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>MGG_01676.7
MSTITTTALQSGQPPIIPLSFNANQPETIRLYPLSN
YTFGVKETQPEEDPSVLARLKRLEEHYNAHGMRRTC
EGILVCHEHNHPHILMLQIANAFFKLPGDYLRPEDD
EVEGFKARLDERLAPVGRLGEGEEAGDWQIGDCLAQ
WWRPNFETFMYPFVPAHVTRPKECKKLYFIQLPNSK
VLSVPKNMKLLAVPLFELYDNSARYGPQLSAIPHLL
SKYNFEFVDEQGNVVAQTPGSGPGEGDHVPKTKVLA
GGDDVDMKQENGAH

Score:181 Expect: 2.3e-14
Sequence Coverage: 60%

>MGG_03159.7
MPSAANQKGAVSAEDDGLTLADLPKSWRFTSALPAD
PEYPTPADSHKTPREQIGPRMVRGALFSWVRPERQR
DPELLGVSPAALRTLGIRPSEVHTDEFLQTAVGNKL
HGWSEEKLEGDGYPWAQCYGGFQFGQWANQLGDGRA
ISLFEATNPKTGERYEVQLKGAGLTPYSRFADGKAV
LRSSIREFVASESLHALGVPTTRALALSLLPHQKVR
RETVEPGAIVVRFAQSWIRLGTFDLLRARGDRDLIR
KLATYVAEDVLGGWENLPGRLVDPDKPSLEECSPAL
ASMVESAAEDSSKSPIRRGIPEAEVEGPSEMAENRF
VRLYREICRRNAITVAHWQAYGFMNGVLNTDNTSII
GLSMDYGPFAFVDVFDPSYTPNHDDHALRYSYRNQP
TIIWWNLVRLGEALGELLGAGADIDDPNFVDKGVKD
EAAAEPIISRAEALITQAGTEYRAVFLAEYKRLMCA
RLGLRTHKDSDFDKLFSELLDTMEAAELDFNFFFRR
LSSLPLTDISTEADAEKNASLFFYEEGVTGILGEEK
ARKRVGAWLCAWRDRVREDWGEPRDAERMEAMRRVN
PNFVPRGWILDEVIRRVEKEGERDVLRRLMHMSLNP
FDESWNGKTFDGKIYEGDEAEEKRWIANVPKYKRAM
QC

Score: 234 Expect: 1.2e-19
Sequence Coverage: 41%

Figure S4. RBP35A and RBP35B are part of the fungal CFI complex.

(A) The C-terminal RBP35-HA-FLAG translational fusion construct restores ∆rbp35 colony

morphology on CM plates. C1 and C10 are two different ∆rbp35 transformants containing

the RBP35-HA-FLAG construct.

(B) Immunoblots of wild type (total protein extract) and ∆rbp35/RBP35-HA-FLAG (HA

eluate) strains corroborate the C-terminal processing of RBP35-HA-FLAG.

(C) Mass spectrometry analysis of RBP35 complex identifies CFI25 and YdiU proteins.

Unique matched peptides detected are underlined. Scores higher than 57 are significant

(p<0.05).


