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* * * * * * * * * * * * * *
MAAEADGQERDRPEPLVASLMQRSETPDTEHARPRKRTRRACDKCSASRTRCDGECPCRRCE PASATANNNHNTNGSINSRRDSWPLSHRRNSI-RNDSNLVRSGNGNGSSNS—-—---— NSNGISQASCSS
MAAEADGQERDRPEPLVGSLAQHSETPDTEHARPRKRTRRACDKCSASRTRCDGECPCRRCED LPASATANN----TGSISARRESWPLSTRRGSI-RNDSPLSRNANGNSNGSSSNGHAMGYGNAISQASPSS
MAAEADGQERDRPEPLVASLMHRSETPDTEHARPRKRTRRACDKCSASRTRCDGECPCR LPASATANNHNTNGSSINARRDSWPQSHRRGSI-RNDSNLGRSSNGNSNSNS-----—--— NSNGISQASCSS
MAAEADGQERDRPEPLVASLMHRSETPDTEHARPRKRTRRACDKCSASRTRCDGECPCR LPASATANNHNTNGSSINARRDSWPQSHRRGSI-RNDSILGRSSNGNSNSNS—-—---— NSNGISQASCSS
MATEADGEQRDRPQPLVASGHDRGSTPDAEHARPRKRTRRACDKCSASRTRCDGEYPCR PASATANNHNNSNGSISNRRDSWASSARRGSITIRRDSNIGHSGNGNG-—---—-——-—-— NGNGISRASVSS
MAAEADGQERDRPEPLVASLMHRSETPDTEHARPRKRTRRACDKCSASRTRCDGECPCR LPASATANNHNTNGSSINARRDSWPQSHRRGSI-RNDSILGRSSNGNSNSNS—-—---— NSNGISQASCSS
MAAEADGQERHRPEPLVAPLAQRSETPDTEHARPRKRTRRACDKCSASRTRCDGECPCR LPASATANN--—--— GNISARRDSWPLSTRRGSI-RNDSHPSRNANGNINSSNSNGHAMANGIAISQTSSSS
MAAEADGQERDRPEPLVGSLAQHSETPDTEHARPRKRTRRACDKCSASRTRCDGECPCR LPASATANN--—--— GNISARRESWPLSTRRGSI-RNDSPLSRNANGNSNGSSSNGHAMGYGNAISQASPSS

E

MAAEADGQERHRRGSLVASVTQRSETPDTEHARPRKRTRRACDKCSASRTRCDGECPCR R sRLPASATGNN----HSNISARRDSWPLSSRRGSI-RNDPHLDRNANGNSNSNSSNGHAMGNGSVISQASPSP
MATEADGEQRDRPQPLVASEHDRGSTPDAEHARPRKRTRRACDKCSASRTRCDGEYPCRRCED RYNREVEKKRGRLPASATAN--HKSNGSISNRRDSWASSTRRGSITIRRESNIGHTSNGSS-—-—-—-—-—---— NGNGISRASVSS
**:****::*.* .**'. ':'.***:************************** *****************************'*' '.*. **:**' * **'** *.:. :'.**' . . **::* * x
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* * * * * * * * * * * * * * *

PSATSASISSSTVGQHPFADPVDAASAGPDGVTLD-RDQVTMSDTRQDVLHAISQPYSQSRTAPPLSVPSLIQVGLQPPPPORSAIGNPLSVNVEDGQFADSEVVLSDESAGYPSPVNGRPHIEAGNTRQHRGSFKSTPSHERNRESFEST
LSATSPSISSSTVAQHPFDDPTDATSARPEGAPLDPRDRAAMSDVRPDVLHSISAPFPQSRPAPPLSVPSLSQVGLQPPSAQRASISNPLSVNVEDGQFGDSEVVVSDESVGYPSPINTRPHAEL--NRQHRASGKSTHSHERNRESEST
PSA---SISSSTVGQHPFADTVDATSAGPESVTLDQRDQVTVPDARQDMLHSISQPYSSGRTAPPLSVPSLIQVGLQPPPPORSSIGNSLSVSVEFDGQFADSEVVLSDESAGYPSPVNGRAPIEAGSARQHRGSFKSTPSHERNRESEFST
PSA---SISSSTVGQHPFADPVDATSAGPESVTLDQRDQVTVPDARQDMLHSISQPYSQSRTAPPLSVPSLIQVGLQPPPPORSSIGNSLSVSVEFDGQFADSEVVLSDESAGYPSPVNGRPPIETGSARQHRGSFKSTPSHERNRESEFST
PSATSASISSSTAARRSLTDPVDVTTATTDD----—-— DQIALQDSRQDVLHSISQPYPQSRPAPPLSVPSLIQVGIQPPMPPRSSISNSLSVNVFEGQFGDSEVALSDGSVGYPSPVDRRPHVEAANSRQHRGSFKSTPSIERNRESEST
PSA---SISSSTVGQHPFADPVDATSAGPESVTLDQRDQVTVPDARQDMLHSISQPYSQSRTAPPLSVPSLIQVGLOQPPPPORSSIGNSLSVSVEFDGQFADSEVVLSDESAGYPSPVNGRPPIETGSARQHRGSFKSTPSHERNRESEFST
PSATSPSISSSTVAQHPFGDPTDATSARPEGVPLDPRDRVTMPDARQDVLHSISAPFPQSRPAPPLSVPSLSQVGLOQPPPAQRASISHPLSVNVEDGQFGDSEVVLSDESVGYPSPVNTRPHAEV--NRQHRASFKSTHSHERNRESFST
LSATSPSISSSTVAQHPFDDPTDATSARPEGAPLDPRDRVAMSDVRPDVLHSISAPFPQSRPAPPLSVPSLSQVGLQPPSAQRASISNPLSVNVFEGQFGDSEVVVSDESVGYPSPINTRPHAEL--NRQHRASGKSTHSHERNRESEST
-SATSPSISSSTVAQHPFAGPADATSARPEGVPLDPRDRVTMSDARQDVLHSISAPFPQSRPAPPLSVPSLTQVGLOQPPPAQRASISNPLSVNVEDGQYGDSEVILSDESAGYPSPVNTRPHAEV--NRQHRASFKSTHSHERNRESFST

PSA---SISSSSAARHSLTDAVDVTTATTED----—— DQITLODARQDVLHSISQPYPQSRPAPPLSVPSLIQVGIQPPMPPRSSISNPLSVNVFDGQFGDNEVALSDGSVGYPSPVDRRSHAEAANARQHRGSFKSTPSHERNRESFST
ko kKK it T Kean kK Kakkakk Ka Kk KKAKKKKKK KKK kKK kaak s kKK kkakk K Kk skk Kk kkkkkga Kk Kk KKK K KKK ok KKK KK KKK

300 310 320 330 340 350 360 370 380 390 400 410 420 430 440

* * * * * * * * * * * * * * *

AAT-AHDSGALMLDFFHKAPNEDCWYKFLEPILPYIRNIIPASVACDLLDIFLTDPGSSLFRVASPYILTRVFRKKSIIHPTAPRYTTPALLATILWCVAQTADVMMLHVPGSRAKVVNDLYDLATSLISERDPDRWRRIHGGLRAENET
AATTSHDVGGLMLDFFHRAPNEDCWYKFLEPILPYIRNIIPASVACDLLDIFLTDPGSSLFRVASPYILTRVFRKKSIVHPTNPRYTTPALLATILWCVAQTADVMMLHVPGSRAKVVNDLYDLATSLISERDPDRWRRIHGGLRAENEA
AAT-GHDAAGLMLDFFHKAPNEDCWYKFLEPILPYIRNIIPASVACDLLDIFLTDPGSSLFRVASPYILTRVFRKKSIVHPTNPRYTTPALLATILWCVAQTADVMMLHVPGSRAKVVNDLYDLATSLISERDPDRWRRIHGGLRAENET
AAT-GHDAAGLMLDFFHKAPNEDCWYKFLEPILPYIRNIIPASVACDLLDIFLTDPGSSLFRVASPYILTRVFRKKSIVHPTNPRYTTPALLATILWCVAQTADVMMLHVPGSRAKVVNDLYDLATSLISERDPDRWRRIHGGLRAENET
N---SHDAGGLMLDFFHKAPNDDCWYKFLEPILPYIRNIIPASVACDLLEIFLTDPGSSLFRVASPYILTRVFRKKSITHPTNPRYTTPALLATILWCVAQTADVMMLHVPGTRAKIVNDLYDLATSLISERDPDRWRRIHGGLRAENET
AAT-GHDAAGLMLDFFHKAPNEDCWYKFLEPILPYIRNIIPASVACDLLDIFLTDPGSSLFRVASPYILTRVFRKKSIVHPTNPRYTTPALLATILWCVAQTADVMMLHVPGSRAKVVNDLYDLATSLISERDPDRWRRIHGGLRAENET
AATTNHDAGGLMLDFFHKAPNEDCWYKFLEPILPYIRNIIPASVACDLLDIFLTDPGSSLFRVASPYILTRVFRKKSIVHPTNPRYTTPALLATILWCVAQTADVMMLHVPGSRAKVVNDLYDLATSLISERDPDRWRRIHGGLRAENEA
AATTSHDVGGLMLDFFHRAPNEDCWYKFLEPILPYIRNIIPASVACDLLDIFLTDPGSSLFRVASPYILTRVFRKKSIVHPTNPRYTTPALLATILWCVAQTADVMMLHVPGSRAKVVNDLYDLATSLISERDPDRWRRIHGGLRAENEA
AATASHDAGGLMSDFFHKAPNEDCWYKFLEPILPYIRNIIPASVACDLLDIFLTDPGSSLFRVASPYILTRVFRKKSIVHPTNPRYTTPALLATILWCVAQTADVMMLHVPGSRAKVVNDLYDLAVSLISERDPDRWRRIHGGLRAENET
N---SHDAGGLMLDFFHKAPNDDCWYKFLEPILPYIRNIIPASVACDLLEIFLTDPGSSLFRVASPYILTRVFRKKSITHPTNPRYTTPALLATILWCVAQTADVMMLHVPGTRAKIVNDLYDLATSLISERDPDRWRRIHGGLRAENET
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* * * * * * * * * * * * * * *
X1r2 PHPRLPNAPTVPKTTVNNEPAGEIDDVLTFHILLSIAVSGSDFKSDCYKWWSKATRLAFSLGLNREDEQCAGPVTPCANPLCSCKKDQDGS I YNMELREERRRVFWLLYALDRHLALSFNSALTIPDSYCEVYSPLPEAVWENLDTIPPSE
OTA07803.1  PHPRLPNAPTMPKTTVNNEPAGEIDDVLTEILLSIAVSGSDFKSDCYKWWSKATRLAFALGLNREDEQCAGPVTPCANPLCSCRKEQDGSLYNLELREERRRVEWLLYALDRHLALSFNSALTIPDSYCEVYSPLPEAIWENLDTIPPSE
OPB37586 PHPRLPNAPTVPKTTVNNEPAGETDDVLTHILLSIAVSGSDFKSDCYKWWSKATRLAFSLGLHREDEQCAGPVTPCANPLCSCKKDODGS I YNLELREERRRVFWLLYALDRHLALSFNSALTIPDSYCEVYSPLPEAVWENLDTIPPSE
TH 79686 PHPRLPNAPTVPKTTVNNEPAGETDDVLTHILLSTAVSGSDFKSDCYKWWSKATRLAFSLGLHREDEQCAGPVTPCANPLCSCKKDQDGS T YNLELREERRRVFWLLYALDRHLALSFNSALTIPDSYCEVYSPLPEAVWENLDTIPPSE
TAS 375582  PHPRIPNPATVPKTTVINEPAGEIDDVLTHILLSTAVSGSDFKSDCYKWWSKATRLAFSLGLNREDEQCAGPVTPCANPLCSCRKEQDGSLYNLEHREERRRVFWLLYALDRHLALSFNSALTIPDSYCEVYSPLPEAVWENL.DTTPPNE
TH 701679 PHPRLPNAPTVPKTTVNNEPAGETDDVLTHILLSTAVSGSDFKSDCYKWWSKATRLAFSLGLHREDEQCAGPVTPCANPLCSCKKDQDGS T YNLELREERRRVFWLLYALDRHLALSFNSALTIPDSYCEVYSPLPEAVWENLDTIPPSE
TLONGT 14376 PHPRLPNAPTVPKTTVNNEPAGEIDDVLTHILLSTAVSGSDFKSDCYKWWSKATRLAFSLGLNREDEQCAGPVTPCANPLCSCRKEQDGSLYNLELREERRRVFWLLYALDRHLALSFNSALTIPDSYCEVYSPLPEATWENL.DTTPPSE
TR 60282 PHPRL,PNAPTMPKTTVNNEPAGE I DDVLTHILLS TAVSGSDFKSDCYKWWSKATRLAFALGLNREDEQCAGPVTPCANPLCSCRKEQDGSLYNLELREERRRVFWLLYALDRHLALSFNSALTIPDSYCEVYSPLPEATWENLDTISPSE
TRICITRON 11 PHPRLPNAPTVPKTTVNNEPAGEIDDVLTHILLSTAVSGSDFKSDCYKWWSKATRLAFSLGLNREDEQCAGPVTPCANPLCSCRKEQDGSLYNLELREERRRVFWLLYALDRHLALSFNSALTIPDSYCEVYSPLPEATWENL.DTTPPSE
TGAM 8287 PHPRIPNPATVPKTTVNNEPAGE I DDVLTHILLSTAVSGSDFKSDCYKWWSKATRLAFSLGLNREDEQCAGPVTPCANPL,CSCRKEQDGSLYNLEHREERRRVEWLLYATL,DRHLALSFNSALTIPDSYCEVYSPL,PEAVWENLDT I PPNE
****:**.'*:***** * ok k ok kK **********************************:***:********************:*:****:**:* ******************************************:*******'*'*
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* * * * * * * * * * * * * *
X1r2 IPARRIGPPTTASGSAFFEYFLPLMAILGDI IEVHHRRRHPRLGDLDDSHSVAVIQGLLSTYEMSLAALSSEGNDSNI I PLPTHT PKGIVAGMPSRPSISHP--~HPSSAAPYNAGDPSKMRLAKAYSTHILHVLHVLLHGKWDAT SMLD
OTA07803.1  |IPARRIGPPTTASGSAFFEYFLPLMATLGDIIEVHHRRRHPRLGGLDDSHSVAVVQGLLSAYEMSLAALSPDGDDNGTMPLPIHTPKGIVAGMPSRPSISHP——~H-PSAAPYNAGDPSKMRLAKAYSTHILHVLHVLLHGKWDATSMLD
OPB37586 IPARRIGPPTTASGSAFFEYFLPLMAILGDI IEVHHRRRHPRLAGLDDSHSVAVIQELLSTYELSLAALSPESNDSSTMPLPIHT PKGMVAGMPPRPS I SHQ--~HPPSAAPYNASDPSKMRLAKAYSAHILHVLHVLLHGKWDAI SMLD
TH 79686 IPARRIGPPTTASGSAFFEYFLPLMAILGDI IEVHHRRRHPRLAGLDDSHSVAVIQELLSTYELSLAALS PESNDNNTMPLPIHT PKGMLAGMPSRPSISYQ--~HPPSAAPYNASDPSKMRLAKAYSTHILHVLHVLLHGKWDAT SMLD
TAS 375582  |IPVRTIGPPTTASGSAFFEYFLPLMATLGDIIEVHHRRRHPRLGDLDDSHSVSIIQGLLTTYELSLAALSSEGNDNGIVSLPIHTPKGMVAGMPSRSSMSHPSHPYPPSTAPYNAGDPSKMRLAKAYSTHILEVLHVLLHGKWDATSMLD
TH 701679 TPARRIGPPTTASGSAFFEYFLPLMATILGDI IEVHHRRRHPRLAGLDDSHSVAVIQELLSTYELSLAALS PESNDNNTMPLPIHT PKGMLAGMPSRPSISYQ--~HPPSAAPYNASDPSKMRLAKAYSTHILHVLHVLLHGKWDA T SMLD
TLONGI 14376 |IPARRIGPPTTASGSAFFEYFLPLMATLGDIIEVHHRRRHPRLGGLDDSHSVAVIQGLLSTYEMSLAALSPDGDDNGTMPLPTHTPKGIASGMPSRPSISHP---H-PSAAPYNAGDPSKMRLAKAYSTHILEVLHVLLHGKWDATSMLD
TR 60282 TPARRIGPPTTASGSAFFEYFLPLMATILGDI IEVHHRRRHPRLGGLDDSHSVAVVQGLLSAYEMSLAALS PDGDDNGTMPLPIHT PKGIVAGMPSRPS T SHP—-~H-PSAAPYNAGDPSKMRLAKAYSTHILHVLHVLLHGKWDA T SMLD
TRICITRON 11 |[TPARTIGPPTTASGSAFFEYFLPLMATLGDIIEVHHRRRHPRLGGLDDSHSVAVIQGLLSTYELSLAALSPDGDDNGTMPLPTHTPRGIVAGMPSRPSISHP---H-PSAAPYNAGDPSKMRLAKAYSTHILEVLHVLLHGKWDATSMLD
TGAM 8287 MPVRTIGPPTTASGSAFFEYFLPLMATLGDI IEVHHRRRHPRLGDLDDSHSVSVIQGLLTTYELSLAALSSEGNDSGIVPLPITHT PRGMVAGMPSRSSM-—~SHPYPPSTAPYNASDPSKMRLAKAYSTHI LHVLHVLLHGKWDAT SMLD
:*'* **************************************.'*******:::* **::**:******':':*.' :.******:*: :***'*' *:*: :* *:*****.************:*********************
740 750 760 770 780 790 800 810 820 830 840 850 860 870
* * * * * * * * * * * * * *

X1r2 DGDDWITSKRENECASHATSASQSVSTILTIDPELTFMSYLFGTYLLQGSFILLLFADRMPQLGPNESVAQACENT IRAHEVCVVTLSTEFQKNFRTVLRSTLY SVQGAGT TNWDEHRSRRRALSLYRWTKGAKGLAL

OTA07803.1  DGDDWITSKRFNECASHATSASQSVSTILTIDPELTFMSYLFGIYLLOGSFILLLFADRMPOLGPNESVAQACETT TRAHEVCVVTLSTEFQRNFRTVLRSTLYSVOGAGTTNWDEHRSRRRALSLYRWTKGAKGLAL

OPB37586 DGDDWITSKRFNECASHATSASQSVSTILTIDPELTFMSYLFGIYLLQGSFILLLFADRMPQLGPNESVAQACENT IRAHEVCVVTLSTEFQKNFRTVLRSTLY SVQGAGT TNWDEHRSRRRALSLYRWTKGAKGLAL

TH 79686 DGDDWITSKRFNECASHAISASQSVSTILTIDPELTFMSYLFGIYLLOGSFILLLFADRMPQLGPNESVAQACENI IRAHEVCVVTLSTEFQKNFRTVLRSTLY SVQGAGT TNWDEHRSRRRALSLYRWTKGAKGLAL

TAS 375582  DGDDWITSKRFNECASHAISASQSVSTILTIDPELTFMSYLFGIYLLQGSFILLLFADRMPQLGPNESVAQACENIIRAHEVCVVTLSTEFQKNFRTVLRSTLYSVQGAGTTNWDEHRSRRRALSLYRWTKGARGLAL

TH 701679 DGDDWITSKRFNECASHAISASQSVSTILTIDPELTFMSYLFGIYLLOGSFILLLFADRMPQLGPNESVAQACENI IRAHEVCVVTLSTEFQKNFRTVLRSTLY SVQGAGT TNWDEHRSRRRALSLYRWTKGAKGLAL

TLONGI 14376 DGDDWITSKRFNECASHAISASQSVSTILTIDPELTFMSYLFGIYLLQGSFILLLFADRMPQLGPNESVAQACENIIRAHEVCVVTLSTEFQKNFRTVLRSTLYSVQGAGTTNWDEHRSRRRALSLYRWTKGAKGLAL

TR 60282 DGDDWITSKRFNECASHAISASQSVSTILTIDPELTFMSYLFGIYLLOGSFILLLFADRMPQLGPNESVAQACET I IRAHEVCVVTLSTEFQKNFRTVLRSTLY SVQGAGT TNWDEHRSRRRALSLYRWTKGAKGLAL

TRICITRON 11 DGDDWITSKRFNECASHAISASQSVSTILTIDPELTFMSYLFGIYLLQGSFILLLFADRMPQLGPNESVAQACENTIRAHEVCVVTLSTEFQKNFRTVLRSTLYSVQGAGT TNWDEHRSRRRALSLYRWTKGAKGLAL

TGAM_ 8287 DGDDWITSKRFNECASHATSASQSVSTILTIDPELTFMSYLFGIYLLOGSFILLLFADRMPQLGPNESVAQACENT IRAHEVCVVTLSTEFQKNFRTVLRSTLY SVQGAGT TNWDEHRSRRRALSLYRWTKGAKGLAL

*******************4(*********************4(********************************_**********4(*********************4(******************k*k*k*k:k*k*

Figure S4: Alignment of Xlr2 Similar Proteins from Trichoderma. The alighment was done based on manual annotation. The microexon is highly conserved
and encodes the amino acid sequence PCRRCE, which includes two cysteines (C) in the Zn(11)2Cys6 domain. Additional domains identified using InterProScan
(https://www.ebi.ac.uk/interpro/search/sequence/) are indicated in different colours.
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