Table S1A Summary of human eAT-hook proteins

peptide start

Nr. Uniprot ID eptide sequence RNA bindin
P position Pep < s
>sp\Q13219|PAPP1 HUMAN Pappalysin-1 OS=Homo sapiens
1 — POS: 34 [AALGCGLAERPRRARRDPRAGRPPRPAAGPATCATRAARGRRA
GN=PAPPA PE=1 SV=3
>tr|A6NCEO | A6NCEO_HUMAN Putative uncharacterized
2 s - N POS: 434 AGALRCRRRRAAGRRARPLPGRPGPRHVQREPRVRRGVHHPQR
protein FOX06 OS=Homo sapiens GN=FOX06 PE=4 SV=1
>tr\Q§6DR3|Q96DR37HUMAN cDNA FLJ30206 fis, clone
3 BRACE2001508, weakly similar to PROTEIN-LYSINE 6- POS: 118 | AGTRQGESPLPRGRRPDLGQGRPSPRRLPRGPWTHRTRTRVRG
OXIDASE OS=Homo sapiens PE=2 SV=1
> 8IV32|CCD71_HUMAN Coiled-coil d in- taini
4 SP‘Q. | - . oited-col omain-containing POS: 363 AKAKAVRAKAKVARTQPRGRGRPKGSAKARTTRKGQKNRPETV
protein 71 OS=Homo sapiens GN=CCDC71 PE=2 SV=2
> C9JRE6 | YQ051 HUMAN Unch terized tei
5 SP‘ | Q - . neharac erlz? SRR POS: 180 APRAPRRPRGPATPDPSPPAGRPHGPAGRAAPGRRPGCTAQLR
L0C283999, mitochondrial OS=Homo sapiens PE=4 SV=1
>tr|Q6NUK7 |Q6NUK7_HUMAN LYN protein (Fragment) OS=Homo
6 . - POS: 32 APRPWRLRARRAAASSPRQAGRPRHPRPRASSPSPRVQRSRPA
sapiens GN=LYN PE=2 SV=1
>tr|Q5RI17|Q5RI17_HUMAN Heterogeneous nuclear
7 ribonucleoprotein U (Scaffold attachment factor A) POS: 120 [ARQGOQOAGGKKKAEGGGGGGRPGAPAAGDGKTEQKGGDKKRG Refs 40, 41, 42
(Fragment) OS=Homo sapiens GN=HNRNPU PE=2 SV=1
>sp|Q5T5Y3|CAMP1_HUMAN Calmodulin-regulated spectrin-
8 associated protein 1 OS=Homo sapiens GN=CAMSAP1l PE=1 POS: 617 AVLKPAKEKQVITKEDERGEGRPRSIVSRRPSEGPQPLVRRKM
Sv=2
>tr|Q6WG70|Q6WG70_HUMAN Antigen MLAA-35 OS=Homo sapiens
9 PE=2 SV=1 - POS: 59 [AVLRPAKEKQITTKEDERGEGRPRTIMAKRPSEGSQPMVRKKV
>tr |A8Mz83 |A8Mz83_HUMAN Putative uncharacterized
10 ‘ . | - . POS: 239 CKFADGGQKKRQONQSKYTQNGRPWPREGEVLRGRTVPRQNREA Ref 41 (candidate), Ref 42
protein RBMS3 OS=Homo sapiens GN=RBMS3 PE=4 SV=2
>s; 15392 |DHC24_HUMAN 24-dehydrocholesterol reductase 0
11 plo |_ e o POS: 92 DIQKQVREWKEQGSKTFMCTGRPGWLTVSLRVGKYKKTHKNIM Ref 41 (candidate)
OS=Homo sapiens GN=DHCR24 PE=1 SV=2
>sp|Q62ZV29 |PLPL7_HUMAN Patatin-like phospholipase
12 domain-containing protein 7 OS=Homo sapiens GN=PNPLA7 POS: 340 EERLKKPPRLOESCDSDHGGGRPAAAGPLLKRSHSVPAPSIRK
PE=2 SV=3
>, 9NYQ6 | CELR1_HUMAN Cadherin EGF LAG = G-
13 SP‘Q 2 | . a ?rln VR POS: 82 ELLDVGRDGRLAGRRRVSGAGRPLPLQVRLVARSAPTALSRRL
type receptor 1 OS=Homo sapiens GN=CELSR1 PE=1 SV=1
> P51608 |[MECP2_HUMAN Methyl-CpG-bindi tein 2
14 SP‘ | e ethy P inding protein POS: 188 EQKPPKKPKSPKAPGTGRGRGRPKGSGTTRPKAATSEGVQVKR Refs 41, 42
OS=Homo sapiens GN=MECP2 PE=1 SV=1
15 >SP‘QBN3Z0|PRS35*HUMAN SREE S0 FRElED B POS: 244 ERAKGGRRRKKSGRGQRIAEGRPSFQWTRVKNTHIPKGWARGG
OS=Homo sapiens GN=PRSS35 PE=2 SV=2 °
>sp|Q96A06 | PBIP1_HUMAN Pre-B-cell leukemia
16 transcription factor-interacting protein 1 OS=Homo POS: 519 ERKKNWGGQEDREPAGRWKEGRPRVEESGSKKEGKRQGPKEPP
sapiens GN=PBXIP1l PE=1 SV=1
>tr |B4DMT7 |B4DMT7_HUMAN cDNA FLJ55553 OS=H i
17 pEi oot ! - € OO SAPLENS pos: 72 ERLKKPPRLQESCDSADHGGGRPAAAGPLLKRSHSVPAPSIRK
>sp|Q2YD98 |K1530_HUMAN Uncharacterized protein KIAA1530
18 i POS: 597 ERQDRLKCPFHGKIVPRDDEGRPLDPEDRAREQRRQLQKQERP
OS=Homo sapiens GN=KIAA1530 PE=1 SV=2 2 QRRQLOKQ)
> 1|CB016_HUMAN h i i 2orfl
19 EDEDIA (0 R Welerstesaed] pratein Gl |ben, aong ERSHRSSCERTRHSPSEMRPGRPSGRNHCSPSERSRRSPLKEG
OS=Homo sapiens GN=C2orfl6 PE=1 SV=3
> 14781 |CBX2_HUMAN Ch: b tein h 1 2
20 SP‘Q | - romobox protein homolog POS: 77 FQKKEHEKEVQNRKRGKRPRGRPRKLTAMSSCSRRSKLKEPDA
OS=Homo sapiens GN=CBX2 PE=1 SV=2
>sp|Q8I2z69|TRM2A HUMAN tRNA (uracil-5-)-
21 methyltransferase homolog A OS=Homo sapiens GN=TRMT2A POS: 135 FRSAAERDKALRVLHGALWKGRPLSVRLARPKADPMARRRRQE Refs 41, 42
PE=1 SV=2
>s; 9Y520 | BA2L2_HUMAN Protein BAT2-like 2 OS=Homo
22 p‘.Q | = + + POS: 1356 GEPTRRGRGGTFRRGGRDPGGRPSRPSTLRRPAYRDNQWNPRQ Ref 40 (candidate)
sapiens GN=BAT2L2 PE=1 SV=2
23 >tr‘A4DZM3|A4D2M37HUMAN EESIANGY CEED EEpHERD POS: 75 GEVRNGRTGVRASRLSATGAGRPGVSGRGRRGGRSVPSARLGQ
GN=LOC401367 PE=4 SV=1 )
>sp|Q14005|IL16_HUMAN Pro-interleukin-16 OS=Homo
24 . - POS: 483 GKERHQWSLEGVKRLES, PTLEKEREKNSAPPHRRAQKV
sapiens GN=IL16 PE=1 SV=4
>sp|Q7RTU7 | SCX_HUMAN Basic helix-loop-helix
25 transcription factor scleraxis OS=Homo sapiens GN=SCXA |POS: 67 GLQGARRRAGGRRAGGGGPGGRPGREPRQRHTANARERDRTNS
PE=2 SV=1
> 5JV73 |FRPD3_HUMAN FERM d PDZ d« in- taini
26 sp| 05 | = an omein-containing  lpos: 1340 GPGMSREQRRSCDCKRICRGGRPQATQTPVPSLRGRERDRVLP
protein 3 OS=Homo sapiens GN=FRMPD3 PE=2 SV=2
> 92794 |MYST3_HUMAN Hist tylt: i MYST3
27 SP‘Q | = HEIEONE EEHRIEn e POS: 335 GRKLLQKKAAQTKRRYTNPIGRPKNRLKKONTVSKGPFSKVRT
OS=Homo sapiens GN=MYST3 PE=1 SV=2
>tr|B82ZP9|B82Z2ZP9_HUMAN Putative uncharacterized
28 . - . POS: 38 GWETRGDRKVRAGAMGEQAGGRPCGAGIQCPAPRRPGSPWWRR
protein HES6 OS=Homo sapiens GN=HES6 PE=4 SV=1
>sp|Q8NAT2 | TDRD5_HUMAN Tudor domain-containing protein
29 . POS: 106 IASLVAKQRSSHKLRNSMHKGRPSIYSGPRSHRRVPYRGRVAP Ref 42
5 OS=Homo sapiens GN=TDRD5 PE=1 SV=3
>s; 5JTHY [RRP12_HUMAN RRP12-like protein OS=Homo
30 p‘Q | - + P + POS: 1245 KAMPGAEYKAKKAKGDVKKKGRPDPYAYIPLNRSKLNRRKKMK Ref 40 (candidate), Refs 41, 42

sapiens GN=RRP12 PE=1 SV=2




>sp|Q86US8 |EST1A_HUMAN Telomerase-binding protein EST1A

31 . POS: 235 KGKRMGKGEGVRETHDDPARGRPGSAKRYSRSDKRRNRYRTRS
OS=Homo sapiens GN=SMG6 PE=1 SV=2
>tr|Q59F71|Q59F71_HUMAN Bone morphogenetic protein 1

32 . . . POS: 785 KKGFKAHFFSEKRPALQPPRGRPHQLKFRVQKRNRTPQ
isoform 1, variant (Fragment) OS=Homo sapiens PE=2 SV=1
>t JR! JR HUMAN 4 ib 1 ted

33 r‘Qs 95'95 8 W E20-EEENER, et £ POS: 29 KRRKTGGKRKPYHKKRKYELGRPAANTKIGPRRIHTVRVRGGC Refs 40, 41, 42
0S=Homo sapiens GN=RPS8 PE=3 SV=1
>t 1M182|Q1M182_ HUMAN HMGA2f OS=H: i GN=HMGA2

34 PEist—l le - omo. sapiens POS: 77 KSPSKAAQKKAEATGEKRPRGRPRKWDNLLPRTSSKKKTSLGN
> 204 F17A_ HUMAN lici £ ini ine-|

35 ERERPRAC (SR R G:fliefing aten, aRfmim/teineybes, G LADRHKRERSRARRASSREDGRPRKERRPHKKHAYKDDSPRRR Refs 40, 42
rich 17A OS=Homo sapiens GN=SFRS17A PE=1 SV=2
> 6PH81|CP087_HUMAN UPF0547 tein Cl6orf87 OS=H

36 splo | - protein tlbor ™ |pos: 100 LENRKRSRSNSHSDHIRRGRGRPKSASAKKHEEEREKQEKETD
sapiens GN=Cl6orf87 PE=2 SV=1
>sp|A6NJI1|CK086_HUMAN Uncharacterized protein Cllorf86

37 p| |4 = P POS: 24 LRSQSLREPRPSYGKLOEPWGRPQEGQLRRALSLRQGQEKSRS
OS=Homo sapiens GN=Cllorf86 PE=2 SV=2
>sp|Q8WZ42 | TITIN_HUMAN Titin OS=Homo sapiens GN=TTN

38 PE=1 SV=2 - POS: 19558 MRKLVIVRAGCPIRLFAIVRGRPAPKVTWRKVGIDNVVRKGQV

39 >SP‘QBGYD1|PTOVI7HUMAN EEIDEERD SEE-CuERE R POS: 20 MVRPRRAPYRSGAGGPLGGRGRPPRPLVVRAVRSRSWPASPRG
gene 1 protein OS=Homo sapiens GN=PTOV1 PE=1 SV=1 °
> 015235 |RT12_HUMAN 28S rib 1 tein S12

40 Sp‘ | - 'r]. osoma.. protein ! POS: 53 NOMHRLGPPKRPPRKLGPTEGRPQLKGVVLCTFTRKPKKPNSA Ref 40 (predicted), Ref 42
mitochondrial OS=Homo sapiens GN=MRPS12 PE=1 SV=1
>tr|D4PHA4 |D4PHA4_HUMAN GC-rich promoter binding

41 protein 1, isoform CRA c OS=Homo sapiens GN=GPBP1 PE=4 |POS: 57 NRYDVNRRRHNSSDGFDSAIGRPNGGNFGRKEKNGWRTHGRNG
Sv=1
> 6ZRS2 | SRCAP_HUMAN Heli SRCAP OS=H: i

a2 SP‘Q | - e-icase omo. sapiens POS: 2735 PARPPRRRTSADVEIRGQGTGRPGQPPGPKVLRKLPGRLVTVV
GN=SRCAP PE=1 SV=3
>sp|Q9P281|BAHC1 HUMAN BAH and coiled-coil domain-

a3 containing protein 1 OS=Homo sapiens GN=BAHCC1l PE=1 POS: 2237 PKNKTCKALLMGDKDFSPKLGRPLPSPSYVHPALVGKDKKGRA
Sv=3
N . _ . X

44 ?p‘Q02779|M3K10_HUMAN Mltog?n activated protein kinase POS: 875 PRLPDPQALFPARRRPPEFPGRPTTLTFAPRPRPAASRPRLDP
kinase kinase 10 OS=Homo sapiens GN=MAP3K10 PE=1 SV=3
>tr|Q8WYUS |Q8WYUS_HUMAN Putative uncharacterized

45 g - . POS: 70 PSPTSRARRPPRPWEVAPRCGRPKLNGATRSGCACRVRSHRHP
protein pp6170 OS=Homo sapiens GN=pp6170 PE=4 SV=1
>sp|014578 |CTRO_HUMAN Citron Rho-interacting kinase

46 N - POS: 1972 PSTPHRYREGRTELRRDKSPGRPLEREKSPGRMLSTRRERSPG
OS=Homo sapiens GN=CIT PE=1 SV=2
>sp\P51532|SMCA4 HUMAN Transcription activator BRG1

a7 . - POS: 1443 PTTSTRSRDKDDESKKQKKRGRPPAEKLSPNPPNLTKKMKKIV
OS=Homo sapiens GN=SMARCA4 PE=1 SV=2
>tr|Q8TC09|Q8TCO9_HUMAN TTLL7 protein (Fragment)

48 N - POS: 42 RAVGGRRRAPDHQCRLPSRGGRPRGSCEAREHLGDRLORGRED
OS=Homo sapiens GN=TTLL7 PE=2 SV=2
>sp|P05997 |CO5A2_HUMAN Collagen alpha-2(V) chain N

49 e |_ b o 12 V) POS: 128 RGRKGQKGEPGLVPVVTGIRGRPGPAGPPGSQGPRGERGPKGR Ref 41 (candidate)
OS=Homo sapiens GN=COL5A2 PE=1 SV=3
>sp|Q9H5J8 | TAF1D_HUMAN TATA box-binding protein-

50 associated factor RNA polymerase I subunit D OS=Homo POS: 106 RKKRYKKKKKRRYQPTGRPRGRPEGRRNPIYSLIDKKKQFRSR
sapiens GN=TAF1D PE=1 SV=1
>tr|C9J2A8|C9J2A8_HUMAN Putati h, terized

51 1’.“ . | - v a,lve uncharacterize POS: 560 RKLRLREVKQPASSKGTKLAGRPLIKNFKTKTFQEKKEQLIPE
protein C20orfl2 OS=Homo sapiens GN=C20orfl2 PE=4 SV=1
>sp|Q96NR7|CD038_HUMAN Uncharacterized protein C4orf3s

52 . . POS: 89 RPAARPRMSPHRSPAVARRCGRPRRRDPRRRRTPALPRPWPGR
OS=Homo sapiens GN=C4orf38 PE=2 SV=1
>tr|Q6IPLY |Q6IPL9_HUMAN HMGAl protein OS=Homo sapiens

53 > POS: 47 RPRKQPPKEPSEVPTPKRPRGRPKGSKNKGAAKTRKTTTLHST
GN=HMGA1l PE=4 SV=1
>tr|Q5T6U8 |Q5T6US_HUMAN High mobility group AT-hook 1

54 N - POS: 47 RPRKQPPKEPSEVPTPKRPRGRPKGSKNKGAAKTRKTTTTPGR
OS=Homo sapiens GN=HMGAl PE=2 SV=1
>sp|Q9UIFY |BAZ2A_HUMAN Bromodomain adjacent to zinc

55 finger domain protein 2A OS=Homo sapiens GN=BAZ2A PE=1 |POS: 673 RPRNTEKAKTKEVPKVKRGRGRPPKVKITELLNKTDNRPLKKL Ref 42
Sv=4
>t N9G N9G5_HUMAN cDNA FLJ37429 fi 1

56 r‘QB o 5|Q8 965_HUI C 3 9 fis, clone POS: 166 RRAAEFTQARPTRKRRTPGGGRPEAGCWLENRRQRRRKAGAER
BRAWH2001666 OS=Homo sapiens PE=2 SV=1
> 15417 | TNC18_HUMAN Tri 1 i = ini

57 RIS rinucleotide repeat-contalning g, 156 RRDSEDRREEPHRSLARRGPGRPRKRTHAPSALSPPRKRGKSG
gene 18 protein OS=Homo sapiens GN=TNRC18 PE=1 SV=3
>sp|Q6UX72|B3GN9_HUMAN UDP-GlcNAc:betaGal beta-1,3-N-

58 acetylglucosaminyltransferase 9 OS=Homo sapiens POS: 113 RRFPLLINQPHKCRGDGAPGGRPDLLIAVKSVAEDFERRQAVR
GN=B3GNT9 PE=2 SV=1
- _ q q q

59 EREOEE|SHERR, IR £ED Clre-cetdyislng paatein  |byg, o RRSESSRNKLLRRTVSVPVEGRPHGEHEYHLGRSRRKSVPGGK
SynGAP OS=Homo sapiens GN=SYNGAPl PE=1 SV=4
>tr|B4DM08 |B4DMO8_HUMAN cDNA FLJ60021, moderately

60 similar to Protein transport protein Sec6l subunit POS: 32 RRVSCFLRLGRSTLLELEPAGRPCSGRTRHRALHRRLVACVTV
alpha isoform 1 OS=Homo sapiens PE=2 SV=1

61 >SP‘095996|APC27HUMAN BEUREERETD EFREES cetit POS: 1469 RSAEQSRGAGKNRAGLELPLGRPPSAPADKDGSKPGRTRGDGA
protein 2 OS=Homo sapiens GN=APC2 PE=1 SV=1 °
>sp|Q9UDY2|Z02_HUMAN Tight junction protein z0-2

62 . POS: 177 RSRLNSHGGRSRSWEDSPERGRPHERARSRERDLSRDRSRGRS

OS=Homo sapiens GN=TJP2 PE=1 SV=1




>tr|Q5JRI1|Q5JRI1_HUMAN FUS interacting protein

63 (Serine/arginine-rich) 1 OS=Homo sapiens GN=FUSIP1 PE=2 [POS: 149 RSRSFDYNYRRSYSPRNRPTGRPR ONDSQVSKKKNER
Sv=1
>sp|Q8IY82|CC135_HUMAN Coiled-coil domain-containing
64 . - . POS: 553 RVDGLMKREETPRTMTEYYQGRPDFLSYRHASFGPRVKKLTLS
protein 135 OS=Homo sapiens GN=CCDC135 PE=2 SV=2
> P20929 [NEBU_HUMAN Nebuli =H i N=NEB
65 PZE‘I sgf3gl U_HUI (L1 o) B 2O (o POS: 5775 SEVEYRAKHRKEGSHGLSMLGRPDIEMAKKAAKLSSQVKYREN
> 095785 |WIZ_HUMAN Protein Wiz 0S=H i GN=WIZ
66 PZE‘I ot [wrz_| rotein Wiz omo sapiens POS: 1458 SEWIKHRPOKVGAYRSYIQGGRPFTKKFRSAGHGRDSDKRPSL
>sp |Q8TEK3 | DOT1L_HUMAN Histone-lysine N-
67 methyltransferase, H3 lysine-79 specific OS=Homo POS: 411 SKARKKKLNKKGRKMAGRKRGRPKKMNTANPERKPKKNQTALD
sapiens GN=DOT1L PE=1 SV=2
>s 0P651|CD029 HUMAN Uncharacterized protein C4orf29 .
68 p‘Q | - P POS: 23 SKLDILYRRLLLTKLFIRGWGRPEDLKRLFEFRKMIGNRERCQ Ref 41 (candidate)
OS=Homo sapiens GN=C4orf29 PE=1 SV=1
>, 9H611|PIF1_HUMAN ATP-d« dent DNA heli PIF1
69 SP‘Q | - e e-icase POS: 63 SLGRNERRELMLRLOAPGPAGRPRCFPLRAARLFTRFAEAGRS
OS=Homo sapiens GN=PIF1l PE=1 SV=2
>sp|Q9UKV3 | ACINU_HUMAN Apoptotic chromatin condensation
70 inducer in the nucleus OS=Homo sapiens GN=ACIN1 PE=1 POS: 624 SPLRSKQRDVAQARTHANPRGRPKMGSRSTSESRSRSRSRSRS Refs 40, 41
sv=2
71 >SP‘QSVWQ0|RSBN1*HUMAN CemhG] EpEEmEc] leefe protein i POS: 100 SPRGVKRQRRSSSGGSQEKRGRPSQEPPLAPPHRRRRSRQHPG
OS=Homo sapiens GN=RSBN1l PE=2 SV=2 °
S ; e s
72 Sp‘075494|SR510*HUMAI?I Serine/arginine-rich splicing POS: 150 SRSFDYNYRRSYSPRNSRPTGRPRRSRSHSDNDRFKHRNRSFS Refs 40, 42
factor 10 OS=Homo sapiens GN=SRSF10 PE=1 SV=1
> KY1|ZHX1_HUMAN Zzi fi h b
73 5p)||09UKY1[zHX1_HUMAN zinc fingers andihomeoboxes POS: 757 SSLRKRGRGRPKGRGRGRPRGRPRGSKRINNWDRGPSLIKFKT
protein 1 OS=Homo sapiens GN=ZHX1 PE=1 SV=1
> H. MBT1_HUMAN -Lik ith f MBT i
74 SP‘Q?U J3|S —HU . sem-like wi our domains POS: 647 SVLTKTKYTHYYGKKKNKRIGRPPGGHSNLACALKKASKRRKR
protein 1 OS=Homo sapiens GN=SFMBT1 PE=1 SV=2
>tr|A8KAS6 | A8KAS56_HUMAN cDNA FLJ77678, highly similar
75 to Homo sapiens DEAD (Asp-Glu-Ala-Asp) box polypeptide |POS: 632 VERLARSYLRRPAVVYIGSAGRPHERVEQKVFLMSESEKRKKL Ref 40
23, mRNA OS=Homo sapiens PE=2 SV=1
> in- -
76 sp| 09NSD7|RLIRL_HUMAN Relaxin-3 receptor 1 0S=homo POS: 310 VRFIADRRAAGTKGGAAVAGGRPTGASARRLSKVTKSVTIVVL
sapiens GN=RXFP3 PE=1 SV=1
>tr |A1E4F0|AlE4F0_HUMAN G protein-coupled receptor 144
77 splice variant (Fragment) OS=Homo sapiens GN=GPR144 POS: 229 VRSLRLREASTRGCLFTMPGGRPEGPGHIHIPASEVRRLLRKG
PE=2 SV=1
> 96MU7 |YTDC1_HUMAN YTH d in- taini tei 1
78 SP‘Q | . omaln-containing protein POS: 520 YQVIHKMRHKRRMHSQPRSRGRPSRREPVRDVGRRRPEDYDIH Refs 40, 41, 42
OS=Homo sapiens GN=YTHDC1l PE=1 SV=3
>sp\QQUBIQ|HDC HUMAN Headcase protein homolog OS=Homo
79 . o POS: 211 YOVKRMODEKKKKSGSEKNTGRPPGEAAEEAKKCRPPNKPQKG
sapiens GN=HECA PE=1 SV=1
>sp[Q15027 [ACAP1_HUMAN Arf-GAP with coiled-coil, ANK
80 repeat and PH domain-containing protein 1 OS=Homo POS: 533 YVEKKFLTKLPEIRGRRGGRGRPRGQPPVPPKPSIRPRPGSLR

sapiens GN=ACAP1 PE=1 SV=1




Table S1B Summary of mouse eAT-hook proteins

Uniprot ID

peptide start

peptide sequence

position

>tr|Q5DTK3 |Q5DTK3_MOUSE MKIAA4165 protein (Fragment)

1 . ] POS: 44 AAKRPLARSAPRARRVGRRGGRPRLPDRLGRPRPSRRPALPRP
0S=Mus musculus GN=Prkci PE=2 SV=1
>tr|Q8BHN4 | 08BHN4_MOUSE Putative uncharacterized

2 X — POS: 52 AEHGCGRTGRPKGRDAVCWPGRPPRAPGRGGCRRPRSRPAACT
protein O0S=Mus musculus GN=Dlst PE=4 SV=1
>t i au M E Putati h terized

3 r|Q? UGO|Q3 BB urative unc ara? erize POS: 148 AGQRRSRGAEQRLPRSRGAEGRPRRSRAEPAARRGAAPRSRAH
protein (Fragment) OS=Mus musculus GN=Jmjdlc PE=2 SV=1
>sp|Q9D3E6 | STAGL_MOUSE Cohesin subunit SA-1 OS=Mus

4 - POS: 37 AHSDHGRQLEETEVKGKRKRGRPGRPPSTNKKPRKSPGEKSRI
musculus GN=Stagl PE=1 SV=2
> B2RWZ0 | B2RWZ0_MOUSE i i =M 1

5 5] . o e CUSERRE S a R ce s POS: 445 AKTTQAPHRLHTAPVRPRIPGRPHGRPALNKTTTRPDKTKPRG
GN=Abi3bp PE=2 SV=1
>tr|Q3UzI6|Q3UZI6_MOUSE Putative uncharacterized

6 . - POS: 64 ARGAAWNRERRGARTSPGPAGRPRKGRASEHKDQLSRLKDRDP
protein (Fragment) OS=Mus musculus GN=Noc2l PE=2 SV=1
>sp|A2AHC3 |CAMP1_MOUSE Calmodulin-regulated spectrin-

7 associated protein 1 0S=Mus musculus GN=Camsapl PE=1 POS: 614 AVLRPAKEKQITTKEDERGEGRPRTIMAKRPSEGSQPMVRKKV
Sv=1
>sp|Q8VCH6 | DHC24_MOUSE 24-dehydrocholesterol reductase

8 b POS: 92 DIQKQVREWKEQGSKTFMCTGRPGWLTVSLRVGKYKKTHKNIM
0S=Mus musculus GN=Dhcr24 PE=2 SV=1
>sp|Q9%2D6 | MECP2_MOUSE Methyl-CpG-binding protein 2

9 - POS: 188 EQKPPKKPKSPKAPGTGRGRGRPKGSGTGRPKAAASEGVQVKR
0S=Mus musculus GN=Mecp2 PE=1 SV=1
>tr|Q3TZG6 |Q3TZG6_MOUSE Putative uncharacterized

10 . - POS: 77 FQKKEHEKEVQNRKRDKRPRGRPRKHTVTSSCSRRSKLKEPDA
protein 0S=Mus musculus GN=Cbx2 PE=2 SV=1
>sp|P30658|CBX2_MOUSE Chromobox protein homolog 2

11 - POS: 77 FQKKEHEKEVQNRKRGKRPRGRPRKHTATSSCSRRSKLKEPDA
0S=Mus musculus GN=Cbx2 PE=1 SV=1
>tr|A2ABG2 | A2ABG2_MOUSE Chromobox homolog 2 (Drosophila

12 - POS: 77 FQKKEHEKEVQNRKRGKRPRGRPRKHTVTSSCSRRSKLKEPDA
Pc class) 0S=Mus musculus GN=Cbx2 PE=4 SV=1
>sp|Q3TLH4 |BA2L2_MOUSE Protein BAT2-like 2 OS=Mus

1 b POS: 132 EPTRRGRGGTFRRGGRDPGGRPSRPATLRRPAYRDNQWNTR(

3 musculus GN=Bat21l2 PE=1 SV=2 oS S22 & SRS e SSRRS Q2 Q
>sp|054824 | IL16_MOUSE Pro-interleukin-16 0S=Mus

14 - POS: 480 GKDRHQWSLEGVKRLESSWHGRPTLEKEREKHSAPPHRRAQKI
musculus GN=I116 PE=1 SV=3
>s 8BZ21|MYST3_MOUSE Histone acetyltransferase MYST3

15 p|Q | - ¥ POS: 335 GRKLLQKKAAQIKRRYANPIGRPKNRLKKONTVSKGPFSKVRT
0S=Mus musculus GN=Myst3 PE=1 SV=2
>tr|Q3TNM4 |Q3TNM4_MOUSE Putative uncharacterized

16 . N POS: 52 GRRVGRGEACTRRPALAPAGGRPERRRGSLRRGSPRSSRVGVS
protein (Fragment) OS=Mus musculus PE=2 SV=1
>tr|D3Z4R5|D3Z4R5_MOUSE Putative uncharacterized

17 protein E130309D14Rik OS=Mus musculus GN=E130309D14Rik |POS: 241 GVHNGPAALRRRLPRVRAGTGRPGKTPIPCRTPRSFSTHGGRR
PE=4 SV=1
>sp|Q9D4V4 |TAF1D_MOUSE TATA box-binding protein-

18 associated factor RNA polymerase I subunit D OS=Mus POS: 102 KKKKRKKRKKRKYEPKLRPRGRPRGKPSGTRITRRSQIDAKQI
musculus GN=Tafld PE=2 SV=2
>sp|Q9Z1N6 | SFRP4_MOUSE Secreted frizzled-related

19 . POS: 320 KKQIASRTSRTSRSNPPKSKGRPPAPKPASPKKNIKARSAPKK
sequence protein 4 0S=Mus musculus GN=Sfrp4 PE=2 SV=1
>sp|Q3UMU9 |HDGR2_MOUSE Hepatoma-derived growth factor-

20 . POS: 429 KKSQLPGSESARKPGQKEKRGRPDEKPRARPVKVERTRKRSEG
related protein 2 0S=Mus musculus GN=Hdgfrp2 PE=1 SV=1
>tr|D3z D3Z MOUSE 4 ib 1 tei =M

21 | PEHEEn NEvs U et preietin Bl GRS POS: 29 KRRKTGGKRKPYHKKGKYELGRPAANTKIGPRRIHTVRVRGGN
musculus GN=Rps8-psl PE=3 SV=1
>sp|P62242|RS8_MOUSE 40S ribosomal protein S8 0S=Mus

22 — POS: 29 KRRKTGGKRKPYHKKRKYELGRPAANTKIGPRRIHTVRVRGGN
musculus GN=Rps8 PE=1 SV=2
>tr|B2KFS0 |B2KFS0_MOUSE Novel protein (1700023A16Rik)

23 - . POS: 43 KTHLRHRRPEEDPPPSQEARGRPTSVTGSQRKTHLHHRRAPAR
(Fragment) OS=Mus musculus GN=1700023A16Rik PE=4 SV=1 Q Q
>sp|Q9CR55 |CP087_MOUSE UPF0547 protein Cl6orf87 homolog

24 - POS: 100 LENRKRSRSNSHSDHIRRGRGRPKSSSAKKHEEEREKQEKEID

0S=Mus musculus PE=2 SV=1




>sp|A2ASS6 |TITIN_MOUSE Titin OS=Mus musculus GN=Ttn

25 PE=1 SV=1 POS: 20420 MRKLVVVRAGCPIRLFAIVRGRPAPKVTWRKVGIDNVVRKGQV
>sp|Q91VU8 |PTOV1_MOUSE Prostate tumor-overexpressed

26 gene 1 protein homolog 0S=Mus musculus GN=Ptovl PE=2 POS: 20 MVRPRRAPHRSGAGGPLGGRGRPPRPLVVRAVRSRSWPGGPRG
sv=1
>sp|Q91YE5|BAZ2A MOUSE Bromodomain adjacent to zinc

27 finger domain protein 2A 0S=Mus musculus GN=Baz2a PE=1 [POS: 1015 NKWIVEGRLRRLKTALAKRTGRPEVMMEGAEDGLGRRRSSRIM
SV=2
>sp|035680 |RT12_MOUSE 28S ribosomal protein S12,

28 . . - POS: 53 NOMHRLGPRKEPPKRLGPTEGRPQLKGVVLRTFIRKPKKPNSA
mitochondrial 0S=Mus musculus GN=Mrpsl2 PE=2 SV=1
>s 6NXH3 |GPBP1_MOUSE Vasculin OS=Mus musculus

29 plQ | — POS: 57 NRYDVSRRRHNSSDGFDSGIGRPNGGNFGRKEKNGWRTHGRNG
GN=Gpbpl PE=1 SV=1
>sp|Q810K9 |GXLT2_MOUSE Glucoside xylosyltransferase 2

30 b POS: 81 PGAAGRRSPRRQPPRLRPRAGRPRAASREKLARRPGETRSLHS
0S=Mus musculus GN=Gxylt2 PE=2 SV=1
>sp|Q3UHRO |BAHC1_MOUSE BAH and coiled-coil domain-

31 containing protein 1 0S=Mus musculus GN=Bahccl PE=2 POS: 2277 PKNKNCKALLMSDKDFGPKLGRPLSNPSYAHPALIGKDKKGRA
SV=2
>tr|Q3ULV3|Q3ULV3_MOUSE Putative uncharacterized

32 protein (Fragment) OS=Mus musculus GN=1700022K14Rik POS: 130 PLSVRPGKSSRAGARRERAGGRPRGEGSRGRRNGCHVARWISA
PE=2 SvV=1
>sp|Q66L42|M3K10_MOUSE Mitogen-activated protein kinase

33 . . — POS: 861 PRLPDPQALFPTRRRPLEFPGRPTTLTFAPRPRPAASRPRLDP
kinase kinase 10 OS=Mus musculus GN=Map3kl0 PE=2 SV=2
> VOL VOL6_ M E P i h

34 trlQ? 0 6‘Q3 0L6_MOUS utative uncharacterized POS: 35 PRLREGTRRPSPGRGQLLPPGRPLTCGRRARRGPRPRLTRPVA
protein (Fragment) OS=Mus musculus GN=Gm10638 PE=2 SV=1
>sp|Q3TKT4 | SMCA4_MOUSE Transcription activator BRG1

35 - POS: 1410 PTTSTRSRDKDEESKKQKKRGRPPAEKLSPNPPNLTKKMKKIV
0S=Mus musculus GN=Smarca4 PE=1 SV=1
>sp|Q64124 |SCX_MOUSE Basic helix-loop-helix

36 transcription factor scleraxis 0S=Mus musculus GN=Scx POS: 70 QGARRRAGGRRAAGSGPGPGGRPGREPRQRHTANARERDRTNS
PE=1 SvV=1
>tr|B2RQC2|B2RQC2_MOUSE Ubiquitin carboxyl-terminal

37 - POS: 1097 RDAREWRPLHGREHDRLVQSGRPYKDSYWGRKGWELQSRGKER
hydrolase 0S=Mus musculus GN=Usp42 PE=2 SV=1 Q 2
>tr|Q8BY93|Q8BY93_MOUSE Putative uncharacterized

38 . - POS: 248 RDSREWRPLHGREHDRLVQSGRPYKDSYWGRKGWELQSRGKER
protein (Fragment) OS=Mus musculus GN=Usp42 PE=2 SV=1
>s 8COF9 |PRS35_MOUSE Inactive serine protease 35

39 plQ | - P POS: 240 RESTTQRPGKKSRRGPRVTQGRPSFQWTRVKSTHIPKGWVRGE
0S=Mus musculus GN=Prss35 PE=2 SV=1
>sp|Q3U962|CO5A2_MOUSE Collagen alpha-2(V) chain 0OS=Mus

40 . POS: 126 RGRKGQKGEPGLVPVVTGIRGRPGPAGPPGSQGPRGDRGPKGR
musculus GN=Col5a2 PE=1 SV=1
>sp|Q8K4R9 |DLGP5_MOUSE Disks large-associated protein 5

41 - POS: 244 RKPVTRATNEKGSERMRPSGGRPAKKPEGKPDKVIPSKVERDE
0S=Mus musculus GN=Dlgap5 PE=1 SV=2
> Z277|BAZ1B_M E T i - tei ki BAZ1B

42 Sp|Q9 ‘ _MOUS yrosine-protein kinase POS: 1301 RLRPRKTIRGKQSVIPAARPGRPPGKKSHPARRSRPKDDPEVD
0S=Mus musculus GN=Bazlb PE=1 SV=2
>tr|Q3TVPO |Q3TVPO_MOUSE MCG120563, isoform CRA_a OS=Mus

43 - - POS: 47 RPRKQPPKEPSEVPTPKRPRGRPKGSKNKGAAKTRKVTTAPGR
musculus GN=Hmgal PE=2 SV=1
>sp|Q91YE5 |BAZ2A_MOUSE Bromodomain adjacent to zinc

44 finger domain protein 2A 0S=Mus musculus GN=Baz2a PE=1 POS: 665 RPRNNEKAKNKEVPKVKRGRGRPPKIKMPELLNKTDNRLPKKL
Sv=2
>tr|Q8CCB8|Q8CCB8_MOUSE Putative uncharacterized

45 protein (Fragment) OS=Mus musculus GN=6030445D17Rik POS: 40 RRGFLAAFRRRSFAPQVPSPGRPAQETQRKPGTRPARPRGPPP
PE=2 SV=1
>tr|Q80TUO |Q80TUO_MOUSE MKIAA0705 protein (Fragment)

46 - . POS: 1165 RSASPQRSARPRLEEVPGGQGRPEAGRPASEAADGKEALRGRR
0S=Mus musculus GN=Magi2 PE=4 SV=3

o >tr|Q9JLI0|Q9JLI0_MOUSE Nebulin (Fragment) OS=Mus ey 08 S e S G R T P G SIS G
musculus GN=Neb PE=2 SV=1
>sp|088286 |WIZ_MOUSE Protein Wiz OS=Mus musculus GN=Wiz

48 PE=1 SV=2 - POS: 1491 SEWIKHRPQKVGAYRSYIQGGRPFTKKFRSAGHGRDSDKRPPL
>tr|Q679P5|Q679P5_MOUSE Histone H3 methyltransferase

49 - POS: 301 SKARKKKLNKKGRKMAGRKRGRPKKMSAASAERKSKKSQSTLD

DOT1 variant b 0S=Mus musculus GN=Dotll PE=2 SV=1




>sp|Q8C1A9 |CD029_MOUSE Uncharacterized protein Cdorf29

50 POS: 23 SKLDILYRRLLLTKLFIRGWGRPEDLKRLFEFRKMIGNRERCQ
homolog 0S=Mus musculus PE=2 SV=1
>s 80SX8|PIF1_MOUSE ATP-dependent DNA helicase PIF1

51 plQ | - . P POS: 76 SLGRNERRELMLRLOAPGPTGRPRCFPLRAVRLFTRFAATGRS
0S=Mus musculus GN=Pifl PE=1 SV=2
>sp|Q9CRl3\CG055 MOUSE UPF0562 protein C7orf55 homolog

52 . POS: 25 SPARTLRGLLRELRYLNAATGRPYRDTAAYRYLVKAFRAHRVT
0S=Mus musculus PE=2 SV=1
>sp|Q80T69 |RSBN1_MOUSE Round spermatid basic protein 1

53 b POS: 99 SPRGVKRQRRASSGGSQEKRGRPSQDPPLAPPHRRRRSRQHPG
0S=Mus musculus GN=Rsbnl PE=1 SV=3
> R RS10_M E i ini -rich lici

54 Sp|Q9 OUO‘S S10_MOUS Serine/arginine-rich splicing POS: 150 SRSFDYNYRRSYSPRNSRPTGRPRRSRSHSDNDRFKHRNRSFS
factor 10 0S=Mus musculus GN=Srsfl0 PE=1 SV=2
>sp|P70121|zHX1_MOUSE Zinc fingers and homeoboxes

55 . - POS: 757 SSLRRRGRGRPKGRGRGRPRGRPRGGKRMNTWDRVPSLIKFKT
protein 1 O0S=Mus musculus GN=Zhxl PE=1 SV=2
>tr|[Q61710[(Q61710_MOUSE IB3/5-polypeptide 0S=Mus

56 |Q ‘Q - /5-polypep POS: 242 SSMKKWLSSKRNWRMVKRSSGRPAKEHLKPELKFDKRQHNART
musculus GN=Cepll0 PE=2 SV=1
>sp|Q9JMD1|SMBT1_MOUSE Scm-like with four MBT domains

57 . — POS: 644 SVLTKTKYTHYYGKKKNKRIGRPPGGHSNLSCALKKSSKRRKR
protein 1 O0S=Mus musculus GN=Sfmbtl PE=2 SV=1
>sp|P49025|CTRO_MOUSE Citron Rho-interacting kinase

58 - . POS: 2000 TPHRYRDREGRTELRRDKSPGRPLEREKSPGRMLSTRRERSPG
0S=Mus musculus GN=Cit PE=1 SV=3
> P 1|E2F2_ M E T i i £ E2F2 =M

59 sPl B8 | O ranscription factor OSSius POS: 96 VRCAPAGRLPAKRKLDLEGIGRPTVPEFRTPKGKCIRVDGLPS
musculus GN=E2f2 PE=1 SV=2
>tr|069254|069254 MOUSE MKIAA1966 protein (Fragment)

60 - POS: 300 YQLTIHKMRHKRRMHSQPRSRGRPSRREPVRDVGRRRPEDYDIH

0S=Mus musculus GN=Ythdcl PE=2 SvV=1




Table S1C Summary of human AT-hook proteins

Nr. Uniprot ID g:::i::nstart peptide sequence
1 Sp|Q9UMN6 |MLL4_HUMAN POS: 2 AAAAGGGSCPGPGSARGRFPGRPRGAGGGGGRGGRGNGAERVR
2 Sp‘QGZRSZ‘SRCAPiHUMAN POS: 2266 AELAEFNENDGFPAGEGEEAGRPGAEDEEMSRAEQEIAALVEQ
3 Sp|043167‘ZBT24_HUMAN POS: 143 AGAPVVVISNKKNDPPKRKRGRPKKVNTLQEEKSELAAEEEIQ
4 sp‘QQUIF9‘BAZ2AﬁHUMAN POS: 1388 AGDPGEMPQSPTGLGQPKRRGRPPSKFFKQMEQRYLTQLTAQP
5 Sp|Q9UMN6‘MLL4_HUMAN POS: 205 APRSRACEPSTPRRSRGRPPGRPAGPCRRKQQAVVVAEAAVTI
6 sp‘QSNFCG‘BDlLl_HUMAN POS: 2856 DDDTIKSQEEDQPIIIKRKRGRPRKYPVETTLKMKDDSKTDTG
7 sp|Q96CKO | ZN653_HUMAN POS: 15 EAGAGGEAAAEEGAAGRKARGRPRLTESDRARRRLESRKKYDV
8 sp‘Q9NR48‘ASHlL_HUMAN POS: 871 EIEIPSFKQGLSVSPFPKKRGRPKROMRSPVKMKPPVLSVAPF
9 Sp|P51608‘MECP2_HUMAN POS: 169 EQKPPKKPKSPKAPGTGRGRGRPKGSGTTRPKAATSEGVQVKR
10 Sp‘Q03164‘MLL17HUMAN POS: 203 ETKSGDKIKKKDSKSIEKKRGRPPTFPGVKIKITHGKDISELP
11 sp|Q14781‘CBX2_HUMAN POS: 58 FQKKEHEKEVQNRKRGKRPRGRPRKLTAMSSCSRRSKLKEPDA
12 Sp‘QGZRSZ‘SRCAP_HUMAN POS: 2920 GPQPVHRPNPLLSPVEKRRRGRPPKARDLPIPGTISSAGDGNS
13 sp|P52926‘HMGA2_HUMAN POS: 30 GRPRKQQQEPTGEPSPKRPRGRPKGSKNKSPSKAAQKKAEATG
14 sp‘Q9NR48‘ASHlL_HUMAN POS: 2750 IPLEAVVGTCCVLDLYTYCKGRPKGVKEQDVYICDYRLDKSAH
15 Sp|Q9NR48‘ASH1L_HUMAN POS: 1831 KAKKLQRQARTGNNFVKRRPGRPRKCPLQAVVSMQAFQAAQFV
16 Sp‘Q9Y6X0‘SETBP7HUMAN POS: 1435 KAKRLQRQSKTGNNFVKKRRGRPRKQPTQFDEDSRDQMPVLEK
17 Sp|Q03164‘MLL1_HUMAN POS: 284 KFKTGKLQIGRKGVQIVRRRGRPPSTERIKTPSGLLINSELEK
18 sp‘Pl7O96‘HMGA17HUMAN POS: 65 KNKGAAKTRKTTTTPGRKPRGRPKKLEKEEEEGISQESSEEEQ
19 sp|P52926‘HMGA2_HUMAN POS: 58 KSPSKAAQKKAEATGEKRPRGRPRKWPQQVVQKKPAQEETEET
20 sp‘Q9NR48‘ASHlL_HUMAN POS: 809 LSSSMCVSSDLLSDIYKPKRGRPKSKEMPQLEGPPKRTLKIPA
21 sp|Q6ZRSZ‘SRCAP_HUMAN POS: 2716 PARPPRRRTSADVEIRGQGTGRPGQPPGPKVLRKLPGRLVTVV
22 Sp‘QQBVIO‘PHFZO_HUMAN POS: 241 PENDIVKSPQENLREPKRKRGRPPSIAPTAVDSNSQTLQPITL
23 Sp|Q6ZRSZ‘SRCAP_HUMAN POS: 2841 PENGDGALLAITPPAVKRRRGRPPKKNRSPADAGRGVDEAPSS
24 SP‘Q6P995‘F171B7HUMAN POS: 780 PGRKSTVEDFEANTSPTKRRGRPPLAKRDSKTNIWKKREERPL
25 sp|Q8NEZ4‘MLL3_HUMAN POS: 18 PPEEPGAPAPSPAAADKRPRGRPRKDGASPFQRARKKPRSRGK
26 Sp‘P78545‘ELF3_HUMAN POS: 228 PSDGFRDCKKGDPKHGKRKRGRPRKLSKEYWDCLEGKKSKHAP
27 SP|Q9NR43‘ASH1L7HUMAN POS: 1331 PSFPLDPLHYIRKPDLKKKRGRPPKMREAMAEMPFMHSLSFPL
28 sp‘Q9UMN6‘MLL4_HUMAN POS: 201 QAPQAPRSRACEPSTPRRSRGRPPGRPAGPCRRKQQAVVVAEA
29 Sp|QIUMN6 | MLL4_HUMAN POS: 450 QEEQEESPPPVVPATCSRKRGRPPLTPSQRAEREAARAGPEGT
30 Sp‘PSZQZG‘HMGAZiHUMAN POS: 10 QPSTSAQGQPAAPAPQKRGRGRPRKQQQEPTGEPSPKRPRGRP
31 sp|Q9Y6X0‘SETBP_HUMAN POS: 1000 QYDPLLYLRRTSDLKSKKKRGRPAKTNDTMTKVPFLQGFSYPI
32 sp‘QQGBDS‘PFZlA_HUMAN POS: 409 RKKSAVTYLNSTMHPGTRKRGRPPKYNAVLGFGALTPTSPQSS
33 Sp|Q5TGY3‘AHDCl_HUMAN POS: 528 RNVVVVFPPGEMPIILKRKRGRPPKNLLLGPGKPKEPAVVAAE
34 sp‘Q96C55‘ZN524_HUMAN POS: 35 RPGGATSSNRTLKASLPRKRGRPPKSGQEPPLVQVQGVTAPVG
35 SplQQUIFQ‘BAZ2A_HUMAN POS: 654 RPRNTEKAKTKEVPKVKRGRGRPPKVKITELLNKTDNRPLKKL
36 Sp‘QBUIF9‘BAZ2A_HUMAN POS: 1170 SMKMELAGSNTTASSPARARGRPRKTKPGSMQPRHLKSPVRGQ
37 Sp|Q9Y6X0‘SETBP_HUMAN POS: 568 SPLYTNTDSLTVITPVKKKRGRPKKQPLLTVETIHEGTSTSPV
38 Sp‘QSNEZ4‘MLL37HUMAN POS: 818 SVTPKIGMGKPAITKRKFSPGRPRSKQGAWSTHNTVSPPSWSP
39 sp|P17096‘HMGAl_HUMAN POS: 39 TALVGSQKEPSEVPTPKRPRGRPKGSKNKGAAKTRKTTTTPGR
40 sp‘Q9HBE1‘PATZl_HUMAN POS: 248 TSPFPSVASSAPPLTGKRGRGRPRKANLLDSMFGSPGGLREAG
41 Sp|Q6ZRSZ‘SRCAPﬁHUMAN POS: 2988 TVANTVTTVTISTSPPKRKRGRPPKNPPSPRPSQLPVLDRDST
42 Sp‘Q03164‘MLLl_HUMAN POS: 157 VRVRSPTRSPSVKTSPRKPRGRPRSGSDRNSAILSDPSVFSPL
43 SplQSNEZ4‘MLL3_HUMAN POS: 4587 WSTRYANRRCRYLCSIEEKDGRPVFVIRIVEQGHEDLVLSDIS
44 Sp‘QQUIFQ‘BAZZAiﬂUMAN POS: 633 WVQLSAEEIPSRIQAITGKRGRPRNTEKAKTKEVPKVKRGRGR




Table S1D Summary of mouse AT-hook proteins

Nr. Uniprot ID g:::i:znstart peptide sequence
1 sp|Q4VA53|PDS5B_MOUSE POS: 1354 AESPETSAVESTQSTPQKGRGRPSKAPSPSQPPKKIRVGRSKQ
2 Sp‘Q9lYE5‘BAZ2AﬁMOUSE POS: 1160 ASVKRELTGSNASTSPARSRGRPRKPKPGSLQPQHLQSTIREC
3 Sp|Q8CJF7‘ELYS_MOUSE POS: 1939 DSSQLPLQTGLDVPATPRKRGRPRKVVPLEADGGTTGKEQTSP
4 sp‘QGYNDZ‘ZN6537MOUSE POS: 13 EAGAGGEAAAEEGAAGRKARGRPRLTESDRARRRLESRKKYDV
5 sp|P97445‘CAC1A_MOUSE POS: 2037 EGQTRAASMPRLPAENQRRRGRPRGNDLSTISDTSPMKRSASV
6 sp‘Q9Z2D6‘MECP2_MOUSE POS: 169 EQKPPKKPKSPKAPGTGRGRGRPKGSGTGRPKAAASEGVQVKR
7 Sp|P52927‘HMGA2_MOUSE POS: 30 GRPRKQQQEPTCEPSPKRPRGRPKGSKNKSPSKAAQKKAETIG
8 sp‘Q92180‘SETBP_MOUSE POS: 1424 KAKRLQRQSKTGNNFVKKRRGRPRKQPSQFDEDSRDQMPVLEK
9 Sp|Q4VA53‘PDSSB_MOUSE POS: 1269 KEELLENEDEQNSPPKKGKRGRPPKPLGGGTSKEEPTMKTSKK
10 sp‘P52927‘HMGA27MOUSE POS: 58 KSPSKAAQKKAETIGEKRPRGRPRKWPQQVVQKKPAQETEETS
11 sp|Q9DOBl‘ZN524_MOUSE POS: 13 LSGEEEKPLALLPPVPRGRRGRPPGGATTSNRTLKSSLPRKRG
12 sp‘QBBRH4‘MLL3_MOUSE POS: 18 PPEEPGAPAPSPAAADKRPRGRPRKDGASPFQRARKKPRSRGK
13 sp|Q9DOBl‘ZN524_MOUSE POS: 35 PPGGATTSNRTLKSSLPRKRGRPPRSEQETPLTAPVDSGGSSD
14 sp‘Q3UPW2‘ELF3_MOUSE POS: 248 PRDGFPDYKKGEPKHGKRKRGRPRKLSKEYWDCLEGKKSKHAP
15 sp|P52927|HMGA2_MOUSE POS: 10 QPSTSAQGQPAAPVPQOKRGRGRPRKQQQEPTCEPSPKRPRGRP
16 Sp‘Q9Z180‘SETBP7MOUSE POS: 991 QYDPLLYLRRTSDLKSKKKRGRPAKTNDTMTKVPFLQGFSYPI
17 SplQGZPKO‘PFZlA_MOUSE POS: 389 RKKSAVTYLNSTMHPGTRKRGRPPKYNAVLGFGALTPTSPPSS
18 sp‘QGPAL7‘AHDC17MOUSE POS: 525 RNVVVVFPPGEMPIILKRKRGRPPKNLLLGPGKPKEPTVVAAE
19 sp|Q91YE5‘BAZZA_MOUSE POS: 646 RPRNNEKAKNKEVPKVKRGRGRPPKIKMPELLNKTDNRLPKKL
20 sp‘Q9lYE5‘BAZ2A_MOUSE POS: 1374 SGDSEEMSQSPTGLGQPKRRGRPPSKFFKQVEQHYLTQLTAQP
21 Sp|Q9Z180‘SETBP_MOUSE POS: 559 SPLYTNTDSLTVITPVKKKRGRPKKQPLLTVETIHEGTSTSPV
22 sp‘QSBRH4‘MLL3_MOUSE POS: 811 SVTPKIGMGKPAITKRKFSPGRPRSKQGAWSNHNTVSPPSWAP
23 Sp|Q80X44‘ZBT24_MOUSE POS: 143 TGTPVVVISNKKNDPLKRKRGRPRKANGLQEGRSELAAEGELQ
24 SP‘leYE5‘BAZ2A7MOUSE POS: 625 WVQLSAEEIPSRIQAITGKRGRPRNNEKAKNKEVPKVKRGRGR




