Text S1
Supplementary methods.
G. multicoccum NIES-1038/1039 MID identification.

NIES-1038 MID fragment amplification was performed by nested PCR [1] with the genomic DNA sample extracted previously [2]: primers for 1st PCR were CCGMID-F1 and mt-R4; for 2nd PCR, dMT-dF3 and mt-R4; the resulting fragment was directly sequenced (all primers used in this study are summarized in Table 2).  For subsequent experiments, NIES-1038 genomic DNA was isolated using the Plant Genomic Miniprep Kit (SIGMA, St. Louis, MO). The NIES-1038 MID flanking region was amplified by inverse PCR [3]: digests of genomic DNA with BamHI, EcoRI, HindIII or PstI were self-ligated in 2X ligation mix (Takara bio inc., Shiga, Japan); amplification by LA Taq in GC Buffer II (Takara bio inc.) as follows: 95C/5 min, followed by 35 cycles of 95C/30sec, 50C/30 sec and 72C/3 min and 72C/7 min.  Resulting fragments were directly sequenced. For PCR-based MID distribution assay, genomic DNA samples from NIES-1038/1039 were prepared by a “colony PCR” method [4].  The specific primers used in the PCR assay for MID distribution were Gmul-Fwd and Gmul-Rev; ITS_a_short and ITS_b_short for the 18S rDNA internal transcribed spacer region [5] as control; PCR was performed as follows: 94C/2 min, followed by 35 cycles of 98C/15 sec, 55C/30 sec and 68C/30 sec using KOD FX Neo (TOYOBO, Osaka, Japan). 

In the following species, PCR assay experiments were conducted using the same reaction composition and cycles, except for MID specific primers. 

G. multicoccum NIES-1708 MID identification.

Genomic DNA was isolated as previously described [6].  Nested genomic PCR was performed following MID fragment amplification by nested RT-PCR [6]: primers for 1st PCR were CCGMID-F1 and mt-R4; for 2nd PCR, dMT-dF3 and mt-R4; the resulting fragment was directly sequenced.  Flanking regions were TA-cloned and sequenced after amplification by inverse PCR [3] (digestion, self-ligation, amplification and direct-sequencing were performed as in NIES-1038); primers used: Forward, GmMIDbF; Reverse, GmMIDaR. 

G. octonarium MID identification.

NIES-851/852 total RNA isolation and nested RT-PCR were performed as described previously [6] using the CapFishing full-length cDNA premix kit (Seegen, Seoul, Korea); primer pair for the 1st PCR: Forward, CCGMID-F1, Reverse, 3’-RACE primer of the kit; for the 2nd PCR: Forward, dMT-dF3 [7], Reverse, mt-R4 [6].  Genomic DNA of NIES-852 was isolated as in NIES-1038.  Flanking regions were cloned and sequenced after amplification by TAIL-PCR [8] with specific primers for 5’ orientation: 1st, GoMID_Rev4; 2nd, GoMID_Rev5; 3rd, GoMID_Rev6; specific primers for 3’-orientation: 1st, GoMID_B_Fwd1; 2nd, GoMID_B_Fwd2; 3rd, GoMID_B_Fwd3.  For PCR assay, specific primers Goct-Fwd and Goct-Rev were used; genomic DNA samples of NIES-851/852 were prepared by the “colony PCR” method [4].
G. quadratum MID identification.

Genomic DNA samples of NIES-652 and 653 were extracted as described [9].  Genomic PCR of NIES-652 or 653 were performed using KOD FX Neo (TOYOBO) with degenerate primers: Forward, Goni-MID-F, Reverse, Goni-MID-R; cycling  condition was 94C/2 min, followed by 35 cycles of 98 C/15 sec, 55C/30 sec. and 66C/30 sec; the resulting fragment from NIES-652 was cloned and sequenced.  Flanking regions were amplified by TAIL-PCR [8] with specific primers for 5’-orientation: 1st, GQM-F1; 2nd, GQM-F2, 3rd, GQM-F3; specific primers for 3’-orientation: 1st, GQM-R3; 2nd, GQM-R2; 3rd: GQM-R1; the resulting fragments were directly sequenced.  For the PCR assay, specific primers Gqua-Fwd and Gqua-Rev were used.
G. viridistellatum MID identification.

MID fragment amplification was performed as in G. multicoccum NIES-1038 with NIES-654/655 genomic DNA extracted essentially as described previously [10-13].  For inverse PCR, NIES-654 genomic DNA was newly prepared with the GenElute Plant Genomic DNA Mini Kit (SIGMA). Flanking regions were cloned and sequenced after amplification by inverse PCR [3] (digestion, self-ligation, amplification and direct-sequencing as in NIES-1038); primers used: Forward, GoMID-BF; Reverse, GoMID-AR.  For the PCR assay, specific primers Gvir-Fwd and Gvir-Rev were used.
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