Primers used in this study

Appendix-I

Primer’ Sequence (5’- 3’)
Mg-MAT1-1-F TCAGCTCGCCCAAATCAACAAT
Mg-MAT1-1-R ACTCAAGACCCGGCACGAACAT
Mg-MAT1-2-F GAGTTGCCTGCCCGCTTCTG
Mg-MAT1-2-R GGCTTGGTCGTTGGGGATTGT
5'FAR1-F TAAGGAATTTGGTGGCAGATT
5'FAR1-K-R GGGGTACCCAGGAGCAGGCAACTCCTC
HY-K-F GGGGTACCGCCGCGACGTTAACTGATATT
HY800-R TATTGACCGATTCCTTGCG
YG-F TGTCGAGAAGTTTCTGATCGA
YG-R GG-GGTACCGCTGGTGACGGAATTTTCAT
3’FAR1-F GG-GGTACCGGGGGAGAAACCCATTCA
3'FAR1-R TTCTGGTGCCATGATCAGAGT
FAR1-Xhol-F GAGAGACTCGAGATGTTTGCTCGGTCCAAGA
FAR1-Pstl-R GAGAGACTGCAGTTAGGATTCTTCCATGATGCC
FAR1-Xbal-R GGTCTAGATTAGGATTCTTCCATGATGCC
FAR1-SN-F TTTTTACTAGTCATATGATGTTTGCTCGGTCCAAGA
FP1.5-Spel-F GAGAGAACTAGTCTCGTAGGTGCGAAGCAGA
FAR1-Prom-R GGGGTACCCTTTTCAGGAAACGAAGGAGC
GFP-KpnlI-F TTTTTGGTACCATGGTGAGCAAGGGCGAGG
GFP-NSC-X-R GAGAGACTCGAGCTTGTACAGCTCGTCCATGC
FAR1-Real-F ATGTTTGCTCGGTCCAAGA
FAR1-Real-R GCGTCTAAAGATGGGGCGTT

PMK1-SN-F [TTTTTACTAGTCATATGATGTCTCGCGCCAATCCA

PMK1-XP-R TTTTTCTCGAGCTGCAGTTACCGCATAATTTCCTGG
Pmk1-Real-F ATGTCTCGCGCCAATCCA
Pmk1-Real-R AACATAGAATGATCGAACGGG

MoTub-F GAGTCCAACATGAACGATCT

MoTub-R GTACTCCTCTTCCTCCTCGT

ngActin Sc F ATGGATTCTGAGGTTGCTGC

ngActin Sc R [TGATACCTTGGTGTCTTGGTC

MoSTE2-RT-F ATGGACCAGACACTATCAGCA

MoSTE2-RT-R ATGGCAGTGTTGAAGGCGA

MoCyB2-RT-F ACAGTTGGTCTCGAACGAGAA

MoCyB2-RT-R [TTACGTGTGGTTCTTGTCGTC

M-CycB1-RT-F ATGGCTTATCACCACCACA

M-CycB1-RT-F ACTTCCATGTGTCTCATGTGT
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ATGTTTGCTCGGTCCAAGAGCAAATTCCACGGCTTCGGCGCAGACAAGCGCCAGCAAGAGTCAGGATTCTTGGGTTCAGACTCAAGA
TCTAGGACAACCTCTGAGCGACCTTACACGGCAACCTCCTTCAACGCCCCATCTTTAGACGCACCATCATACGCTCCTTCGTTTCCTGAA
AAGAGTAGGTTCCAAGTTCCCGCCACCCACCGTGTTTCCTACCCTTTAATTCCCTGATCTTTCGTCAACTCTGGCCTAGTCCAAACCTAG
CCGCTGGATGACCATTGGGTCGCACTCTTTCCATCGTTGCATTCCTCCTCTACGCTTCCAGGTCTTCTGCGCCTCATCACACCCAAATTCC
ATGGCGCACACATAGCTGACTTGACGGCTTTTTCTTCGCCACTTGAAATTCAGACAGCTCCATATCAAGTGGTACAATTAAGCCACCCC
AGTCCCACCGTTCGTCGGCATCGGTTTCCTCCAACCACTCTGTTGACAGCTACGGGAGATCAATCGCACCAAACATGAGTTCAGAACG
TGCGCGCACGCGCAGGGAGCGTACCTTTGTGGGCTCCGAGTGTGCCGTCTGTGAGGAGCCATTAGAACACACTCTCCGTGGAGAGAG
GATACTTCAGTTCTCCTGTGGTCATGTGTCCCACGAGGCCTGCTTTTATGAGTACATCAAGGAGATAGAGTCACAGTATTGCCCGTCCT
GCAATGCGCCTCTGCACCTGGACACAAGTCGGGGTGGAAACGTGCTCGATATAGGTAGGCTCCCAAGTAAAGCCAGCTACGTTGTCG
CTCCCCGCTGACGGTCATTGCCCTACCAGAAAAAATCAGCAACCTCGTCAGGTCGGTGAACTCAGATTCGAGGTCAATTGGAACACCA
ACACCGACCCCTCAACAATGGGATGATCATGGGCGTCCGCAAAGCCGGGGTTCGAATGCACGTTCTGGTTCTGGAGTTGGCTTAAGC
CATCCTAGCAGCCACAATGGCAGGGACAACGCCATGCCGCGGAGCAACCGAGACACACGAGACAGCGGGCACAGCAACCCCCATTC
GGAACGATATATGAGACATGGGCGTAGTGACAGCGAAGCGACGGGAGTGGCGTCTTCGACAGGTTACCCTGAGACAACACAGAGC
GGAGGCCCCAGGCGCGCCCACGACTACGACTTGCAAGCCATGGAGACGTCGCTCGCAAGCCCTCGGAGCATTGCACGAAACCCGATC
CCTCTCCCGACCGTGACCGTTCGCTCAGAGTTCCCCACGATCAACAGGTCTCGACAACAACAAACTTTGACATGTCTTATTACCATCGA
GGTACCCGACTGCAAATGGCGACCAGACCCCGAGGACTTGCCAATGGGAAATATCCACTCCCCGCAACAAATGCACCACCAGGCCCC
TCAACAGGTACCATCACGGATGGACGCTCGCGTCGCCGAAGATCCGTATGGTCCCACATCACCTACACAGTCGGTGCCTCGCTTCTTTC
CCTACGAGTCGCGCGAGGTACTTGAGGAAATGACGGAGAATTTGAGAAATAGGGTGGACAACTGGCACGGACTTGATTTCAGCAGA
TTCGGCAAGCTTCGTCTGTATGGCACGCTGAGGGTGGGCAAGGATAAAATATCGTGGCAGGAGCTTGAGTGCTACCTTTTCGCCGAG
ATGCTCATTTGCGTCAAGGAGAAGAAGACACCGGCTGGCGCCCAGCAGCAATGGGACGAGAATGGCTTGCCTCGCAAGCCGCGCTG
CACCCTCAAGGGTTCCATCCTCATCAAGAAGCACTTGAACGAGGTTTCTGAAACGGGGAGTATCGACGAGAATGTGCTCACCCTTAAC
CTTTCGGTGGCAGAGCTTTCGCAATTCCACCTGCGATTCCAAAACCGCAACCAACTCAAGCTGTGGCAACAGGCTCTCATGGATCTTAA
TGCTGTTGAAACCTCCCCAGTACGGAGCCCAGACTATGAGCGTGGCGAATTCTCCGAGGCCGAAGAGGATGAGTGGCAACGCAGCC
AACAACAAGGACAGAGAACGTCGTCCTTGGCCTCCTCAACTTGGAACGGACCGAAATCCACGACGACCGCCCCCACCGAGTACACCA
GCGTTGCAAAGAGCCCGCTGTTCCCTCCCGTGCACGTCCCAATCGACGTCGTGGTTGTGGTGCCTATATCGAGCTCCATGCAAGGTGTC
AAGATCAACTTGGTCCGAGATGCCCTCAGGTTCATGGTCCATCAGCTCGGCGACCGTGACCGGATGGGTCTCGTGACCTTTGGATCTG
GTGGAGGTGGTGTACCAATCGTGGGCATGACGACTAAGTCTTGGCACGGCTGGGGAGGTGTCCTGAACTCTATCAAGCCGGTGGGA
CAAAAGAGCCACCGGGCAGATGTTGTCGAGGGTGCCAATGTTGCCATGGACCTGCTGATGCAGAGGAAGTACAACAACCCAATTGC
CACCATCATGCTCATCAGTGACGCTTCAACCTCGGATGCCGACAGCGTGGACTTTGTCGTGTCAAGAGCAGAGGCTGCCAAGTAAGCT
GGATCTGCGTATGACTTTAACTGTTGGAAACATCATACTAATAACACTCACTTTAGGATCTCGATCCACTCATTTGGCCTCGGAATGAC
GCACAAGCCCGACACCATGATTGAGCTTTCAACCAGAACAAAGGCCTCATACACCTATGTCAAGGACTGGATGATGTTGAGGGAATG
CCTTGCCGGCTGCCTTGGATCTGCCCAAACATTGTCTCACCAGAACGTGAAACTCAAGTTGAAATTGCCCGAAGGATCGCCAGCAAAG
TTCCACAAGATCAGTGGTGCACTCCAAATCACCAAGCGCGCAACGGGTCGGGACGCCGAGGCTTCTCTGGGAGACCTGCGGTTTGGC
GACAAGAGGGATATATTGGTGCAACTGGTGATCCTTCCAGACACCGCCTCAGAAGACCAGCTGCCACAAGATCCATGGGAGACCATC
GTATCTGGCCTCGAAGCGCTGGGTGGACCAATGGACCCTGAAGAGCAGCGCACAGTCTCTGTCGAGGAAGTCCCGCTTATCCAGGCG
GATCTTAACTGGGGCGACATACTCCGTGACGGCACCTTGATGCACATGCCTCGTCCGTCACTCCTCGCCATCACAATGCTGCCTGCGAC
AAACCACCAAAAGTCCAAGTCGTGGCAAAACACCCCTCCAATCCCGCCTCACCCGCACATCGTGCAGCGACGGATGGAGCTTTTGACA
TCAGACATGCTGACAAGGGCATTGACGCTCGTGTCAAGAGGCCAGCACGACCGTGCCCACACACTTTTGAACGAGACACGTTCAATTC
TCAAGGGGTTGGGCAAGGGAGGTCTACCCCCTGTCCCGCCGGCTGCGTCCAGGTCGCAACCGTCGACGCCTCACCCGAACCATGAAG
GATCCCCTACCTCGCTCACTCCAGAACGCAAACATTCTCCCTCGCCCACTGCATCAGCAACGTCGCATTATCCGCCACACATGACCCAG
GCAATGATGCGCAGACCTTCAACGGACGCTCTCAGCGCATTGCACGGTGGGCCGGGATCCAGCGGCATTGATGTGCAGACCGTTTCA
GCGCTGGACTCGGAGCTCATGTCAGCGCTCGAATGGATCGGCCATCCCGCCGTCTTTGGGCGCGACAGCCGCAAGGCTGTGTTGCAG
GCCATTGGTGTGATCAGCTCTCAGCGCGCCTTTACGTTCCGCACGCCGATCGAGGCTTTGTGGGCCGGAAGGATCTCGGGCGTCAAGA
AACTTACCGAGCACTCGCGTGAGTGGAGAGAAGAGGGTGGTGGCGAGGGTGGCATCATGGAAGAATCCTAA.

*Red colour indicates intronic sequences in the gene.
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MFARSKSKFHGFGADKRQQESGFLGSDSRSRTTSERPYTATSFNAPSLDAPSYAPSFPEKNSSISSGTIKPPQSHRSSASVSSNHSVDSYGRS
IAPNMSSERARTRRERTFVGSECAVCEEPLEHTLRGERILQFSCGHVSHEACFYEYIKEIESQYCPSCNAPLHLDTSRGGNVLDIEKISNLVRSV
NSDSRSIGTPTPTPQQWDDHGRPQSRGSNARSGSGVGLSHPSSHNGRDNAMPRSNRDTRDSGHSNPHSERYMRHGRSDSEATGVASS
TGYPETTQSGGPRRAHDYDLQAMETSLASPRSIARNPIPLPTVTVRSEFPTINRSRQQQTLTCLITIEVPDCKWRPDPEDLPMGNIHSPQQ
MHHQAPQQVPSRMDARVAEDPYGPTSPTQSVPRFFPYESREVLEEMTENLRNRVDNWHGLDFSRFGKLRLYGTLRVGKDKISWQELEC
YLFAEMLICVKEKKTPAGAQQQWDENGLPRKPRCTLKGSILIKKHLNEVSETGSIDENVLTLNLSVAELSQFHLRFQNRNQLKLWQQALMD
LNAVETSPVRSPDYERGEFSEAEEDEWQRSQQQGQRTSSLASSTWNGPKSTTTAPTEYTSVAKSPLFPPVHVPIDVVVVVPISSSMQGVKI
NLVRDALRFMVHQLGDRDRMGLVTFGSGGGGVPIVGMTTKSWHGWGGVLNSIKPVGQKSHRADVVEGANVAMDLLMQRKYNNPIA
TIMLISDASTSDADSVDFVVSRAEAAKISIHSFGLGMTHKPDTMIELSTRTKASYTYVKDWMMLRECLAGCLGSAQTLSHQNVKLKLKLPE
GSPAKFHKISGALQITKRATGRDAEASLGDLRFGDKRDILVQLVILPDTASEDQLPQDPWETIVSGLEALGGPMDPEEQRTVSVEEVPLIQA
DLNWGDILRDGTLMHMPRPSLLAITMLPATNHQKSKSWQNTPPIPPHPHIVQRRMELLTSDMLTRALTLVSRGQHDRAHTLLNETRSILK
GLGKGGLPPVPPAASRSQPSTPHPNHEGSPTSLTPERKHSPSPTASATSHYPPHMTQAMMRRPSTDALSALHGGPGSSGIDVQTVSALDS
ELMSALEWIGHPAVFGRDSRKAVLQAIGVISSQRAFTFRTPIEALWAGRISGVKKLTEHSREWREEGGGEGGIMEES*
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