1 MGRGKI KI SRI ENKI TRQVTFAKRRAGLLKKTHELAVLCDAQI GLI I FSANGKLYDFCSDPLSMQNI I QKYQLTTGTRI VEQNDTEQLHGEMRRI I SETQNLQLSLQRYTGEDLSSLTLGELNELEQVLVHASHNVRARKFEI LQQQMENLQRKI KEHQATAAAYEEQNQVHVTKI EEVE 242 100.00 100.00 0
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Sequence ID Start Alignment End Identity Coverage Mismatches
1 180170160150140130120110100908070605040302010

Ristevski_cs10_MADS_REF_XP_030482855.1 (+) 1 MGRGKI EI KKI ENTSNRAVTYAKRKAGI FKKAKEI AI LCDVKVSLI I VSGSGKMDAMCSPDNSLSTI CEEYHKHSKEKLWPAKHENLHNEI EMVKKENENMVI ELRHLNGQDI NLNHYELI PI EEALENGLI SVRARKSELVNI LRQNLEAKEEEHKRLI CELHQKMEVVGDHGYHNHHH 213 100.00 100.00 0
Chemdog91_pep_CsCD91_00G0136580 (+) 1 MGRGKI EI KKI ENTSNRAVTYAKRKAGI FKKAKEI AI LCDVKVSLI I VSGSGKMDAMCSPDNSLSTI CEEYHKHSKEKLWPAKHENLHNEI EMVKKENENMVI ELRHLNGQDI NLNHYELI PI EEALENGLI SVRARKAS* 141 97.87 66.20 3
Finola_pep_CsFN_08G0037140 (+) 1 MDAMCSPDNSLSTI CEEYHKHSKEKLWPAKHENLHNEI EMVKKENENMVI ELRHLNGQDI NLNHYELI PI EEALENGLI SVRARKSELVNI LRQNLEAKEEEHKRLI CELHQKMEVVGDHGYHNHHH 160 100.00 75.12 0
PurpleKush_pep_CsPK_08G0032660 (+) 1 MGRGKI EI KKI ENTSNRAVTYAKRKAGI FKKAKEI AI LCDVKVSLI I VSGSGKMDAMCSPDNSLSTI CEEYHKHSKEKLWPAKHENLHNEI EMVKKENENMVI ELRHLNGQDI NLNHYELI PI EEALENGLI SVRARKSELVNI LRQNLEAKEEEHKRLI CELHQKMEVVGDHG 186 83.73 87.32 11
CBDRx-18_pep_CsCBD_10G0026750 (+) 1 MGRGKI EI KKI ENTSNRAVTYAKRKAGI FKKAKEI AI LCDVKVSLI I VSGSGKMDAMCSPDNSLSTI CEEYHKHSKEKLWPAKHENLHNEI EMVKKENENMVI ELRHLNGQDI NLNHYELI PI EEALENGLI SVRARKSELVNI LRQNLEAKEEEHKRLI CELHQKMEVVGDHGYHNHHH 213 100.00 100.00 0
JL_Mother_Y_protein_KAF4376578.1 (+) 1 MGRGKI EI KKI ENTSNRAVTYAKRKAGI FKKAKEI AI LCDVKVSLI I VSGSGKMDAMCSPDNSLSTI CEEYHKHSKEKLWPAKHENLHNEI EMVKKENENMVI ELRHLNGQDI NLNHYELI PI EEALENGLI SVRARKSELVNI LRQNLEAKEEEHKRLI CELHQKMEVVGDHGYHNHHH 216 98.61 100.00 0
PurpleKush_pep_CsPK_00G0094330 (+) 1 MGRVKI EI KKI ENTSNRAVTYAKRKAGI FKKAKEI AI LCDVKVSLI I VSGSGKMDAMCSPDNSLSTI CEEYHKHSKEKLWPAKHENLHNEI EMVKKENENMVI ELRHLNGQDI NLNHYELI PI EEALENGLI SVRARKSELVNI LRQNLEAKEEEHKRLI CELHQKMEVVGDHGYHNHHH 213 99.53 100.00 1
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Sequence ID Start Alignment End Identity Coverage Mismatches
1 180170160150140130120110100908070605040302010

Ristevski_cs10_MADS_REF_XP_030483127.1 (+) 1 MARGKVQLRRI ENPVHRQVTFCKRRAGLLKKAKELSVLCDAEI GLVI FSAHGKLYDLATKGTMQGLI EKYMKSTKGSLVAQADQQQPI LQTQSDQLDAKNEI SMLKQEI EI LQKGLRYMFGGGAGTMNLDELQI LEKNLELWI YHI RSAKMDI MSQEI QLLKNKEGI LKAANKYLQDKI E 213 100.00 100.00 0
Finola_pep_CsFN_00G0041960 (+) 1 MARGKVQLRRI ENPVHRRLL SI GLVI FSAHGKLYDLATKGTMQGLI EKYMKSTKGSLVAQADQQQPI LQTQSDQLDAKNEI AC* 84 73.33 39.44 7
Finola_pep_CsFN_00G0041970 (+) 1 MNLDELQI LEKNLELWI YHI RSAKMDI MSQEI QLLKNKEGI LKAANKYLQDKI E 87 100.00 40.85 0
Chemdog91_pep_CsCD91_00G0081560 (+) 1 MFGGGAGTMNLDELQI LEKNLELWI YHI RSAKMDI MSQEI QLLKNKEGI LKAANKYLQDKI E 95 100.00 44.60 0
LAConfidential_pep_CsLAC_00G0031180 (+) 1 MFGGGAGTMNLDELQI LEKNLELWI YHI RSAKMDI MSQEI QLLKNKEGI LKAANKYLQDKI E 95 100.00 44.60 0
JL_Mother_Y_protein_KAF4373163.1 (+) 1 MARGKVQLRRI ENPVHRQVTFCKRRAGLLKKAKELSVLCDAEI GLVI FSAHGKLYDLATKGTMQGLI EKYMKSTKGSLVAQADQQQPI LQTQSDQLDAKNEI SMLKQEI EI LQKGLRYMFGGGAGTMNLDELQI LEKNLELWI YHI RSAKMDI MSQEI QLLKNK 167 80.49 78.40 2
CBDRx-18_pep_CsCBD_01G0038030 (+) 1 MARGKVQLRRI ENPVHRQVTFCKRRAGLLKKAKELSVLCDAEI GLVI FSAHGKLYDLATKGTMQGLI EKYMKSTKGSLVAQADQQQPI LQTQSDQLDAKNEI SMLKQEI EI LQKGLRYMFGGGAGTMNLDELQI LEKNLELWI YHI RSAKMDI MSQEI QLLKNKEGI LKAANKYLQDKI E 213 100.00 100.00 0
Cannatonic_pep_CsCAN_00G0017120 (+) 1 MARGKVQLRRI ENPVHRQVTFCKRRAGLLKKAKELSVLCDAEI GLVI FSAHGKLYDLATKGTMQGLI EKYMKSTKGSLVAQADQQQPI LQTQSDQLDAKNEI SMLKQEI EI LQKGLRYMFGGGAGTMNLDELQI LEKNLELWI YHI RSAKMDI MSQEI QLLKNKEGI LKAANKYLQDKI E 213 100.00 100.00 0
PBBKush_pep_CsPBB_00G0247520 (+) 1 MARGKVQLRRI ENPVHRQVTFCKRRAGLLKKAKELSVLCDAEI GLVI FSAHGKLYDLATKGTMQGLI EKYMKSTKGSLVAQADQQQPI LQTQSDQLDAKNEI SMLKQEI EI LQKGLRYMFGGGAGTMNLDELQI LEKNLELWI YHI RSAKMDI MSQEI QLLKI REGI LKAANKYLQDKI E 214 98.60 100.00 2
PurpleKush_pep_CsPK_06G0028870 (+) 1 MARGKVQLRRI ENPVHRQVTFCKRRAGLLKKAKELSVLCDAEI GLVI FSAHGKLYDLATKGTMQGLI EKYMKSTKGSLVAQADQQQPI LQTQSDQLDAKNEI SMLKQEI EI LQKGLRYMFGGGAGTMNLDELQI LEKNLELWI YHI RSAKMDI MSQEI QLLKNKEGI LKAANKYLQDKI E 213 100.00 100.00 0
pink_pepper_XP_030483127.1 (+) 1 MARGKVQLRRI ENPVHRQVTFCKRRAGLLKKAKELSVLCDAEI GLVI FSAHGKLYDLATKGTMQGLI EKYMKSTKGSLVAQADQQQPI LQTQSDQLDAKNEI SMLKQEI EI LQKGLRYMFGGGAGTMNLDELQI LEKNLELWI YHI RSAKMDI MSQEI QLLKNKEGI LKAANKYLQDKI E 213 100.00 100.00 0
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Figure S17- Multiple Sequence Alignment Visualization of Clade AGL15 from OG0007459

Sequence ID Start Alignment End Identity Coverage Mismatches
1 180170160150140130120110100908070605040302010

Ristevski_cs10_MADS_REF_XP_030494537.1 (+) 1 MGRGKI EI KRI ENANSRQVTFSKRRAGLLKKAQELAI LCDAEVAVI I FSNTGKLFEYSSSGMKRTLARYNKCVDYPEGAI VDKTEKQDSKEVDDLKDEI AKLQRKQSRLLGEDLSGMSSKELQHLEHQLNDGLI SVKERKEKLLKEQLEQSRLQEQRAVLENETLRRQI EELRCLFPRAD 254 100.00 100.00 0
LAConfidential_pep_CsLAC_00G0085810 (+) 1 MLY I VSLI LSNF SVFQEQRAVLENETLRRQI EELRCLFPRAD 117 41.57 45.67 10
PurpleKush_pep_CsPK_00G0018340 (+) 1 MGRGKI EI KRI ENANSRQVTFSKRRAGLLKKAQELAI LCDAEVAVI I FSNTGKLFEYSSSGMKRTLARYNKCVDYPEGAI VDKTEKQDSKEVDDLKDEI AKLQRKQSRLLGEDLSGMSSKELQHLEHQLNDGLI SVKERKEKLLKEQLEQSRLQEQRAVLENETLRRQI EELRCLFPRAD 225 77.47 88.19 28
Chemdog91_pep_CsCD91_00G0161240 (+) 1 MGRGKI EI KRI ENANSRQVTFSKRRAGLLKKAQELAI LCDAEVAVI I FSNTGKLFEYSSSGMKRTLARYNKCVDYPEGAI VDKTEKQDSKEVDDLKDEI AKLQRKQSRLLGEDLSGMSSKELQHLEHQLNDGLI SVKERKEKLLKEQLEQSRLQEQRAVLENETLRRQI EELRCLFPRAD 254 100.00 100.00 0
PurpleKush_pep_CsPK_04G0000610 (+) 1 MQKGKI EI KRI ENANSRQVTFSKRRAGLLKKAQELAI LCDAEVAVI I FSNTGKLFEYSSSGMKRTLARYNKCVDYPEGAI VDKTEKQDSKEVDDLKDEI AKLQRKQSRLLGEDLSGMSSKELQHLEHQLNDGLI SVKERKEKLLKEQLEQSRLQEQRAVLENETLRRQI EELRCLFPRAD 264 95.45 100.00 2
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