(D

« General organization: The medial acid-base dyads (ABDs) are
“parsed” into “strings that initiate with a dyad. N-term domain is
denoted the head, C-term the tail.

Key to Gene Annotations

« Highlights: Yellow, tyrosine; Green, cysteine; Pink, VPV; Gray,
ABD in predicted head and tail domains.

« Colored font: Red, glycine residues in ABD domains; Bold-
faced red, last G residue in head and first G residue in tail;
Blue, alanine residues in ABD domains; Green, repeated string
domains.

« Underscores: Acid-base triads or tetrads.

« Commentary: Notes on distinctive gene features (e.g.
orthologues, localization patterns) in green font at top of some
pages. Predicted homology domains (e.g. PDZ, coiled-coil) are
given in Supplement Table 2.

« Secondary structure: PSIPRED predictions for a subset of
proteins. Yellow, amino acids predicted in B-strand; pink, amino
acids predicted in a-helix; no highlight, amino acids predicted in
disordered (random coil) domain.



Naegleria gruberi jgi|lNaegr1|70383|

Secondary structure prediction next slide

MSSIDDDNIFIEQEEPTEEDVLKYAEFLGIDPVLEKELIPIALEGIKAPLPDGWRPCQSDGQL
YYFNFNSGESIWDHPLDAYYKEKVAKEREKLKKEKKKKKKKITTTKLDPLNSLRSSDEIPSLT
NMTTLSSSSSVKKLRESSSSSPQNNEELIKLQDKIRSLDQQLELSNRERIELQKKIIHLNNEN

EKLENDLRENKNKMEVEYRNKITQLQTEKDIMEKKHKQTLQDTFIENRKQIALARQEADE
MFEENARLKKNQAQTEAKTFKAIECQT

DKIDTKVLV
EKIV
EKIV
EKPV
EKIV
EKIV
EKVV
EKPV
EKII
EKIV
EKPV
EKIV
EKVV
EKIV
EKPKIV
EKIVEV
ERKK

TSLSKTTQTEIQTISSLEQTDGVKTTSDGVNTITKTFKDMLAQTSEPRQITPKKVVTIDQSQQ
TTEKTTRDECLQADIQLPANKHVEIETITLSPIPVQQGPKSPVLATPLKPILVKTKKPKQSNKY
ESPSPLSISDLDKENTPPRQLAKQNTEFLLYKEKTEKKISEEKLKLKKAKEFESQEKETIRARQE
MLEQAREEWKTDMLNTSIIKDGSQHNMNKILKSVKQHLEKQAHSLNNDVKRVNEIQNLIA
LRKKKIKVLEDSIIDQSHFESYISADPDSPNSLSTSSSSDSDTNKSHLAKILNRIEEDLALLHKKIE
LQNKPPVDENYKAYKKIFPELDQTNLDETSQSYQMISTKWHNYFKQTEKRRKILQGKINAFQ
NQLDKWISERDHKRDMFLKHGNWLLSLKHELT
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Secondary structure prediction
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Naegleria gruberii >jgi|Naegr1|58849|

MTKKKEKKVEEKKVVVEEKKPEPEKPKKSLTPSFFSRKKKDDKKQDAQTPST
PGSSQIFEQQPTTPRDATSSEQTPVVLSSDNHLLEDTTTQASTTLQSDEVSTT
SGTTTTDDSMLNSTSDVPVITNNEPISSLELINTTTTVMTEQYQENNLGDSVQS
IDTTLTSSQINDSMLASVTSVESSPATPVD

EKKEEETPVQQETQPVVVETIVE
EKKEEIVVVETTPEVVVD
EKKEESVVTETTPTSPVVVE
EKKEVEVVPESVVS

EKKEETQETPIVE

DKKEVVIETPVVE
DKKEETPVVVEETQPVVETVV
EKKEEETPIESTPAVTESPVETIIVEETQPVVVE
EKKEEIVSENVETVVAETTPVQQEVTEVSE
EKKEETPVVVEESQPVIE

EKKEESV

KEDHEAIL
EKALESTSIESIPEPVVEQPTPVTETVVAEPTPVPVVTETTESSDDQ
DKKILDQVTSEFFA

EKSELRQIVH

DKAETVDLYHQY

REQD

EKEKKKLL

EKQEQTK

AASTSTSTTTSTTTTEKPSSTKTTKTTTKTTIEESSSALNWVIGIGAVAASAVIGIF
AAKKFKLF
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G D S VQ S I DTTULT S S QI XKD S MLASVYVYTSVES S SZPA AT ®PUVDETZKITIKTETETET?®P
PV VVETTIUVETEIH KT KTETETIVVVETTZ®PEUVVVDETZKTI KTETESUVVTETTU®PTS PV
E V EV VPESUVV S EIKTIKTETETU QETZ®PTIUVET DI KT KTEUVVYVYTIZETU®PUVV ETDIZ KIZ KTETET?®P
Q PV VETVVETKT KTETETETZ?PTITES STU?PAVTTES SZPVETTITIUVETETUGQQUPUVV V EE K
E NV ETVVAETTZPVQOQEVTEVSETEI KT KTETETUZPVVV ETESUOQPUVTITETETKTKE
HEAIULEI KA ALTES ST STIESTIUPEU®PVVEOSQ?PTZ®PVTETVUVAEU®PTU®PUV PV V TE
D QDK KTIULDOQUVT S ETFTFA AEIZ K STETLRUGOQTIUVH HDI KA ATETU VU DULYHZGQTEU REUGQDTE K
E K Q EQTI KA AAST STSTTTSTTTTEI KPS SS ST KTTI KTTTI KTTTITETES 8§ 8
G I G AV AASA AVIGTITFA AATK KT KTFI KTLTF

E O I I - - B B - B I -

MR omd <0000

2 A m<d@Em<d @O @m0 A

E IR I B B I -



1M
51 D
101 v
151 D
201 E
251 E
301 v

mm<a O 0o =R

[T I I B U |

< A @ »a e

Percolomonas >CAMPEP_0117428174

MKTALAAQTNAHFFTIGEITDFLIMLGYGIFPFAIHWLMYEIMFTCFKKSDGA
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Caulobacter crescentus NP_419492 .1
Articulin. VYV modules

MISFKTLERLGAATLAALSLSAAPVLADGFPGAPTRSPVPKQATPKPRTKIVYV

DRPVVV
EKRUBY Y
DRPTTQIV
EKVV

EKPVII
ERPVVV
EKRE‘III
EKLVE
EKKVYV
DRPV
EKKVYV
DRTV
EKKVNVIDRPV
EKKMYVDRIV
EKVV
EKRVENBYQKIV
EKVV
EKPVYV
DRPVPS
DKPAEVV
EKIIQVPIYVYV
DRPVATPAP

GCAQPCGYVERPAPCVGPECGYPQPAPCASRCDIHWRPAPPPSCGHPCAPIPAPT
PCASPCGYGGVIEHREERSSYDERHDGYAELPPLPMGYVGSASGGRGGGYGGV
GLIGGGGWRTGGYAGASASARASATASATASTSIRIGGGGGGLESGLGGKRH
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Caulobacter vibrioides PLR11764 .1

Articulin VYV modules Orthologue of NP_419492.1

MISFKTLERLGAATLAALSLSAAPVLADGFPGAPTRSPVPKQATPKP
RTKIVYV

DRPVVV
EKRUPYYI
DRPTTQIV
EKVV

EKPVII
ERPVVV
EKRE1III
EKLVE
EKKVYV
DRPV
EKKVYV
DRTV
EKKVYV
DRPV
EKKIYV
DRVV

EKVV
EKRVENBYQKIV
EKVV
EKPVYV
DRPVPS
DKPAEVV
EKIIQVPIYVYV
DRPV

ATPAPGCAQPCGYVERPAPCVGPCGYPQPAPCASRCDIHWRPAPPP
SCGHPEGPIPAPTPCASPCGYGGVIEHREERSSYDERHDGYAELPPL
PMGYVGSASGGRGGGYGGVGLIGGGGWRTGGYAGASASARASAT
ASATASTSIRIGGGGGGLCSGLGGKRH



Caulobacter vibrioides ATC34941.1

Articulin
VYV modules Orthologue to PLR11764.1

MISLKTLERLGAATLAALSLSAAPALADGFPGAPARSPVPKQATPKP
RTKIVYV

DRPVVV
EKRVBY Y
DRPTTQIV
EKVV
EKPVII
ERPVVV
EKRIE
EKLVQ
EKTVYV
DRPV
EKLVYV
DRPV
EKKVYV
DRVV
EKRVENPY
EKIV
EKVV
EKPVYV
DRPVPT
DKPGEVV
EKIIQVP
YVYV
DRPVP

TPSQGCAQPCGYVERPAPCANPCGSVAPAPCASRCDIHWRPAPPPS
CSHPCGPIQVPPPCASPCGYGGVIEHREERSSYDERHDGYAELPPLP
MGYVGSASGGRGGGYGGVGLIGGGGWRSGAYGGASASARASATA
SATATTSIRIGGGGGGESGLCGGKRH



Caulobacter sp. KRA75086.1.

Articulin
VYV modules. Orthologue to KRA59406.1

MVRTRVKIV

ERPVYV
EKIVKQPVYI
EKRTENPY
DRPVY]

DRPV

DRIV
EKRVENPY
ERIV
EKRVENBYVKIV
EKPV

DRPVYI

DRPV

DRVI
EKRVENBY
DRPVYV

DRPV

DRVI
EKRVEIPV
DRPVYV

DRPV

DRVV
ERRVEIPV
DRPVYV

DRVI
EKRVENPY
ERIVRTPVYVEHQ
ERRV

ERR

GCDCEGDYYEQGGAYDRVQGGFERSEESYESESSRYSEEGQGWSSQ
GSYMAGDGYAQSLGGVGGGGYYGYSSARYGAGGGWLGGQSYGRSG
YSGGYSGGYSSGGAGAGAASSARASSSASSSTSVTVSGGGHYGGGG
HGGGHGGGSTGGHGGLCCGR



Caulobacter sp. KRA59406.1

Articulin
VYV modules. Orthologue to KRA75086.1

MNPKNILLIGAAAITFAALGPVMISTAAADGYPARVEBY TKAKPARKPA
VRVRVV

ERPVYV
EKIVKQPVYIEHRVENPBY
DRPVYV

DRPV

DRIV
EKRVENBYVKIV
EKPV

DRPVYV

DRPV

DRIV
EKRVENPY

DRIV
EKRVENBYVRVV
DRPV

DRPVYI

DRPV

DRVV
ERRVENPY
DRPVYV

DRPV

DRII

EKRVPVYV

ERQPPVAYRR

GCDCDDDRRVYQDHGRVYGGSAVEQSVESSEESYESYSERYDGDGWS
SQGSYLAGDGYAQSLDGYYYGGTTARYGVGGGWNGGQSYGGQSHGG

QSYGGRSYYGAGGYGRAWSGAGASAASSASSSTSVTVSGGGRYGGGG
HGGGSTGGHGGLCGR
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Caulobacter sp. WP_099575684.1

Articulin

VYV modules

MSPKTLLRVGVLAVFAGLTLASPVLADGYERAPVRQHHAPKRVTTRTKV

VYV

DRVV
ERRVPVYV
DRPTTQIV
EKIV
EKPVII
ERPVVV
EKRIE
EKLVQ
EKIV
DRPVYI
DRPV
EKIV
EKIV

EKRVENPY

DRPVYV

DRPIII

DRP
DRPVPTP

APTVTPEQQACSGPGGEVVDRIIQUBVYVYVDRPVDRPVYVRYQQQGGEQ
PRVEGGAVYQQQESPCGGQRYEDSYYEESRERSSYEYSSDYSGSRYSAG

GGWNAGSVGSSAWGNYIEPPPLPMGYVGAQSGGRGGGYGGPGLAGGGG
YAGGYAGSSSSGYASSSASASASASSSIHIGGGYHGGGSKGGEGACGGGG
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Caulobacter henricii WP_081943177 .1

Articulin. VYV modules Predicted secondary structure next slide.

MVRTRVRIV

ERPVYV
EKIVKQPVYI
EKRTENEY
DRPVYI
DRPV

DRIV

EKRVEIR

DRIV

EKRVEIBVKIV
EKPVDRPVYI
DRPVDRVI
EKRVEIPVDRPVMVIDRPV
DRVI

EKRVEIPV

DRPVYV

DRPV

DRVV
ERRVE.%PVYV%VV
EKRVE

ERIVRTPVYV

ERQ

ERRV

ERR

GCDCDGDRGYYEQGRVYDRAEGSVERSEESYESESSRYSEEGQGWSS
QGSYMAGDGYAQSLGGVGGGGYYGYSSARYGAGGGWLGGQTYGRSG
YSGGYSSGWAGAGAASSARASSSASSSTSVTVSGGGHYGGGGHGGGY
GGGHGGGHGGGSTGGHGGLLGR



Caulobacter henricii WP 081943177 .1

Predicted secondary structure.
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Caulobacter henricii WP_081942626.1

Articulin
VYV modules

MVRTRVRIV

ERPVYV
EKIVKQPVYI
EKRTEIN
DRPVYI
DRPV

DRIV

EKRVE

DRIV

EKRVEIIVKIV

EKPV

DRPVYI

DRPV

DRI
EKRVEIPVDRPYNYVDRPVDRVI
EKRVEJBDRPVYVDRPVDRVV
ERRVEMDRPVYVDRVV
EKRVE

ERIVRTPVYV

ERQERRVERRGECDCDGDRGYYEQGRVYDRAEGSVERSEESYESESSRYSEE
GQGWSSQGSYMAGDGYAQSLGGVGGGGYYGYSSARYGAGGGWLGGQTYG
RSGYSGGYSSGWAGAGAASSARASSSASSSTSVTVSGGGHYGGGGHGGGY
GGGHGGGHGGGSTGGHGGEEGR
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Crescentin YP_002519186.1

MRLLSKNSRETKNGKPTVLGDEARAEAMQHQIESTQAIGQRYETIHGGLDSI
GRVMEHLKAIEPLIAEIRGPVSQEFEARRAEHAELIAVRANLDQAQRQIALIQAE

EREVSARLAAAETALGESDARRQTQDAALEDNALEI
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ERARVQAVENALAAHQADSGRTIRGLESQVEANRAEISALQTRLETATGRA

DKLEEMNGQISARLADSSAQQKAV

ERRAGDLNVAL

ERAL

DRIRALEEEADGLRQRHAGVDTARATAI

ERADQLAKSAVAQ

EKALKRAE

ERAQQLRARLDAMQEAQDQVR

RDHEAKIAELQATI

ERLTSEAALAEGALEAAR
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BLAST hits to ChroomonasMMETSP0047 ¢25199 g1 i1 g48336 (1)

~ - R ., —

Description

hypothetical protein GUITHDRAFT_162236 [Guillardia theta CCMP2712]

hypothetical protein BCR3SDRAFT_591213 [Naematelia encephala)

hypothetical protein C367_01045 [Cryptococcus neoformans var. grubii Ze80-1]

hypothetical protein CNAG_03655 [Cryptococcus neoformans var. grubii H99]

hypothetical protein C361_01040 [Cryptococcus neoformans var. grubii Tu259-1]

hypothetical protein C353_01066 [Cryptococcus neoformans var. grubii AD1-83a]

hypothetical protein C349_01145 [Cryptococcus neoformans var. grubii Br795]

hypothetical protein C350_01054 [Cryptococcus neoformans var. grubii MW-RSA36]

hypothetical protein J007_01050 [Cryptococcus neoformans var. grubii]

hypothetical protein C356_01056 [Cryptococcus neoformans var. grubii c45]

hypothetical protein C347_01119 [Cryptococcus neoformans var. grubii AD2-60a]

hypothetical protein AYX13_01638 [Cryptococcus neoformans var. grubii]

hypothetical protein C364_01035 [Cryptococcus neoformans var. grubii Bt63]

hypothetical protein C358_01047 [Cryptococcus neoformans var. grubii MW-RSA852]

hypothetical protein C366_01032 [Cryptococcus neoformans var. grubii Tu401-1]

hypothetical protein C365_01100 [Cryptococcus neoformans var. grubii Bt85]

hypothetical protein C355_01116 [Cryptococcus neoformans var. grubii Th84)

hypothetical protein JOOO_01038 [Cryptococcus neoformans var. grubii]

hypothetical protein AYX14_03263 [Cryptococcus neoformans var. grubii]

hypothetical protein H072_6521 [Dactylellina haptotyla CBS 200.50]

hypothetical protein AYX15_04466 [Cryptococcus neoformans var. grubii]

hypothetical protein C362_00532 [Cryptococcus neoformans var. grubii Bt1]

hypothetical protein JOO8_01035 [Cryptococcus neoformans var. grubii]
hypothetical protein CALVIDRAFT_558348 [Calocera viscosa TUFC12733]

—| PREDICTED: titin isoform X2 [Zeugodacus cucurbitae]

PREDICTED: titin isoform X1 [Zeugodacus cucurbitae]

hypothetical protein CALCODRAFT_505507 [Calocera cornea HHB12733]

hypothetical protein 1352_05180, partial [Cryptococcus gattii VGII MMRL2647]

uncharacterized protein LOC111508187 [Leptinotarsa decemlineata]

hypothetical protein PPERSA_02566 [Pseudocohnilembus persalinus]

PREDICTED: skin secretory protein xP2-like [Diaphorina citri]

hypothetical protein 1313_06003 [Cryptococcus gattii VGII Ram5]

hypothetical protein CNBB4170 [Cryptococcus neoformans var. necformans B-3501A]

tubulin binding protein, putative [Cryptococcus neoformans var. neoformans JEC21]

hypothetical protein L198_02309 [Tsuchiyaea wingfieldii CBS 7118]

hypothetical protein CNBG_0058 [Cryptococcus gattii VGII R265]

articulin [Caulobacter sp. Root656]

conserved hypothetical protein [Culex quinquefasciatus)

hypothetical protein 1309_06410, partial [Cryptococcus gattii VGII LASS]

hypothetical protein FF38_10240 [Lucilia cuprina]

titin-like [Lucilia cuprina]

hypothetical protein CC85DRAFT_93486 [Cutaneotrichosporon oleaginosum]

] hypothetical protein 1310_01652 [Cryptococcus gattii VGII CA1014]

| hypothetical protein RHOSPDRAFT_37112 [Rhodotorula sp. JG-1b]

| hypothetical protein [Caulobacter sp. Root1472]

| hypothetical protein GUITHDRAFT_117614 [Guillardia theta CCMP2712]

| hypothetical protein 1304_02100 [Cryptococcus gattii VGII CBS 10080]

| hypothetical protein 1308_05094 [Cryptococcus gattii VGIV IND107]
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BLAST hits to ChroomonasMMETSP0047 ¢25199 g1 i1 g48336 (2)

hypothetical protein 1304_02100 [Cryptococcus gattii VGII CBS 10080]

hypothetical protein 1308_05094 [Cryptococcus gattii VGIV IND107]

PREDICTED: titin [Stomoxys calcitrans]

cytoskeletal protein [Euglena gracilis]

hypothetical protein AOL_s00078g398 [Arthrobotrys oligospora ATCC 24927]

PREDICTED: titin [Rhagoletis zephyria]

titin [Ceratitis capitata]
hypothetical protein L804_05855, partial [Cryptococcus gattii VGII 2001/935-1]

Tubulin binding protein, putative [Cryptococcus gattii WM276]

80 kda articulin=major membrane skeletal protein [Euglena gracilis, Peptide, 651 aa)]

hypothetical protein [Nocardia sp. BMG111209]

hypothetical protein BGN86_01150 [Caulobacterales bacterium 68-7]

PREDICTED.: titin [Bactrocera latifrons]

hypothetical protein CONPUDRAFT_167623 [Coniophora puteana RWD-64-598 S$S2]

titin isoform X1 [Aedes aeqgypti]

AAEL008752-PA [Aedes aegypti]

titin isoform X2 [Aedes aeqypti]

hypothetical protein PPERSA_12380 [Pseudocohnilembus persalinus]

articulin [Caulobacter sp. UNC279MFTsu5.1]
hypothetical protein SAMN02799626_03325 [Caulobacter sp. UNC279MFTsu5.1]

hypothetical protein [Gordonia sihwensis]

hypothetical protein RP20_CCG005438 [Aedes albopictus]

uncharacterized protein LOC111002932 [Pieris rapae]

PREDICTED: titin [Bactrocera oleae]

PREDICTED: titin-like isoform X2 [Aedes albopictus]
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Cryptococcus neoformans (basidiomycete)
tubulin binding protein XP_568826.1

(First half of sequence)

MGSPLPRQRSRANLKHALPAPPSTRSLASMAGNSPTSSPTPQRRSEITADAL

RSHLSSLLEQKSSQLQMLGTMGQEILRQQQELEERIRDFEGEGIEGDAIAEET

KEKLRELDEAMKAWENQNEDMMRELGGKHRQLDMEFATEIGQNLLVEVRRL
QALLSERDRALEKLSEEKETWEQESQTLLIAVRAAESSVDRYKEENWNLEVN

LQELRSSVADMQDQLTKANAEQARLQKTLVSSREAAEAYKTEAEKHAQAIEE

LKAKHETDMAQARRTTAGLQRDKSDLLGELNHERQRRVSARGRMSQSLSAS
PGMLSPNHLDSDEDDVFAAGGKGNSSPTKRGPGFDANDNALSPSQLYESDF
DSPNPTPSKPFPRSPLGEMFVSENDELREKILRVAEQEIEALKSENERVRLGSF
SKKESVVDEFGTRAPAGEWEEDEHTIGASSRGRGSTRGRRGGRGKNFAASI

GRKFGFNRAVSGLSTPNAGDRSFNSTSSGTPDLLRPRDMSASPAPSVIGGET
LGNVLGNRSVERLGSASPFNTPSIDSLKANFGQPTALADEIGAPIEPSTDYVDA
GIMTDKWSPEKPIMPGTQSPAVIPSPTTPTELIASWGAETPKRGVRDESQFAN
LPPLPPPPATPTAAGDTTPTKKNTPLPMPSRLQQVFAPISIDDSMSITTDTDAD

DYESAAETIGSLTPNRTQSELPTDTEAYQTGREWPNESSAEDSDTEEVQEQE
HTLRGLKASSTIGLGLASAAAGGWAAAKQAHKMASRDRI ADAPV

EKIV
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DRIVEV
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DRIVE
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EKIV
EKIIE'EV
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EKIVENMPVEV
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EKIVEVPI
DKIIEI
EKRVE.EI
EKIVENPMETIV
EKIVEV

EKIV

EKTVENEM

EKIIEV



Cryptococcus neoformans (basidiomycete)
tubulin binding protein XP_568826.1
(Second half of sequence)

Predicted secondary structure next slide
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Cryptococcus neoformans (basidiomycete)

XP 568826.1

tubulin binding protein

Predicted secondary structure
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Kockovaella imperatae (basidiomycete)
XP_021873516.1(First half of sequence)

MDDPFGSPTTSTLPRQRSRPNLAHHLPAPPSSRSLASQLRDSPTKPSQKLEY
TGHALHQHLSSLLEQKTAQLQMLGTMGQEILKQQQELEERIKGFDEDDGIDEE
VGEDTKVKLKDLDEAMRQWEAQNEDMMRELGGKMPDSLEGLDLKAPVMEN
GTTSASMNRRQRNAQHRALDMEFATEIGQNLLAEVRRLQSLLNEREKSVEKL
NEEKDSWEVEKASLVGAVRNAESSVDRYKEENWNLEVNLQELRAAHSDAQE
QLTKSNIEHTRLNRSILSVRELAEMHKTDAEKNAQLLEDLKAKHETDMAQARKN
YAGLQRDKSDLLTELHVERNRRVSALRGRMSRGASASPGLSTPGGADESFEE
DEDVFAATVDDARKRSLAAENNALSPGNITAFSSSPDPTPSKDRVPLSDVYINE
IDELRENLERARAEIATLKGEQHKARRMASREDITPRTSGDWEEEDSILGRGRG
TVRGRRGRGRGFAASLSRKLGFSRVYPSSLSNGSTPNDKSFNSTSTGTPDLLRY
RESVSPGLDSPSLASRALSSETSLDRPTSFMGPSTALADELGSGNLDSMDYAS
GSNATDWSPEKQPQAYLENQVEVTTPTKGVFAESTKSNIEESTQPTGERTPTK
PAKALPIAVISRRPSSVADTTTDGETDYADAESTMDVATPREGTAELPTDADES
SYATGREYATAESS AGSDSDEGDYTQRLGISGSMLGLGGAAAAAGGYAAYKQ
AHKVASRDLI
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KEVMV
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Kockovaella imperatae (basidiomycete)
XP_021873516.1(Second half of sequence)

Predicted secondary structure next slide.
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MPSPTPSSPTVSPDLGIWRVQPGANYDFLKAPPPSGSLGGKTRASTETSALG
LGFPADDGLPATRGLSPALTVDGLPPASPSASVDRTLPPTMSLPPPPTIPPP
AEQKKTSTGPPPRPLSPPPDEFVSRTARRASRPAVVTKGAMGPPESVIRKPS
RTSVRPPPSPAASAFETRRRGHRGTLPASGQSSFSMRNDNGSISSMGSVVPP
GEHKRSGSVVAGTTDPATIHAITQTMIGEYLWKYTRRALGKGQSENRHKRFF
WIHPYTKTLYWSASDPGSLGAQESSAKSVVITNVKAIDDANNSPPGLHSQSI
VVSTTGRDIQFTAESKDRHDLWMSALLFLLSESAPTGVANTLKHSSTVRAMS
SRSLAADEQGRLTYTPTIPKSPMSMRSLHSVNSFTMTPKAYPRPPSALSARA
ASAMEKRSGTPAFEYYRRHEVPATIHGGHRYKGTYKGAPFMEDFDVITAEDG
DDPDASFEGMDNVRACCDGRHTVGHHHHPENESVTGPPERPAPRSVTPSLRA
FSMRSRRASAASSKRPGIPKGKFREEEPAVPKIDERSKSVTGHI



XP_021873516.1

Kockovaella imperatae (basidiomycete)

Predicted secondary structure
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Zeugodacus (fly) titan isoform XP_011189876.1

Predicted secondary structure next slide
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isoform XP_011189876.1

Zeugodacus (fly) titin
Predicted secondary structure
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