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-- DmAgo2
- AtAGO2
— —— DrAgo2
[ HsAGO2
MmAGO2 Species
Argonaute 2 Human (Hs)
---------------- DmRNaseX25 Mouse (Mm)
Zebrafish (Dr
---------------- DrRnaset2 (Br)
Drosophila (Dm)
............... HsRNASET2 Arabidopsis (At)
--------------- MmRNASET2-B
-9 |
--------------- MmRNASET2-A
----------- AtRNS2
------------- AtRNS1
T e m————————————————>00c00000000000 AtRNS3
T2 Ribonucleases
1 10 20 30 40 50 60 70 80 0 100 110 120 130
1
HsRNASET2 HRPAALRGALLGCLC====~ LALLCLGGADKRLRONHEHKKL THYQHHPETYC=m ===
MmRNASET2-B MAPAEARGALPGHISYLGHGLAL CSLCGAGPLHSGSHEHKKLIL TQHHPPTYC————-
MmRNASET2-A HAPAEARGALPGHISYLGHGLAL CSLCGAGPLHSGSHEHKKLIL TQHHPPTYC-
DrRnaset2 HRF TAFAYIFSAYYLCSSAF THPRG--EMTKLIL TQHHPOTFC————-
DmRNaseX?25  HOSORFLFYAILACFLYTIKSTPLSDISYSDESTSYNEKTOKRPDDDSEF DGFPFREDDDSLODSSRENSYADHHHDYL IF TOQHPYTTCYHHREENPDOECSLPOK=KEFMTIHGIHPTKLHOHGPHFC
AtRNS1 HKILLASLCLISLLVILPSYFSASSSSEDFDFFYFYOOHPESYCDTOKKCCYPHSGKPARD--—-F GIHGLHPHYKDGTYPSHC
AtRNS3 HKFFIFILAL QAL YYQSFAODFOFFYFYLAHPGAYCOSRHSCCYPATGKPARD--—-F GTHGLHPHYKTGGHPONC
AtRNS2 HASRLCLLLLYACTIAGAFAGDYIELHRSOREFDYFALSLOHPGTYCRGTRHCCSKHACCRGSDAPTOF TIHGLHPDYHOGSHPSCE
CONSENSUS = +*+++setsssstsssssssstsssststotsssststossssststssssrasssns - T, #ud, i, qqHP.b.Caeannn. b odo . JwbiHGIHP, .. . g..P..C
131 140 150 160 170 180 190 200 210 220 230 240 250 260

| |
HsRNASET?2 HRSHPFHLEEIKDLL PEHRAYHPDVIHSF===-= PHRSRFHKHEHEKHGTCAAOYDALHSOKKYFGRSLELYRELDLHSYLLKLG-TKPSINYYQVADFKDALARYYGYIPKIOCLPPSODEEYOTIGOT
MmRNASET2-B HQSHHFHLDEIKDLLRDHKLYHPDVIHRS-----SHRSQFHKHENYKHGTCAADYDALNSEKKYF GKSLOLYKOLOLHSYLOKFG-IKPSINY YOLADFKDAL TRIYGYYPKIOCLHPEQGESYOTYGOL
MmMRNASET2-A HOSHHFHLDEIKDLLRDHKIYHPDYIHRS--—-—-SHRSAFHKHEHMYKHGTCARBYDALNSEKKY FGKSLOLYKATIDLHSYLOKFG-TKPSINYYOLADFKDAL TRIYGYYPKIACLHPEAGESYATYGAT
DrRnaset2 NTSHHFHASLIEDIL PEHEKFHPDLLE=======PSSPKFHNYEHTKHGTCARKSESLHSEHKYFGKALELYHKFOLNSYLLKNQ-TYPSEKHY TLEDYEERITSAYGYKPKIOQCYHPGAGGAVOTL GOT
DmRNaseX25  HNSANFDPSKLWPIEDRLETFHPD=LKGH=====DSTEHLMKHEMOKHGTCAHLYEELDNELKYFEQGL THREE Y IHSRILDASD=-THPDSHN-TYAATHNATYKALGKNPSTHCL YDGKHG=ISYLSEL

AtRNS1 DASKPFDSSTISDLLTSHEKSHPTLACPS————— GSGEAFHEHEHEKHGTCSESY--I-DOHEYFOTALHLKOKTHLLGAL TKAG-IHPDGKSYSLESIRDSTKES IGF TPHYECHRDGSGH--5QLYDY
AtRNS3 NHPDSRFODLRYSDLHSDLAREHPTLSCPS————-| HDGHKFHTHEHEKHGT CAESE--L-DAHDYFEAGLKLKAKAMLLHAL THAG-TKPDDKFYEHKDIENTIKOYYGFAPGIECHKDSSHH--5SOLYOT
AtRNS2 YRSD=FKEKEISTLHDGLEKYHPSLSCGSPSSCHGEKGSFHGHEMEKHGTCSSPY ==FHDEYHYFLTTLHLYLKHHY TDYLYDAGYYASHSEKYPLGGIY TAIONAFHITPEYYCKRDAIDE--IRICFY
Consensus n.8,,.Fe.,. i dl]l, 8, HPdL, . 8...0004s.+.FH. hEHeKHGTCa, v, 1, 4, kTF, . L. 1y, k, . 1, vl k. g, ' p,.. .y diai. g Pl Code e vess . Lagi

261 270 280 290 300 310 320 330 338
1 |
HsRNASET2 ELCLTKODQALONCTEPGEQPSPKOEYHLANGARESRGLRYCEDG-PYFYPPPKKTKH
MmMRNASET2-B ELCFTKEDLHLRHCTEPGEQLSSRUEAHLANEAS-THGHHYCEDG-PIFYPPPTKTOH
MmMRNASET2-A ELCFTKEDLHLRHCTEPGEAQLSSROEAHLAHEAS-THGHHYCEDG-PIFYPPPTKTAH

DrRnaset2 EICYDR-DFOLHGCEKSSEDTHSHOLPTYPYSGO--5GLSYCOHSHPYYYPPYOR

DmRNasex?25  RICFSK-SLELIDCD--GIKQGDAYPYGYPGGTIITHCHIGSLYHYPSLYPPLORKSHHKLPLYHYYKLLAFLHHFTL
AtRNS1 YLCYDRSGSGLIECPYFPHGKCGAEIEFPSF

AtRNS3 YLCYDTSASKFINCPYHPHGRCDSRYQFPKF

AtRNS2 KDFKPRDCYGSAD--LTSRKSCPKYYSLPEYTPLDGEAHYLKHPTEREAL

Consensus T T

AtRNS1 DrRnaset2 Alignment

RMSD (A)

0.1 40 80



