L& AF170197 (Neocallimastix patriciarum 18S ribosomal RNA...

L« AF170192 (Neocallimastix frontalis isolate MCH-3 18Srib...

L« JF423626 (Neocallimastix frontalis clone NZRold-05 18Sr...
L+ FJ)501298 (Caecomyces sp. AF-CTS-CHCel 18S ribosomal...
L+ AF492020 (Caecomyces communis 18S ribosomal RNA ge...
Ce FJ501296 (Orpinomyces sp. AF-CTS-BTO1 18S ribosomal ...
Ce JNS60942 (Orpinomyces sp. NRFI-1 18S ribosomal RNA g...

Ce Orp.sp.KF6-id265 (Orpinomyces)

L+ AJ864475-REFSEQ (modified) (Orpinomyces sp. OUS1 part...
L« JQ326213 (Orpinomyces sp. JISSA-BRL-1 18S ribosomal R...
Ce AY091485 (Anaeromyces sp. W-98 18S ribosomal RNA ge...
L& AF170203 (Piromyces sp. JB-1999 isolate PAC1 18S ribos...
P& JF423621 (Caecomyces sp. NZB7 clone NZB7-01 18Sribo...
L« AF492019 (Piromyces polycephalus 18S ribosomal RNA ge...

L« EU330178 (Piromyces polycephalus isolate CTS-47 18Sri...

L« GQ857643 (Piromyces sp. AF-CTS-ACP2 18S ribosomal R...
L« GQ857640 (Piromyces sp. AF-CTS-CAP2 18S ribosomal R...
Ce AY429665 (Piromyces sp. Prl 18S ribosomal RNA gene, pa...
L+ PirE2-ScottContig_l(modified) (ITS1 and 2 regions of rRNA...
Ce JF974091 (Piromyces sp. A BRL-3 18S ribosomal RNA gen...
Ce JF974105 (Piromyces sp. F GRL-7 18S ribosomal RNA gen...

Ce JF423827 (Uncultured fungus clone D3-WG-ITS400Rw36 ...
Ce JF423651 (Uncultured fungus clone D2-WG-ITS400Rw14 ...
Ce JF423666 (Uncultured fungus clone D2-WG-ITS400Rw3S ...

Ce JX184652 (Uncultured fungus clone 3F3_44 18S ribosoma...
Ce JX184582 (Uncultured fungus clone 3F1-37 18S ribosoma...
L« EU414755 (Anaeromyces sp. GE09 clone Al 18S ribosom...
L« EU414756 (Anaeromyces sp. GE09 clone A2 18S ribosom...
L« EU414757 (Anaeromyces sp. GE09 clone A3 18S ribosom...
L+ EU414759 (Anaeromyces sp. GE09 clone A9 18S ribosom...
L+ EU414758-REFSEQ (modified) (Anaeromyces sp. GE09 clo...

L& HQS585904 (Piromyces sp. PGL25 18S ribosomal RNA gen...

Le GU910236 (Uncultured Neocallimastigales clone 9SC4cdO...

L« JN887641 (Anaeromyces sp. NFRI-15 18S ribosomal RNA...

L« JN943019 (Anaeromyces cf. mucronatus ZU2 internal tran...
L+ JNS60946 (Anaeromyces sp. NRFI-6 18S ribosomal RNA ...

e HQ263341 (Anaeromyces sp. 2 SSD-2011 strain NDRI2 1...
L& JF974130 (Anaeromyces sp. C CRL-3 18S ribosomal RNA ...

Ce GQ857634 (Anaeromyces sp. AF-CTS-RUAL 18S ribosom...

L& AY997042 (Cyllamyces aberensis isolate AFTOL-ID 846 int...
L« EU835673 (Cyllamyces aberensis isolate AF-CTS-BF-1 inte...
Ce EUD43229 (Cyllamyces sp. CB3B1 18S ribosomal RNA gen...
L« FJ)S01261 (Neocallimastix sp. AF-CTS-OAN1 internal trans...
Ce JQ934913 (Uncultured Neocallimastigales clone YN4_5X 1...
Ce JQ934914 (Uncultured Neocallimastigales clone YN4_6X 1...

L+ Cae.sp.OF1-id269 (Caecomyces)

L« JF974109 (Caecomyces sp. A GRL-11 18S ribosomal RNA...

L« JF974085 (Orpinomyces joyonii strain BRL-3 18S ribosom...
e HQ263339 (Orpinomyces sp. 7 SSD-2011 strain NDRI1S ...
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SuppFig. 2. Alignment of part of the ITS1 region across a range of anaerobic fungi from all the
known genera. The sequences of the modified MN100 primer used by Liggenstoffer et al. (2010)
(TCCTACCCTTTGTGAATTTG) is indicated (green). For all clades except Buwchfawromyces,
there is a good match for this primer. However, for members of the Buwchfawromyces, there are
several mismatches at the 3' end of the primer binding site (red square) which are likely to impede

PCR amplification.



