H2A

his-30 1 -—- CAATIALNLSOICTAACH ATTRTCIICTTTTC-A-CTTTTERC AcTRcC---
his-33 1 -—- CAATIALNLSOICTAACH ATTATC CTTTTC-A-CTTTTERIC. ‘CTACC———
his-21 1 --- CCGAACCCAACGGCCCTCTTTAGGGCCACAAATATIRESAAAT CCTOIIREREA AACIRICTTCTCGA-AATTACGITGA ACIAAA - ——
his-53 1 -—- CCGAACCCAACGGCCCTCTTTAGAGCCACAAATATIRESAAATCCTOIIEEREA AACIRICTTCTCGA-AATTACGITGA CAAA-——
his-19 1 -—- CCGAACCCAACGGCCCTCTTTAGAGCCACAAATATIRESAAATCCTSIIREREA AACIRICTTCTCGA-AATT. TGE AAA-——
his-12 1 ————= IACCGAACCCAACGGCCCTCTTTAGGGCCACAAATETIAYAAATCCTIRES AATIRIAGAATAGT-CACCAGIATC AC---
his-43 1 -———- JACCGAACCCAACGGCCCTCTTTAGGGCCACAAATETUAYAAATCCTAIRES AATIRIAGAATAGT-CACCACIATC AC---
his-3 R Tl e TRTCTT) CCGAACCCAACGGCCCTCTTTAGGGCCACAAATATIND ACIRICTTTTTGG-ATTTGEQ TG AAC-
his-16 1 -———-- ACCGAACCCAACGGCCCTCTTTAGGGCCACAAATETU®CAAAT CCLANNEYIA C—-QATIM]-TTATG---CATT--| TCACAC AATG--
his-57 1 GAACYTTCH-emT CCGAACCCAACGGCCCTCTTTAGGGCCACAAATAT S CAT” --CAACG---ATCAGJTCEAA ATATA-
his-65 1 GAACUTTCU-L*N T CCGAACCCAACGGCCCTCTTTAGGGCCACAAATATIVAYAAAAT CCTAVEINEA C——MTG -TTCGAGC-CAAGATATCIEG AAAC--
his-47 1 GAACYTTCH-UemTa CCGAACCCAACGGCCHETCTTTAGGGCCACAAATATIN TTCCATG CTGTCAGA-AAAC-EfI--- AAAT-—
his-7 1 --—- CCGAACCCAACGGCCCTCTTTAGGGCHACAAATAT AR AET GGTACATTGCTCTAGICTACGTTCAMATGTG
his-61 1 GAACHTTTH-LSRIANS---! JACCGAACCCAACGGCCCTCTTTAGGGCCACAAITATHIREAAAT CCT/AVA O TTIEAABGAAATTGTGATAARTCEAAAAGETATCIAACIRIC-AATC————— CTGT| TG&TECHCTTTT———
consensus 1 ACCGAACCCAACGGCCCTCTTTAGgGCcACAaaTat  AAatCCt ta tg ag c t t tg c A TT gt g taaa

H2B:

his-34 1 CRAAATERICVATE®T---| GAAAAC-CET-TIEUTIAGTTCAATTTTTRTA----ARTTTCATII TAA-

his-29 1 CAAATGC CLYATE®T - —— UAGGGCCACAARTINGLNIO TAAAAT CCLYL®AleR GAAAAC-CET-TICUTII.GTTCAATTTTT] TA————A&TTTCA TAA-

his-52 1 Tl CAATTGCTGAAAGCA———AAT——CA AAGGGCCACAARTETINES - CATTCTTCAT-C! ATTCTTATTTTTYCT AAA-

his-22 1 Tl CAATTGCTGAAAGCA———AAT——CA AAGGGCCACAA”TGTAT— TT| CATTCTTC”T—CAC ATTCTTATTTTTYCT AAA-

his-54 1 Tl CAATTGCTGAAAGCA———AAT——CA AAGGGCCACAA”TGTAT— TT| AATAGAQ&——C‘A IACAACAGTTGTGCCACAAAC--ANTCCTTTIRICAG-

his-20 1 Tl CAATTGCTGAAAGCA——— CCGAACCCAACGGCCCTCT AAGGGCCACAA”TGTAT— TT| AATAGACH--CIV: ACA”CAGTTGTGCCACAAAC——A”TCCTT CAG-

his-48 1 ¢eC TA——GGCTGAAAACT———ACCC— CCGAACCCAACGGCCCTCT AGGGCCACAAATCT———T CTCTTTCA--TA Y TEICAGGTTTTGCAT] TTCC——AAGTTCAG -AA-T|

his-58 NG COATHASEIEGCTCGAAAACIEEEAGSOEC ARCCGAACCCAACGGCCCTCT GGGCCACAA”TCT———T CTCTTTgﬁ——TAA THICAGGTTTTGCAT] TTCC——A&GTTCAG -AA-T|

his-39 1 TUCAAT TG ReTV.VACOA - — | CCGAACCCAACGGCCCTCT GAGCCACAA”TGTA UCTTGT-GT] TTTTGGCTTTCAAUTGUATTCAGATGCAAPAT - ————— GAAT, --—-C

his-8 1 T CMATTGCTGAAAGCA——— CCGAACCCAACGGCCCTCT LUCU---6 - AACTGGT--ATTCRY TIIE TATTGTGGCGAYTC-——-~ JNTCAAACAC-AC-

his-66 1 ¢eC Tn——GGCTGAAAACT———ACCC— CCGAACCCAACGGCCCTCT PAAA---TCCA TTTGTTT—ATGG CLJE TTATT-TGCTGCATG--AEGCTTTTYCTTA-C

his-62 1 EOCAYTE-—-cloaRehVvV.(e T - —-AYACC-Al GGGCCACAA”T T | GAAATCC UATATGCACYC TATATTQ&C—GTC TU TATTAGGTCTTUTCTTGAALTCTTAAYCTAGT.

his-44 1 EeCAYTC--GelaaRehVVV. TG T TGAYACAARA CAIIGA--C. UATT----TGCINICGGGAGT--TTCTEUTURIAATAATTAGATT] TACAGACATTATTT TTCATYATGCIYACARACGCTACAGCAACAGCAATIITAAAAACA
his-4 I CINITCALYRIGC TGAAAGCEEERAAIIBFAARCCGAACCCAACGGCCCTCT ARAIIAAAGT - T T TRACGAATATGAEGATINEI TIRITAAAATTAATT T TA- - ——— ETTTAA ————— TAATIIT-TTTTTGTTHTHAATRAIGTTTGYTTATTTTT
consensus 1 gC T a  GCTgAAagc Aa  cA CCGAACCCAACGGCCCTCTT AGQGCCACAa T t  taaAATCC AT t at g agT tta t a tt T at a tt aat t

H3

his-27 1 TCL U T CCCCC C] CTTA---[ECAGC-TEPTRAAGAAARC-—--- JNAAAC ACYA

his-49 1 TCLA U TH®AACCCCC C] CTTn——— CAGC-T| iﬂAGA AC————— nAAAC ACYAL

his-17 1 TCLA U TH®AACCCCC C] CTTn——— CAGC-T| ﬁAGA AC————— AAAAC AC

his-2 1 TCLA U T®AYYACCCC-| ———ﬁAAAA—GAACA CCG-—--- AAACT] AG]

his-6 1 CCA U TH®AACCCCC C| CGTIAT--ACTTC-T|

his-45 1 T C| ATCL®AYAAACTT, ] CGGnC——nTAGT—G ——————————

his-9 1 CCIAATGGTACHEACCCAECIRIGAT CLI®YVAATCT. T] CTC --ﬁ TAT-T|

his-42 1 CCIAVATGGTACHEAECCAEC GnTCTCAAAATCT T] CTAETGTACACT-T

his-13 1 [GeAAINE[IVNS TCAGOAGE T TIEAINOTCAAAINIAPAACCGAACCCAACGGCCCTCTTTAGGGCCACANATERRVATA T] CTAETGTACACT-T GﬁAA

his-55 1 T C| ATCLOAYAYAACTT. C| TTGl: ——EGCCC—G AGAACCG

his-63 1 T C| ATCLAYAYAACTT. T TACATTTCGCAG-GC CaﬁGAAATCGG ————————

his-59 1 A C| CU®AACTC T] GTTT--ACTGT-TAYGATTTTTEATTGCTEAACTT]

his-32 1 G (OTTEAIN®TCAAASERVES CGTGAACTCA- CTT@TCTETTGTAT [TCTTTGGRATTGGALC----JJTGCAAAC

consensus 1 T ag G TT g TCAAA ACCGAACCCAACGGCCCTCTTTAGGGCCACA at ta aatCCa ttttt a g9 gt a a a T

H4

his-56 1 ——-TTADAES T TTCTE TR ®Y3ACCRAAAT AATCCYAIT TR T® GATTTTTCTATTTAECA-T----TTTCH C-AAGTTGACATGATATTT---TCTPTATT-GCTTTGC---ACRAAC] ATA-———— CT
his-46 1 ——-TTAIRIUSUTTTCTE TTTCATACAAACCAAAT AATCCTA G--A-LIC GATTTTTCTATTYT CA—T————TTTCA Cc-la GTTGACATGATATTT———TCT TATT—GCTTTGC———ACAAC ATA-———— CT
his-64 1 -TTTTAIRI-USUTTCCTE TTTCATACAAACCAAAT AATCCCA --A-lIC [TATCCTTCAATCYC CA—T————TCCTAC TCTIAAGA, CTGTCACAATT———GGT ACTT—TCCCCACC——AGAG AT —————— CT
his-60 1 TTTCTTIRICSYTTTCTE TTTCATACAAACC”ATT AATCCT” --T-lC] T-TGCCACGCTGA ACA—A————TATCA—— A-BITTTT] TTAAGGTAATT———TC CATCAGGTTCGATA—AA&A AT T————— AA
his-18 1 ———-TTRIAESICTC--CAIRREYNT (ZVACAAGCCA AATCCCA --A-lG CCTTATTCACTGY- CAGA————AACCAAAAAG ACCA AATAGACAAA ————— CAIICAACAGGGCTTCT--AGTT ACTCATGTCA
his-28 1 ————TTTTATCTCTC——G”TTTCATACAACA A\CCA AATCCCA --A-lC GACTTGTGTCTT] TTCCTTTGGTGATCCAT GCTIATTATYTGTTGCAECAT-~-TATYCTTCTGATATTGGA-TTAT CT—--—- CT
his-50 1 ————TTTTATCTCTC——G”TTTCATACAACA A\CCA AATCCCA --A-LlIG GACTTGTGTCTT] TTCCTTTGGTGATCCaT GCTIRTTATPTGTTGCAECAT---TAT] CTTCTGATATTGGA—TTMT CT—--—- CT
his-5 1 ————TTTTATCTCTC——GATTTCATACA‘CA A\CCA AET --A-U GCCATTTTATTTYCAEGAGA---ATCTCRGAACAARATAT] ATTTTCAﬁAA————GGT TTTT—GTCACAGAA—TTMGTAAGATC ————— AT
his-1 1 ————TTTTATCTCTC——GATTTCATACA‘CC ACCA LA --TCYC G-AGTTTATATTYTTIECCTT--TTTTGCETTGTTAMAGCAATGTTGAALAGT---GTC| GCTTCCATACCAGA—ACAGAH—EETAAAGGAGG
his-38 1 ————TTTTATCTCTC——GATTTCATACA‘C————CA AATCCT&T --TClJ CACTGTTGC. CAECAAAA--GTTCARTAIAAARACTTITCTTTGAETTTGTCTTGYCTTTTTATCCTGTT-GARACAATIACTG-GAAAG
his-10 1 -————- e Te TC Tl mEe o TECATNICPAMWATNSIACCGAACCCAACGGCCCTCTTTAGGGCCACAAATI Y RIGIICERAATCCAANTITIY NI T TS RN RIAATAAATE C-TEICTTTTTACTTATYTTETT-T----TAAARTCYT TARCAT T TAAAGCTEGAGGTCTGCAGTACAGACTCTGTACTCIG T—————- A-
his-14 1 -————- GLUCCLU®ITGCTTCCAYG TCTnCC ANSIIACCGAACCCAACGGCCCTCTTTAGGGCCACAAAT I NRISICEERAAT CCIRAAIITATECLAYNITE THICN NNRIAATAAAT GEEEE C-TUICTTTTTACTTATYTTETT-T----TAAARATCHYTTARACATTYTAAAGCT GAGGTCTGCAGTACAGACTCTGTACTCAG ATA-——
his-26 1 -————- GUCCHSITGCTTCCALG TCT&CC AINSIIACCGAACCCAACGGCCCTCTTTAGGGCCACAAATINRISIIGERAAT CCIRAANITATIELV-NITE TIICNNRRIAATAAATE] C-THICTTTTTACTTATUTTETT-T----TAAARTCHUTTAACATTITAAAGCT GAGGTCTGCAGTACAGACTCTGTACTC&G ATA-——
his-31 1 ACTTALGGAACATAATT--CAAALICAACACTGACTCC--ACRTGGTECTTTGG-—--

—TTCATIRIASTC T --E TN T CHEEMAAC- - -CCS NS e e e (G R NV SOV {GATATEA- DTS T TRARIGT TTHTHT TATT T TIENRA TG TGAAAR -~ TAIICAAIRICCATGATTTATAJACTCGTT-—-AATATRTALT
a T 1T T a t

consensus 1 TtaTCT g tTtcataCaA a  ACCGAACCCAACGGCCCTCTTTAGGGCCACAaaT a AaTCc a Ttt TT AatAaat g A t a t

a tca



Additional File 1. Alignment of C. elegans histone 3’UTR sequences

The first 200 nucleotides of the 3’UTRs of histone H2A, H2B, H3 and H4 genes were retrieved from Wormbase and aligned using ClustalW. Sequences >80 % conserved are boxed in black; positions with >80 %
similar bases (either purines or pyrimidines, respectively), are boxed in gray. In the consensus sequence the hairpin element, the AATCC element and the polyadenylation signal are underlined. Note that in H2B
genes the position of the polyadenylation signal varies and is not shown in the consensus. Instead the signals are bold/underlined in the alignment. Similarly, the few polyadenylation signals not fitting the
consensus sequence are in shown bold/underlined in the alignments of H2A, H3 and H4 3’UTRS. In animals, cleavage normally occurs 10 - 30 nucleotides 3’ of the AAUAAA element, after the sequence CA, and
is also dependent on a G/U downstream element 3’ of the cleavage site. The position of a CA dinucleotide is >80 % conserved in H2A genes and is shown in consensus sequence. In some H2A genes, and in H2B,
H3 and H4 genes the position of CA is less well conserved and CA dinculeotides are underlined in the alignments. This is normally followed by a G/T rich region that may encode the G/U downstream element.



