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Figure S1: A: The sequence of the identified region. B: Detail Vector map of pRNAi vector: (pRNAi vector is a kind gift from Dr. Alga Zuccaro, Max Planck institute, Germany). pRNAi vector is specially constructed for knockdown of a particular gene in P. indica.
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Figure S2: Development of PiPho85 knock down strain. (A) P. indica transformants containing RNAi construct was selected on media containing Hygromycin (primary and secondary seelction). (B) Presence of RNAi construct in the transformants genome was confirmed by PCR of Hyg gene, both the transformants were having the RNAi construct. (C) (i) PCR assay of PiPho85 expression in the selected transformants (TC1 and TC2; empty vector [denoted as ‘E’] was used as a control) (ii) q-RT-PCR was done to check the expression of PiPho85 relative to the non-transformed strain.  The expression of PiPho85 got reduced by 46% and 54% in TC1 and TC2 respectively. (D) Presence of siRNA was checked in TC2 strain in duplicate. siRNA was detected in abundance. 


Figure S3: Full length PiPho85 isolated by RACE PCR. Sequence in green shade represents the 5’UTR region, sequence in grey shade represents the 3’ UTR and yellow shade represents the poly A tail. Red color with underline represents the start and stop codon. The full length gene contains 5’UTR of 117bp, 3’UTR of 170bp and an ORF of 1113bp.  

Figure S4: A deduced amino acid sequence of PiPho85.The ORF was translated by using translate tool (http://expasy.org/tools/dna.html). The PiPho85 polypeptide is of 370 amino acids.


Figure S5: Alignment of the predicted amino acid sequence of PiPho85 with Multiple sequence alignment of deduced amino acid sequence of PiPho85. Alignment was performed with Pho85 or CDK of S. reilianum, U. maydis, C. neoformans, P. graminis, R. solani, S. cerevisiae, A.gossypii, C. albicans, Y.lipolytica, N. crassa, S. sclerotonium, A.thaliana, H. sapience and CDC28 of P.indica and S. cerevisiae. Highly conserved amino acids are shown as red, less conserved are shown as blue while neutral amino acids are in black color.

Table S1: Summary of the similarity percentage between PiPho85 and Pho85 and CDK5 of other fungal species by BLAST analysis. 
	S.
No
	Organism
	Gene bank 

 accession no.
	Protein

%
	TY consensus sequence
	PSTAIRE Domain
	Kinase

Domain consensus sequence
	ATP Binding

Domain

	1.
	Saccharomyces cerevisiae
	CAA68773.1

	54
	+
	+
	+
	+

	2.
	Candida albicans
	Q9HGY5.1
	54
	+
	+
	+
	+

	3.
	Neurospora crassa
	XP_958274.1
	57
	+
	+
	+
	+

	4.
	Sclerotinia sclerotiorum
	XP_001591780.1
	59
	+
	+
	+
	+

	5.
	Yarrowia lipolytica
	XP_503264.1

	76
	+
	+
	+
	+

	6.
	Sporisorium reilianum
	CBQ71888.1
	64
	+
	+
	+
	+

	7.
	Ustilago maydis
	XP_011388110.1
	64
	+
	+
	+
	+

	8.
	Cryptococcus neoformans
	OWT35567.1
	67
	+
	+
	+
	+

	9.
	Puccinia graminis
	XP_003321865.2
	70
	+
	+
	+
	+

	10.
	Rhizoctonia solani
	KDN34786.1
	47
	+
	+
	+
	+

	11.
	Human Cdk5
	CAG33322.1

	50
	+
	+
	+
	+

	12.
	A thaliana
	NP_566911.1
	45
	+
	+
	+
	+

	13.
	Piriformospora indica  CDC28
	CCA67263.1
	44
	+
	+
	+
	+


Note: Similarity between proteins was analyzed by BLAST tool and to predict the presence of different domains, Interproscan tool was used.
Table S2: Summary of percentage identity between PiPho85 and other fungal, plant, insect and mammal. 
	Sr

no
	Organism
	Gene bank  accession no
	Protein (%)
	TY consensus sequence
	PSTAIRE Domain
	Kinase

Domain consensus sequence
	ATP Binding

Domain

	1.
	Homo sapience Cdk5
(Mammal)
	CAG33322.1

	50
	+
	+
	+
	+

	2.
	A. thaliana
(Plant)
	NP_566911.1
	45
	+
	+
	+
	+

	3.
	P. indica  CDC28
(Fungus)
	CCA67263.1
	44
	+
	+
	+
	+

	4
	Drosophila busckii cdk5

     (Insect)


	ALC41142.1
	54
	+
	-
	+
	+


Note: Similarity between proteins was analyzed by BLAST tool and to predict the presence of different domains, Interproscan tool was used.

GCACTTCTCATTCTCATTTCGATACATTGTAGCTCGAGAAACTAGGCGAGGGCACCTATGCCACCGTGTACAAGGCGAGTCAGCGTCCAGACCGTCGCTCCGAGGAGCTCGTTTTTCCGTCAAATATGCTGATACGAGTCTCGTTGGCGACCTACAGGGCAGATCGCGCACGAATAATGAAATCGTTGCGCTCAAGGAAATCCACCTCGATGCCGAAGAGGGGACGCCATCGACTGCGATTCGCGAGATCAGTTTGATGAAAGAGC





        5’UTR                                                          +1start codon


AGCCATCAAGGCAGACTCAACAGCGACAAAAGCACAGTCCTTGATCTCGTTTGATACGAGTCCATCGTTCTTTCCCTATCTTCGTGTCTCCGTAACCACCAAAGCGCCGAGTCCATCATGGCCATGAACTATATCCAGCTCGAGAAACTAGGCGAGGGCACCTATGCCACCGTGTACAAGGGCAGATCGCGCACGAATAATGAAATCGTTGCGCTCAAGGAAATCCACCTCGATGCCGAAGAGGGGACGCCATCGACTGCGATTCGCGAGATCAGTTTGATGAAAGAGCTTCGACATCCGAATATCGTGCGCTTACACGACGTCGTTCACACTGAACTCAAGCTCGTTCTCATCTTTGAGTTTTGCGAGCAAGACTTGAAGCGCTACATGGACACTCATGGCAAGCGTGGTGCTCTCGAGCCGAATACGGTCCGTAGCTTTATGCATCAGCTTTGCAAGGGTGTTGCGTTTTGTCACGAGAATCGTGTCCTGCATCGTGACCTCAAGCCACAGAATCTTCTCGTCAATCGTAAAGGCGAACTTAAGATTGGAGATTTCGGTCTTGCTCGTGCATTTGGTGTTCCTGTCAATACCTTTTCCAACGAAGTCGTTACGCTGTGGTATCGCTCACCCGACGTTTTGATGGGTTCTCGCACTTATAGCACTTCTATTGACGTCTGGTCGATTATGCGACACCGTGGAACTCCGTCAGAGGCGGAGCTTAAGAAGATGCAGGAGGAATCGCCCGAGATCCAGATCAAAGTCTTTCCTCAATTCCCACCCATCCCCTGGAACCAACTTTTGCCGACGGCGACCCCATTAGCGATCGATTTGTTGGATCGGCTGCTCAAATTTGACCCGAATCGACGCATGAGCTGCCAGGATGCGCTACCTCACCAGTACTTTACGATGCAGTCTCAGCACCCACTGTACTTGCATGCGCCCGTGTCGAGTGGGCTGCCGAGTGGCATGGCACCTCAGCCAGTTATGTACGACCCTGTGGCGCAAGCGACCGCCCAAGCCCACGCGGCATTTACTCAGCAGACTGCCTACTTGTACCAACAGCAGCAGCAACAGCAGCAACAGCAAGCAGCAGCGGCAGCCCAGGCAGCGGCAGCGGCACACGGAATGCATGCCCCTCATGCTGCGGCGCCGCAGATGCAACCGGGGATGCAGCCAGGATATATGCAGCCGAATCCGTACATGAACATGCCGTACACGAAGCGATAAGGGCTGACGGGAATGACAGCAAGCCTGCTTAGACTGGGGGGGGGCTTGCTTTTTTTTGAAGCTGGGGTTTTTTTTTTTGGCCCCTTGGACTATGCTATTGGCGTGTAATGTAGCAAGCGTGATATGACTTTTATTGGTCATGGAAAAAAAAAAAAAAAAAAAAAAAAAAA                                3’ UTR


                   Poly A tail





    1 ATGGCCATGAACTATATCCAGCTCGAGAAACTAGGCGAGGGCACCTATGCCACCGTGTAC


     1 M  A  M  N  Y  I  Q  L  E  K  L  G  E  G  T  Y  A  T  V  Y


   61 AAGGGCAGATCGCGCACGAATAATGAAATCGTTGCGCTCAAGGAAATCCACCTCGATGCC   


    21 K  G  R  S  R  T  N  N  E  I  V  A  L  K  E  I  H  L  D  A


  121 GAAGAGGGGACGCCATCGACTGCGATTCGCGAGATCAGTTTGATGAAAGAGCTTCGACAT


    41 E  E  G  T  P  S  T  A  I  R  E  I  S  L  M  K  E  L  R  H


  181 CCGAATATCGTGCGCTTACACGACGTCGTTCACACTGAACTCAAGCTCGTTCTCATCTTT


    61 P  N  I  V  R  L  H  D  V  V  H  T  E  L  K  L  V  L  I  F


  241 GAGTTTTGCGAGCAAGACTTGAAGCGCTACATGGACACTCATGGCAAGCGTGGTGCTCTC


    81 E  F  C  E  Q  D  L  K  R  Y  M  D  T  H  G  K  R  G  A  L


  301 GAGCCGAATACGGTCCGTAGCTTTATGCATCAGCTTTGCAAGGGTGTTGCGTTTTGTCAC


   101 E  P  N  T  V  R  S  F  M  H  Q  L  C  K  G  V  A  F  C  H


  361 GAGAATCGTGTCCTGCATCGTGACCTCAAGCCACAGAATCTTCTCGTCAATCGTAAAGGC


   121 E  N  R  V  L  H  R  D  L  K  P  Q  N  L  L  V  N  R  K  G


  421 GAACTTAAGATTGGAGATTTCGGTCTTGCTCGTGCATTTGGTGTTCCTGTCAATACCTTT


   141 E  L  K  I  G  D  F  G  L  A  R  A  F  G  V  P  V  N  T  F


  481 TCCAACGAAGTCGTTACGCTGTGGTATCGCTCACCCGACGTTTTGATGGGTTCTCGCACT


   161 S  N  E  V  V  T  L  W  Y  R  S  P  D  V  L  M  G  S  R  T


  541 TATAGCACTTCTATTGACGTCTGGTCGATTATGCGACACCGTGGAACTCCGTCAGAGGCG


   181 Y  S  T  S  I  D  V  W  S  I  M  R  H  R  G  T  P  S  E  A


  601 GAGCTTAAGAAGATGCAGGAGGAATCGCCCGAGATCCAGATCAAAGTCTTTCCTCAATTC


   201 E  L  K  K  M  Q  E  E  S  P  E  I  Q  I  K  V  F  P  Q  F


  661 CCACCCATCCCCTGGAACCAACTTTTGCCGACGGCGACCCCATTAGCGATCGATTTGTTG


   221 P  P  I  P  W  N  Q  L  L  P  T  A  T  P  L  A  I  D  L  L


  721 GATCGGCTGCTCAAATTTGACCCGAATCGACGCATGAGCTGCCAGGATGCGCTACCTCAC


   241 D  R  L  L  K  F  D  P  N  R  R  M  S  C  Q  D  A  L  P  H


  781 CAGTACTTTACGATGCAGTCTCAGCACCCACTGTACTTGCATGCGCCCGTGTCGAGTGGG


   261 Q  Y  F  T  M  Q  S  Q  H  P  L  Y  L  H  A  P  V  S  S  G


  841 CTGCCGAGTGGCATGGCACCTCAGCCAGTTATGTACGACCCTGTGGCGCAAGCGACCGCC


   281 L  P  S  G  M  A  P  Q  P  V  M  Y  D  P  V  A  Q  A  T  A


  901 CAAGCCCACGCGGCATTTACTCAGCAGACTGCCTACTTGTACCAACAGCAGCAGCAACAG


   301 Q  A  H  A  A  F  T  Q  Q  T  A  Y  L  Y  Q  Q  Q  Q  Q  Q


  961 CAGCAACAGCAAGCAGCAGCGGCAGCCCAGGCAGCGGCAGCGGCACACGGAATGCATGCC


   321 Q  Q  Q  Q  A  A  A  A  A  Q  A  A  A  A  A  H  G  M  H  A


 1021 CCTCATGCTGCGGCGCCGCAGATGCAACCGGGGATGCAGCCAGGATATATGCAGCCGAAT


   341 P  H  A  A  A  P  Q  M  Q  P  G  M  Q  P  G  Y  M  Q  P  N


 1081 CCGTACATGAACATGCCGTACACGAAGCGATAA 1113


   361 P  Y  M  N  M  P  Y  T  K  R  - 370
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