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Pla2_03346

GH10a

401

Paludisphaera soli,
WP_165250526.1, 73%

MPSRPLVSRRRIGLRGWWRPAFALLTAAAMGSDGPGPGAAHPGDSGV
PMGIEAVDPEAGTLWQAARGRLLIGAAVSSRQFDDAGLAALIAEQFDC
LTAENEFKPMSLQPRPNQFRFEAADRIVEFARRHGMKVVGHTLCWHS
QSPRWLFAGDDGKPLPRDEALKNLEAHVAAVVGRYRGRVLGWDVVN
EAIGDAPNAHLRDTPALRAIGGDYIVKAFQFARAADPDAELYYNDYGN
EAPAKLEKTLRLVRELKAAGVRLDAVGIQSHFVLGDTDATDRLKRAV
EALAAEGVKVAVTELDVDVLPRRGRGADVAAREQGGADPYTEGLPAE
VAEAQARFYARIFRVAVDHPGVVARVTFWGTHDGTSWLNFYPAGRRT
NHPLLWDRKLKPAFEAVLKLLNTP

Pla2_05951

GH10a

406

Paludisphaera soli,
WP_165250526.1, 72%

MHAHPPRTSRPFSPRAWSPLAFAVLSAAAVATARAGWGGPAAAPPSG
AGGPAAVATALPEGETLRQAAKGRFLIGAAVSSRQLGDPKMADLIARQ
FDSLTADNEFKPISLQPRPGQFRFDAADRIIEFAQAHGMKVVGHTLCW
HSQSPRWLFEGEDGKPLPRDEALRNLKAHIDAVAGHFRRKVVGWDVV
NEAISDRPGEYLRDTPARRAIGDDYVVKAFEFAREADPDAELYYNDYG
DEEPGKLEKTLRLVRELKAAGARLDAVGIQAHFVLKDADSPDQLERAI
GALAAAGVKVVVTELDVDVLPRRVRGADVAARERGAADPYTEGLPP
DVAEAQARFYERIFRAVLKHPGVATRVTFWGTHDGTSWLNFFPAGRR
TNHPLLFDRGHQPKPAFGAVLGVLSSP

Pla2_04228

GH10b

496

Paludisphaera
rhizosphaereae,
WP_165063590.1, 84%

MGVLKFRLPSNEIAGKLASQRRVYTTGLDRTPGRLGLDFRNGLMTCTS
DSSESGRLFTPWPIAGFGSPVVGTATLGERAAPYVLALELARGKLNDV
RNQSADWTQLGLRTESTLDDLMRTSRRAFVRAALLADDPDASYAAAQ
ESLEASSLAGAQLTETYLAQVLQNRLAVAGRLSTNLGCVLSGDPDKAA
GSATWPSTEFNTAQTAASWKDVAPSEGKHRWDLLDAQVAWARKHHL
NVEGGPLIEFRAACLPDWIWLWDGDVDTISSFVADYVRQVVTRYRGK
VPIWHVAHRPAGHDVLGLGEEDQIRITARALQVARQADPAAQLCLGID
RPWMEWMSSSRFQLGPLHLCDYLIRSDVGISSVALEIAPGYSNPGSDGR
DLFEFSRLLDLYSLLNVPLNVTLVAPSAATPDPNADANVKVEVWQWP
APPTEASQAEWAARWTSLAVAKPFVRAVNWLQPSDGITHLYPHGGLH
RPDGSPKAAVARLRTIRGDLLA




Pla2_02372

GH27a

519

Acidobacteriota
bacterium,
MBI13680388.1, 60%

MQDRTRRSAAAVALAAFLGVLAPADARSQEPGRSNLWTPPATLAPRL
NGPAVYGVRPGREVIHRIACTGERPIAFAVEGLTEGLTFDAAAGVIRGK
APSREGRHPLKITARNRHGEASRSLALAVGPTIALTPPMGFNDWYTWA
DRITQKDMLAAAKAMIDSGLADHGYEYVNVDDCWMVKPGSADPDLR
GDSADPAAAIRPNRRFPDMKGLADSVHALGLKAGLYSSPGPLTCAGFA
GSFGHEAADAAEFAAWGFDFLKYDWCSCEQVAVGPGLEKHQKPYRL
MGELLAKQDRDIVLNLCQYGVADVWTWGASVGGQSWRTTGDLGLEP
GSRLPGFYAIGLSNAKHAEHAGPGRWNDPDYILIGIVGDAGDFTRPPRK
APLTVEEQYSYMSLWCLMAAPLFYSGDVTRMDEQTLNVLGNDELIAI
DQDELGRQARVVRRTDDELVLAKPLADGGLAVGLFNLSESERTVAAS
WPELGVDGARTIRDCWRRRDLGSSDARCESKLARHSVAVVRVPRGG

Pla2_03258

GH27e

445

Abditibacteriota
bacterium,
BCM93998.1, 59%

MRFRRSIAWLPVLASLAPPAATPARAERPPAERPYLGWSSWSLQATESP
GYGKAFLTAENVKRQSDAMAARLQAHGFLRINVDSGWRGGWDEHGR
PTPDLERFPQGVRDVADHVHAHGQKFGIYYVPGVDDDLLALDPPILGT
SYTVRQIVHTPRRLAHAWKGGHAIDFAKPGAKEYVRSIADRFAAWGV
DFLKFDGVTPGSDVDDPSIDARDDVAAWSESLLATGRPIWLTVSWKLD
MRHADFWRGRADAVRVTQDVESYDALLTHWRPQILRAFPAARDFGPT
SGRGKGWNDLDSLLVGNGAMSGLTPDERRSAMTLWAVACSPLYAGD
DLTKLDDLGLELLTNDEVIAVQQAGFPAALIRDDGRGGQVWSSANAG
GKVVALFNLAEERRTISIPLSGLGLPSSVAARDLWARRDLPAASDRVEA
DLAPHACRLLRLAPEPPR

Pla2_05968

GH32b

708

Planctomyces sp. SH-
PL62, AMV40679.1,
76%

MLATMVLVGLLAGAPAAQDAKRPDVPIADFEGPDYGGWKATGEAFG
PAPARGTLPGQMTVEGYLGQGLVNSFRGGDDATGELASPPFRIEREHL
NFLIGGGGWAGETCLDLLVDGKVVRSATGPNRDPGGTERLRWAAWD
VKDLQGKDATLRVVDRRKGGWGHVNVDQIVQTDAPKLPVRATRAIA
LKDRYLLIPVKTGAPKVRAKILGERGETLRDFDVELAPGEADFFAFSDL
AAHRGSTVTVRVDELEDPTALGRIQQSAFLPGAAEAYKEKHRPQLHFT
SRVGWLNDPNGLVWQDGEYHLFYQHNPFGWAWGNMHWGHAVSPD
LVHWKEAGIALYPHEYGDWAFSGSAVVDVKNTGGFQKGDKPPIVAAY
TSTGRGECIVYSNDGGRTMTEYEGNPVVKHEGRDPRLLWHEPSKRWV
MAVYDEGKNPDRQSIDFYTSPDLKAWTFGSRLDGFFECPDLFELAVDG
DPSNKLWVVYAADGKYKLGKFDGKTFEVVSGPEKLVFRHGNFYAAQ
TFSDEPKGRRIQIGWANGVTFPGSPENQQMSLPTELTLRMTKDGPRIFA




EPVAELKSLRAGAREFSKTTLEPGAKNPLEGATSGDLYEIELAFRPNGA
ESVELDLRGTPLVYDVKRQDVVCKQVRTFVPQVDGLVTLHVFVDRGSI
EVFANGGRTAISVADLADDANHSLGIAAKGGAVGLERLVVYPLRSSW

Pla2_05839

GH32b

620

Capsulimonas
corticalis, BD130740.1,
71%

MPLSTLALGLSLLSACAQPPASAPDVVIGEFEAAAHAPWEASGTAFGS
GPALGAKAADLEIAGVRGDGVASSEFAGDGPVGTLTSPPFQVERRFIAF
VIGGGSFERDTCLDLVVDGKVVRSATGANSDLLRPCSWDVTPFLGREA
RVRVVDRASGDWGHVNVDHVVQTDRPERPPVVAQPLYRENHRPRFH
FTARQWTVDRLNPGMREEGWLNDLNGLVYYDGEYHLFAQRWNKCW
IHAVSRDLVRWTELEPAFWEEALDVGVQSGTCVVDYANSSGLSPDPAT
PPMVAFWTRNDNRSHGIAFSLDHGRTWKYGPRNPVLVKPERDPMVFR
HKPTQKWVMIMYGEDKYHVLTSDNLLDWKDEKRPIANSFECPDFFEL
AVAGDPATRKWALIRGDGRYSLGSFDGSEFREETAQFESDGGPNFYAT
QTWGNVETGDGRRIQAAWMRGGAYPDMPFNQQVTFPRELTLRPTPAG
LRLFREPVREIATLHRDERKFEARILQAGERLALDEPGDALHIKMDVAV
PEGATLTLRIRGVPLVLGRRSIACKSGPQAVAGDLEAVEVLIDRTSIEAF
ANHGEASTSTCFLPAGDEVAFEAAGGPATIRALSVFRLEGIWDGRAAK

Pla2_05993

GH32(?)

740

Planctomyces sp. SH-
PL62, AMV40650.1,
84%

MTTRRGLARSASWLVLFLGLSVPTLAAEWELRDKTLVVWAAPANLGQ
QGGSALTVQQPGGGFDAVVFGELAPGRWMAGSEFFRRTQTDQSAAAA
ETGDAKTLVQVAVAYKGRRVSIYRDARPYAEYDMASEPVAFTSSSVA
LLGLRHLEMMGGPTFRGEIEDARIYPLALDAGALSKLKPDQPSDPAPLA
WWTFDDGKVDDRMGAFPPARLMGAATVRDGRLHLDGGFAMIGKGIG
AARTRETEDWPTYHVSALPREGLARPYDANGCIYWKGKYHLMYI1YQD
PKLPKGGHCWGHAVSTDLVDWTFLPPALVPQREDRDVGIFSGNAFLD
KNGVPTLCWFGVEAGVCVATAADDDLIVWKKHPKNPIIPMPRPGEPG
HGVYTVWDPYLWLEGDDYICLLGGNKLPNGKDTLYTMKSKDLVSWA
PVGPFFDHPDLSWTTEGEDCSCPDFFKIGGKRALLCISHKVGGRIYIGRY
ENDRFFPEKHVRMNWPGGQFFAPESLLDDKGRRIIWAWVTDPRTLPTQ
QATGSGVQSLPRVIDLDVEGNLTIKPVPELERLRRNPRRSADMSVGSEV
AVATFDGAPIRGDAMELALSVEPGSAEEVAVAVRCTPDDSEKTVIRYR
PGAKTLAIDSSKSTRRDDVVYTNGPLDTGGLLRGSDYKNPRNVFEAPL
ELKPGEPLRLRIFLDGPMLEVFANDRQCLTQQVFPESKEARMVKVSAQ
GGPVIFNGIEAWDMAPAKFVDKKGAN




Pla2_03686

GH36A

685

Aquisphaera sp. JC669,
WP_165226234.1, 58%

MKSLRRRLAAVIFLGASLAPTPATAEEPTAEEFATARTWIDSRFTARAE
PRPPFSFTYGDERSSELLPTWRKDYAEQPIDAARTERAMRFTDPRTDLR
VECTATVYRDFPAVDWVVKFTNAGTDDTPILSAVLPLDAMVVACGQG
MPGVLFHSRGSKARIDDFEPLRTVLASDEIWSGSSFGGRSSDGVLPFFK
LVGRAAGASIDVGWSGDWSAEFRVFFRGQAVARIGQRTFHAKLRPGE
SIRTPSIVVHFWDKKDPERGGNLHRRFLRKHFTPTVAGQPVDPPIAASP
HATIGFEKTTEANMLRQIANVARHGVGFDYWWIDAGWYTCGDNWAR
YVGNVDPDPARFPSGLKPVADAAHAAGMRFLLWNEPERVMPGTWLH
KNHPEWLIAPPEGMPADLQYQRNDGFHLLDLGNPEALAWSIEHY SKMI
AATGIECFRNDFNMYPGFYWNAAEPADRVGLREARYVTGLYRLFDAL
RGRHPGLMIDDCASGGRRIDVEMLRRALVLTRSDYLWDPVGQQAHTF
GLARWIPITGIGAASVDVYSRRSGLGNHFTLAADYDSQEPVAWDAIRA
TVAEYRALKPYYEGDFHPLGAYSVAEDAWMAWQFDRPEQGDGLVQA
FRRKACEVDASIYKLRGLEPDAEYEVVNRDAADRTVRSGRSLRDEGFK
VTIAEKPGAAVYSYRKVGR

Pla2_05159

GH36A

877

Thermoguttaceae
bacterium,
MCR4411221.1, 59%

MLTSVLVRPRRILFAAAAALAVGIPATAGVVAPAPEEMARLRRWVAE
HLDGPDASAPFSFRY AGRPSAGLLKTWEKAHESRELDPTRSERVATYT
DRATGLVVRCTAIVYKDFPTVEWTVVFRNGGAAETPILEDVQGLDGIW
TGGGGAAVLHHARGSICTAGDYEPFATPLAPGTSSRFGGSAGRPSGDD
WPYFNLQQGDAGLIVAVGWPAQWAGTFAAEADGVRIRAGQEGVHAK
LLPGEEIRTPLMALQFWNGDRARSQNVWRRWMTAHGMTRPSGAPPPP
QFVASSSRAYGEMVHADEGKQLMFIDRYLEEGIKLDAWWMDAGWYV
QEQGWPQVGTWEVDAKRFPRGLRAVSDHAHARGLRTIVWFEPERVAP
GTWLYENHSEWLLPRHAPGTAESPGLRSWSSASIGVDPVVIANLSDEPR
ELGAIHVAPRGMTFHPGPDGEFCVVRWTAPEAGDVAIRAAFRAADPK
ATTDVHVLLAGKPIFEDRVGEKGREPSCDRSLTVARGDAIDFVVGPGG
NGHGFDSTSLTATLATTSGATHDAALEFAVDRNPGSAWSYGWLKPGA
TPDASTFTPFDRKGRPGEDASKLLNLGSPAAREWLTDHVDRTLAEQGV
DLYRQDFNIDPLPFWRAADAPDRRGVTENHHVVGYLAYWDELIRRRP
GLLIDSCASGGRRNDLETMRRAVPLWRTDYAFQAIADQGMTYGLSPW
LPYFGSGTTAARDASYMGAGFSAVDPYAFWSNATPSISCGVDVRERGI
DYKTLRTLVGRWRELSRFYYDDFYALTPYSLATDAWIAWQYNAPERR




EGAVQAFRRQDAPEARIRLKLHGLDADAVYALSTLDATEPREAAGRD
LMATGLEVDIPARPAAAVVFYRRRD




